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http://www.wwpdb.org/validation /2017 /FAQs#types.

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

EMDB validation analysis : 0.0.1.dev133
MolProbity : 4-5-2 with Phenix2.0
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.50


https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
http://www.wwpdb.org/validation/2017/FAQs#types
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#references

Page 2

Full wwPDB EM Validation Report EMD-76771, 12UT

1 Overall quality at a glance (i)

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

The reported resolution of this entry is 2.48 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
Clashscore I

Ramachandran outliers I

Sidechain outliers I

Worse

Percentile Ranks

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric
Q-score I

Worse

Better

Model-Map Fit Percentile Ranks

I Percentile relative to all EM structures

Better

I Percentile relative to EM structures of similar resolution

Value
13
0.1%

3.6%

Value

0.649

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
Q-score - 25397 6178 ( 1.98 - 2.98 )

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the bar indicate the fraction of residues
that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively. A grey
segment represents the fraction of residues that are not modelled. The numeric value for each
fraction is indicated below the corresponding segment, with a dot representing fractions <=5%
The upper red bar (where present) indicates the fraction of residues that have poor fit to the EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
1 0 533 84% 12%
1 1 533 84% 12%
1 2 533 85% 12%
1 3 533 85% 12%

WO RLDWIDE

PROTEIN DATA BANK

Continued on next page...



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#overall_quality

Page 3 Full wwPDB EM Validation Report EMD-76771, 12UT

Continued from previous page...

Mol | Chain | Length Quality of chain
1 4 533 85% 12% ..
1 ) 933 84% 12% ..
1 6 533 84% 12% ..
1 7 533 85% 12% ..
1 A 533 84% 12% ..
1 B 533 85% 12% ..
1 C 933 84% 12% ..
1 D 533 85% 12% ..
1 E 533 85% 12% ..
1 F 533 84% 12% ..
1 G 933 85% 12% ..
1 H 533 84% 12% ..
1 I 533 85% 12% ..
1 J 933 85% 12% ..
1 K 533 84% 12% ..
1 L 533 85% 12% ..
1 M 533 84% 12% ..
1 N 533 84% 12% ..
1 O 933 85% 12% ..
1 P 533 84% 12% ..
1 Q 933 85% 1% oo
1 R 933 85% 12% ..
1 S 533 85% 12% ..
1 T 533 85% 12% ..
1 U 933 85% 12% ..

Continued on next page...
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Mol | Chain | Length Quality of chain
1 A% 533 85% 12% ..
1 W 533 85% 12% ..
1 X 533 85% 12% ..
1 Y 533 85% 12% ..
1 Z 533 85% 1% e
1 a 533 85% 12% ..
1 b 533 84% 12% ..
1 ¢ 533 84% 12% ..
1 d 533 85% 12% ..
1 e 533 84% 12% ..
1 f 533 85% 12% ..
1 g 533 85% 12% ..
1 h 533 85% 12% ..
1 i 533 85% 12% ..
1 j 533 85% 12% ..
1 k 533 85% 12% ..
1 1 533 85% 12% ..
1 m 533 84% 12% ..
1 n 533 84% 18% ..
1 0 533 85% 12% ..
1 p 533 85% 1% oo
1 q 533 85% 12% ..
1 r 533 85% 1% e
1 s 533 85% 12% ..
1 t 533 85% 12% ..

Continued on next page...
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Mol | Chain | Length Quality of chain
1 u 533 84% 12% ..
1 v 533 85% 12% e
1 W 533 85% 12% .
1 X 533 84% 12% oo
1 y 533 85% 1% oo
1 zZ 533 85% 12% ..
5%
- R
2 Oh 153 59% 22% 5% .« 14%
5%
- R
2 1h 153 59% 22% 5% . 14%
—
I
2 2h 153 59% 22% 5% . 14%
5%
- I E—
2 3h 153 58% 24% 5% = 14%
—
R
2 4h 153 58% 24% 5%« 14%
—
I E———
2 5h 153 57% 24% 5%« 14%
5%
- R
2 6h 153 59% 20% 5% = 14%
—
P E——
2 7h 153 58% 23% 5% = 14%
- e m—
2 Ah 153 59% 22% 5%+ 14%
5%
- P E——
2 Bh 153 58% 24% 5% .« 14%
5%
- T E——
2 Ch 153 57% 24% 5% = 14%
—
T E———
2 Dh 153 59% 22% 5% .« 14%
7%
_ R
2 Eh 153 59% 22% 5% . 14%
7%
_ T E——
2 Fh 153 59% 22% 5%« 14%
—
R
2 Gh 153 57% 24% 5% = 14%
—
R
2 Hh 153 58% 23% 5% . 14%
5%
- I E——
2 Th 153 58% 23% 5% .« 14%
—
R
2 Jh 153 59% 22% 5% . 14%
5%
- T E——
2 Kh 153 59% 20% 5% = 14%

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

Mol | Chain | Length Quality of chain
=
e L
2 Lh 153 58% 24% 5%« 14%
5%
- e
2 Mh 153 59% 22% 5% . 14%
&
e
2 Nh 153 58% 23% 5% - 14%
7%
_ e
2 Oh 153 57% 24% 5%+ 14%
7%
_ e
2 Ph 153 59% 22% 5% - 14%
5%
2 Qh 153 59% 22% 5%+ 14%
5%
2 Rh 153 - 59% 22% o e 4%
5%
- R
2 Sh 153 58% 24% 5% - 14%
=
W
2 Th 153 59% 22% 5% . 14%
-
e
2 Uh 153 58% 23% 5% . 14%
5%
- W
2 Vh 153 58% 23% 5% . 14%
—
e
2 Wh 153 58% 23% 5% . 14%
5%
- e
2 Xh 153 59% 22% 5% . 14%
-
e
2 Yh 153 58% 23% 5% . 14%
~=
e
2 Zh 153 59% 22% 5% - 14%
5%
- e
2 ah 153 58% 24% 5% - 14%
5%
- ey
2 bh 153 59% 22% 5% - 14%
5%
- T
2 ch 153 58% 23% 5% . 14%
5%
- R
2 dh 153 58% 24% 5% .« 14%
5%
- e
2 eh 153 57% 24% 5% . 14%
==
- W
2 th 153 58% 23% 5% . 14%
5%
- e
2 gh 153 59% 22% 5%+ 14%
5%
- e
2 hh 153 59% 20% 5% .« 14%
7%
. _ e
2 ih 153 59% 20% 5% . 14%
7%
. _ e
2 jh 153 58% 24% 5% . 14%

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

Mol | Chain | Length Quality of chain
7%
_ R
2 kh 153 58% 23% 5%« 14%
5%
- P E——
2 lh 153 59% 20% 5% = 14%
—
P E——
2 mh 153 59% 22% 5% - 14%
—
P E—
2 nh 153 59% 22% 5% - 14%
5%
- P E——
2 oh 153 59% 22% 5% .« 14%
5%
- R
2 ph 153 58% 23% 5% = 14%
5%
- R
2 gh 153 59% 22% 5% - 14%
7%
_ R
2 rh 153 58% 24% 5% .« 14%
7%
_ I
2 sh 153 58% 23% 5% = 14%
7%
_ T E—
2 th 153 59% 209 5% = 14%
5%
- I E—
2 uh 153 59% 209 5% = 14%
5%
- I E———
2 vh 153 59% 22% 5% «  14%
5%
- R
2 wh 153 58% 23% 5% = 14%
5%
- I E——
2 xh 153 58% 24% 5% = 14%
5%
- P E—
2 yvh 153 59% 22% 5% - 14%
5%
- P E——
2 zh 153 58% 23% 5% .« 14%
2%
_ I
3 01 130 40% 40% . 16%
2%
_ I
3 11 130 40% 40% . 16%
2%
_ I
3 21 130 43% 37% . 16%
2%
_ I
3 31 130 42% 38% . 16%
2%
_ L]
3 41 130 40% 40% . 16%
4%
_ L]
3 51 130 43% 37% . 16%
2%
_ I
3 6l 130 41% 39% . 16%
2%
_ L]
3 71 130 40% 40% . 16%
2%
_ I
3 Al 130 1% 39% . 16%

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

Mol | Chain | Length Quality of chain
&
|
3 Bl 130 42% 38% . 16%
4%
_ |
3 Cl 130 40% 40% . 16%
&
I
3 Dl 130 40% 40% . 16%
5%
_ I
3 El 130 39% 41% . 16%
5%
_ I
3 F1 130 42% 38% . 16%
5%
_ I
3 Gl 130 40% 40% . 16%
&
I
3 Hl 130 40% 40% . 16%
2%
_ I
3 11 130 42% 38% . 16%
&
I
3 J1 130 1% 39% . 16%
2%
_ |
3 Kl 130 42% 38% . 16%
&
|
3 L1 130 40% 40% . 16%
&
|
3 Ml 130 39% 41% . 16%
5%
_ |
3 N1 130 42% 38% . 16%
5%
_ |
3 0Ol 130 40% 40% . 16%
5%
_ I
3 Pl 130 41% 39% . 16%
2%
_ I
3 Ql 130 41% 39% . 16%
4%
_ |
3 Rl 130 43% 37% . 16%
2%
_ I
3 Sl 130 40% 40% . 16%
4%
_ I
3 Tl 130 40% 40% . 16%
2%
_ |
3 Ul 130 4% 39% . 16%
2%
_ |
3 V1 130 40% 40% . 16%
2%
_ |
3 W1 130 42% 38% . 16%
2%
_ |
3 X1 130 41% 39% . 16%
2%
_ |
3 Y1 130 40% 40% . 16%

2%
3 Z1 130 41% 39% . 16%
Continued on next page...
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Mol | Chain | Length Quality of chain
&
I
3 al 130 40% 40% . 16%
4%
_ I
3 bl 130 1% 39% . 16%
2%
_ I
3 cl 130 42% 38% . 16%
2%
_ I
3 dl 130 40% 40% . 16%
4%
_ I
3 el 130 43% 37% . 16%
2%
_ I
3 fl 130 42% 38% . 16%
4%
_ I
3 gl 130 40% 40% . 16%
2%
_ I
3 hl 130 1% 39% . 16%
5%
. _ I
3 il 130 40% 40% . 16%
5%
. _ L]
3 jl 130 40% 40% . 16%
5%
_ L]
3 kl 130 42% 38% . 16%
2%
_ L]
3 11 130 43% 37% . 16%
2%
_ I
3 ml 130 40% 40% . 16%
2%
_ I
3 nl 130 40% 40% . 16%
3%
_ I
3 ol 130 42% 38% . 16%
2%
_ I
3 pl 130 42% 38% . 16%
2%
_ I
3 ql 130 42% 38% . 16%
5%
_ I
3 rl 130 40% 40% . 16%
5%
_ I
3 sl 130 42% 38% . 16%
5%
_ I
3 tl 130 39% 41% . 16%
2%
_ L]
3 ul 130 40% 40% . 16%
4%
_ L]
3 vl 130 42% 38% . 16%
2%
_ I
3 wl 130 42% 38% . 16%
3%
_ L]
3 x1 130 40% 40% . 16%
2%
_ I
3 yl 130 40% 40% . 16%
Continued on next page...
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Mol

Chain

Length

Quality of chain

3

7l

130

12%
I

42%

38%

16%
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2 Entry composition (i)

There are 3 unique types of molecules in this entry. The entry contains 358500 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 Capsid protein VP1.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
1 A 518 4148 2610 724 801 13 0 0

Total C N O S
1 B 518 4148 2610 724 801 13 0 0

Total C N O S
1 C 518 4148 2610 724 801 13 0 0

Total C N O S
1 D 518 4148 2610 724 801 13 0 0

Total C N O S
1 2 518 4148 2610 724 K801 13 0 0

Total C N O S
1 K 518 4148 2610 724 K801 13 0 0

Total C N O S
1 G o18 4148 2610 724 K801 13 0 0

Total C N O S
1 H o18 4148 2610 724 801 13 0 0

Total C N O S
1 I o18 4148 2610 724 801 13 0 0

Total C N O S
1 J o18 4148 2610 724 801 13 0 0

Total C N O S
1 K o18 4148 2610 724 801 13 0 0

Total C N O S
1 L o18 4148 2610 724 801 13 0 0

Total C N O S
1 M o18 4148 2610 724 801 13 0 0

Total C N O S
1 N o18 4148 2610 724 &01 13 0 0

Total C N O S
1 0 o18 4148 2610 724 &01 13 0 0

Total C N O S
1 P o18 4148 2610 724 &01 13 0 0

Total C N O S
1 Q b18 4148 2610 724 &01 13 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
1 R b18 Eiasl 2@?10 7§4 881 1S3 0 0
1 S b18 fiffél 26C10 71;4 881 1S3 0 0
1 T b18 Ezasl 2@?10 71;4 881 1S3 0 0
! v o18 Eiasl 2@?10 7§4 8(51 1S3 0 0
1 v o18 2(1)51&81 26ClO 7§4 8(51 1S3 0 0
L W H18 Z(iiasl 26010 71;14 8(0)1 1S3 0 0
L X o18 Z(iiagl 26010 71;4 8(0)1 183 0 0
L o18 Z(iiasl 2510 71;4 8(81 1S3 0 0
L z o18 Zﬂasl 2510 7124 8(81 1S3 0 0
L a o18 EZ&SI 26010 71;14 8(81 1S3 0 0
L b o18 2(1)51&81 26010 71;I4 8(81 1S3 0 0
1 ¢ o18 Z(l)iasl 26010 71§4 8(81 1S3 0 0
1 d o18 Z?Zasl 26010 724 8(81 1S3 0 0
1 ¢ o18 EZZI 2(?10 7154 881 1S3 0 0
! f o18 EZZI 2(?10 71;4 8(81 183 0 0
! & o18 Zﬁasl 2(?10 71;4 8(81 1S3 0 0
! h o18 Zﬂasl 2510 71;4 8(81 183 0 0
! i b18 Zﬂasl 2(?10 7154 8(81 1S3 0 0
1 ] b18 Zﬂasl 2(?10 7154 881 1S3 0 0
1 k b18 ZTZZI 2(?10 71;4 881 1S3 0 0
1 1 b18 ZTZZI 2(?10 71;4 881 183 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
1 m b18 ZTZZI 2@?10 7§4 881 1S3 0 0
1 t b18 Z‘iffél 2@?10 71;]4 881 1S3 0 0
1 © b18 ZTZZI 2@?10 71;4 881 1S3 0 0
! p o18 Zﬂasl 2@?10 7§4 8(51 1S3 0 0
1 4 o18 Eg 26ClO 7214 8(51 1S3 0 0
1 t o18 Z(iiasl 26010 71;14 8(0)1 1S3 0 0
! s o18 Z(iiagl 26010 71;4 8(0)1 183 0 0
1 ¢ o18 Z(iiasl 2510 71;4 8(81 1S3 0 0
1 u o18 Zﬂasl 2510 7124 8(81 1S3 0 0
1 v o18 EZ&SI 26010 71;14 8(81 1S3 0 0
1 w o18 2(1)51&81 26010 71;I4 8(81 1S3 0 0
1 x o18 Z(l)iasl 26010 71§4 8(81 1S3 0 0
1 Y o18 Z?Zasl 26010 71;14 8(81 183 0 0
1 z o18 EZZI 2(?10 7154 881 1S3 0 0
! 0 o18 2(1):1&81 2(?10 7154 8(81 183 0 0
! 1 o18 Zﬂasl 2(?10 7154 8(31 1S3 0 0
! 2 o18 Zﬂasl 2510 71;4 8(81 183 0 0
! 3 b18 Zﬂasl 2(?10 7154 8(81 1S3 0 0
1 4 b18 ZTZZI 2(?10 7154 881 1S3 0 0
1 g b18 Z?Zasl 2(?10 7154 881 1S3 0 0
1 6 b18 Z?Zasl 2(?10 7124 881 183 0 0
Continued on next page...
gPrDE
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Mol | Chain | Residues Atoms AltConf | Trace
1 7 b18 Z(igl 26010 71;I4 881 183 0 0
e Molecule 2 is a protein called IgA-Fab3-2 Heavy chain.

Mol | Chain | Residues Atoms AltConf | Trace
2 Ah 132 1;82381 6?9 1129 188 2 0 0
2 Bh 132 ?thaSl 6(539 11;519 1(38 2 0 0
2 Ch 132 ?thaSl 6?9 12]9 188 2 0 0
2 bh 132 ?8?81 6?9 11(\319 1(38 2 0 0
2 Eh 132 ?8?81 6?9 11(\319 1(38 2 0 0
2 Fh 132 ?());Zl 6?9 11(\319 188 2 0 0
2 Gh 132 ?())t;;l 6?9 11(\319 188 2 0 0
2 Hh 132 r‘1F(())t2?%l 6?9 11(\319 188 2 0 0
2 Th 132 ?8;381 6?9 11(\319 188 2 0 0
2| Jn 132 | 0% g0 160 108 2 0 0
2| Kb 132 | 008 g0 160 108 2 0 0
2| Lh 132 | 0% g0 100 105 2 0 0
2| Mh 132 | 0% g0 160 108 2 0 0
2| Nh 132 | 1008 g0 160 108 2 0 0
2| Ohb I T = 0 0
2 Ph 132 1118;21 6?9 1129 188 g 0 0
2 Qb 132 1118221 6?9 1129 188 52; 0 0
2 Rh 132 1118;(?31 6(539 1129 188 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 Sh 132 ?ggasl 6?9 1129 1(9)8 2 0 0
2 Th 132 ?())gagl 6?9 11(\519 188 2 0 0
2 Uh 132 ?());agl 6?9 11(\5]9 188 2 0 0
2 vh 132 ?8;?%1 6?9 11(\5]9 1(9)8 2 0 0
2| Wh 132 ?8521 6(;9 11(\5]9 1(9)8 2 0 0
2| Xh 132 ?ggasl 629 1219 1(9)8 g 0 0
2| Yh 132 ?85381 629 11;5]9 1(9)8 2 0 0
2| Zh 132 ??)tzasl 6(539 11:3]9 188 2 0 0
2| ah 132 ?8521 6§9 11:3]9 188 2 0 0
2| bh 132 ?8521 6(;9 11:3]9 188 g 0 0
2| <h 132 ?gtzasl 6?9 11:3]9 188 g 0 0
2| dh 132 ?gtzasl 6?9 1129 188 g 0 0
2 eh 132 ?ggasl 6?9 1129 188 g 0 0
2 th 132 ??)Zasl 6(539 1129 1(9)8 2 0 0
2 gh 132 ?gtzasl 6?9 1129 188 g 0 0
2 b 132 ?gt;;l 6?9 11(\5]9 1(9)8 g 0 0
2 ih 132 ?8?81 6?9 1129 1(9)8 g 0 0
2 jh 132 ?ggasl 6?9 11;5]9 1(9)8 g 0 0
2 kh 132 fggasl 6?9 1129 1(9)8 2 0 0
2 th 132 fggasl 6?9 1129 188 2 0 0
2 mh 132 ?ggasl 6?9 11;5]9 188 g 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
2 nh 132 ?());asl 6?9 11(219 188 2 0 0
2 oh 132 ?8?81 6?9 11(\319 188 2 0 0
2 ph 132 ?());agl 6?9 11(\5]9 188 2 0 0
2 ah 132 ?8?81 6?9 11(\5]9 188 2 0 0
2 rh 132 ?8?81 6?9 11(\5]9 1(9)8 2 0 0
2| sh 132 ?ggasl 6?9 1219 1(9)8 g 0 0
2| th 132 ?8?81 629 11;5]9 1(9)8 2 0 0
2| ub 132 ??)tzasl 6(;9 11:3]9 188 2 0 0
2| vh 132 ?8521 629 11:3]9 188 2 0 0
2 | wh 132 ?8521 6(;9 11:3]9 188 S 0 0
2| xh 132 ?gtzasl 6?9 1129 188 g 0 0
2| yh 132 ?gtzasl 6?9 1129 188 g 0 0
2 zh 132 ?ggasl 6?9 1129 1(9)8 g 0 0
2 Oh 132 ?ggasl 6(539 1129 1(9)8 2 0 0
2 th 132 ?gtzazzl 6?9 1129 1(9)8 g 0 0
2 2h 132 ?())g;l 6?9 1129 1(9)8 g 0 0
2 3h 132 ?ggasl 6?9 1129 1(9)8 g 0 0
2 4h 132 ?ggasl 6?9 11;5]9 1(9)8 g 0 0
2 oh 132 fggasl 6(539 1129 1(9)8 2 0 0
2 6h 132 ?ggasl 6?9 1129 188 2 0 0
2 h 132 ?ggasl 6?9 1129 1(9)8 2 0 0
gPrDE
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e Molecule 3 is a protein called IgA-Fab3-2 Light chain.

Mol | Chain | Residues Atoms AltConf | Trace
R A L
R i S L.
5 Y 09| 0 don 134 6 4 0 ¥
5 | DI 09| 0 dor 134 6 4 0 0
5 | H 09| 0 dor 134 6 4 0 0
5 T 09| 0 dor 134 6 4 0 0
5 ¢ 09| 70 dor 134 6 4 0 0
5| H 09| 0 dor 134 6 4 0 0
5 1 09| 70 dor 134 6 4 0 0
s 09|70 dor 134 6 4 0 0
o 09| 70 dor 134 6 4 0 0
S| U 09| 70 dor 134 6 4 0 0
s | M 09| 0 s e 167 4 0 0
s | M 09| 0 s 1 167 4 0 0
3] O 09| 0 s 1 167 4 0 0
S H 09| 0 s e 167 4 0 0
I R I i S R
A S L
3 Sl 109 T;)thl 434 112\;4 1C6)7 ZSL 0 0
R S L
v |00 | e g | 0|0
Continued on next page...
grDe
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Mol | Chain | Residues Atoms AltConf | Trace
IR T HERE
IR HEEE
IR T HIERE
IR T HIERE
s Z 109 T;)gtgl 434 11;]4 1(6)7 zSL 0 0
3. al 109 T709tg l 434 11;14 1(6)7 zsl 0 0
3. M 109 T709t§l 454 11;)]4 1(6)7 i 0 0
3. d 109 T709t§l 4(934 11;14 1(6)7 i 0 0
3. d 109 T;);gl 434 11;]4 1C6)7 i 0 0
3. d 109 T?i)tgl 484 11;]4 1C6)7 i 0 0
3 f 109 T;)s;gl 484 11:;]4 1(87 i 0 0
3| el 109 T;);gl 4(54 11:;]4 1%)7 zSL 0 0
3. M 109 T;);gl 4(9]4 11§4 1(6)7 zsl 0 0
3 il 109 T709t5Ll 4(934 11;,14 1(@?7 zSL 0 0
3 il 109 1;()531 434 11;)14 1(6)7 zSL 0 0
IEEECHE S BT HEEE
IEEECHE 3 BT HNEE
3 | ml 109 T7O9tsi(>le 454 11;]4 1(6?7 zSL 0 0
3 | u 109 1;)531 4(9]4 113\)]4 1((?7 zSL 0 0
3 ol 109 T;)gtgl 434 11:\3]4 127 ASL 0 0
3 pl 109 T709t5Ll 434 11:\3]4 127 ASL 0 0
Continued on next page...
gPrDE
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green = 0, yellow = 1, orange = 2

84%

Full wwPDB EM Validation Report
A red diamond above a residue indicates a poor fit to the EM map for

this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any

atom inclusion in map density. Residues are color-coded according to the number of geometric

quality criteria for which they contain at least one outlier:
outlier are shown as a green connector. Residues present in the sample, but not in the model, are

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
shown in grey.

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the

3 Residue-property plots (i)
and red = 3 or more.
e Molecule 1: Capsid protein VP1

Page 20
Chain A:

68€Y
88€D

s8ed
08€T
TLEW
€SEN

chen
T7ed

9€eT
Teel
veel
€TEN
oeed
Teen

viex

60€N
8624
8620
¥8cd

(4448

Ll

SETW

¥59d

8¥%9I

S790

7190

T0oN

965N

2651

085S

8.8s

9954

Elisics

TGSN
0SSL

8¥sH

2ESN

TISN

L67N

0673

it

6.%d

€L70

SOPV

09¥1
6574

9S¥L
SGPL
YSvL
8¥¥L

SEVN
TEVI

0T¥L

{4021

L6EX

1

CELL

ScLd

€TLL

OTLA

90.LY

70L&

1894

e Molecule 1: Capsid protein VP1

6.9
SL91
TL9b
9994

L59d

.

12%

85%

Chain B:

68€Y
88€D

S8eb
08€T
TLEW
T9€D
€SEN

{47278
T7ed

9€eT
TeEL
veel
€TEN
eeed
Teed

viex

60€X%
8624
S62a

(4448

Ll

SETN

9994
159d
¥59d
8%9I
S790
190
Y09
963N
T6SL
08SS
8.SS
9954
Elisicy

TSSN
0SSL

8%3H
TESN
TISN
L6YN
06%X
78vd
6.%d

09%T
6S7d

9S¥L
isiAN
YSvL
8¥vL

SEVN
TEVN

()572%
COPN

L6EX

1

CELL

S¢Ld

E€TLL

OTLA

90.L3%

Y0LA

1894

e Molecule 1: Capsid protein VP1

6.L9S

SL91

TL90

12%

84%

Chain C:

68€Y
88€D

58ed
08€T
TLEW

99¢ed
§9ed

€GEN

{47278
9ed

9€€T
TEEL
vcel
€TEN
ceed
TZeN

7458

60€X1
8624
S62a

(4448

Ll

SETN

159d

759d

8¥%9I

SH90

190

Y09N

963N

2651

08SS

8.SS

9954

s

TSSN
0SSL

8%3d

TeSN

TISN

L6YN

06%X

78vd

6.%d

0991
6SPY

9S¥L
SSPL
YSvL
8¥hL

SETN
VeV

(0)572%

2OPN

LBEX

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-76771, 12UT

Full wwPDB EM Validation Report

1

Page 21

CELL

Sc¢Ld

E€TLL

OTLA

903

Capsid protein VP1

Y0LA

1893

e Molecule 1

6.L9S

SL91

TL90

9994

12%

85%

Chain D

L6EX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

TYEA
7ed

9€€T
TeEL
vcel
€TEN
eeed
Teer

viex

60€X%
8624
62

(4448

SETN

2.9
9994
159d
¥59d
8%9I
SH9b
190
Y09
963N
T6SL
08SS
8.SS
9954
s

TSSN
0SSL

8%9H
Tes
TISN
L6YN
06%)
78vd
6.%d

09%1
657d

9SvL
GSPL
i
8¥vL

SEVN
TEVN

0T¥L

COPN

1

Capsid protein VP1

CELL

S¢.Ld

E€TLL

OTLA

90L3%

Y0LA

1894

e Molecule 1

6.L9S

SL91

12%

85%

Chain E

68ed
88€D

s8ed
08€T
TLEW
€GEN

cven
7ed

9€eT
T€EL
veeL
€TEN
ceed
TTen

viex

60€X
8624
S62a

%824

{44 AN

TL90
9994
1L59d
%59d
8%91
S%9b
$190
Y09
968N
26SL
085S
8.SS
9954
eisieicy

TSN
0GSL

8%5d
°e
TISN
LBYN
0674
w8y
6.L%d
09%1
9G%L
eisiAN
YShL

SEVN
YEVN

(0]574%
COVH

LBEX

L

Capsid protein VP1

CELL

S2Ld

€TLL

0TLA

90L3%

V0L

7894

e Molecule 1

6.L9S

SL9L

12%

84%

Chain F

L6EX

68€Y4
88€D

s8¢eb
08€T
TLEW
€SEN

chen
7ed

9€EeT
Teelr
veeL
€TEA
ceed
rTeed

viex

60€X1
8624

g6cda

eyl

9994
159d
¥59d
8%91
S79b
190
0ot19a
Y09
963N
C6SL
08SS
8.SS
9954
eieiic)

TGSN
0SSL

8%9H
(4308
TISN
L6YN
06%)
it
6.%d

09%1
674

9G¥%L
el AN
i
8¥¥L

SEVN
TEVN

0T¥L

{4021

1

CELL

8CTLL

S¢Ld

E€TLL

OTLA

903

Y0LA

1894

e Molecule 1

6.L9S

SL91

TL90

Capsid protein VP1

12%

85%

Chain G

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 22

68€Y
88€D

S8ed
08€T
TLEW

€9¢ed
29eT

€5EN

cven
7ed

9€EeT
Teel
veeL
€CEA
ceed
Teen

viex

60€X
8624
$62a

el

SGETH

2.9
9994
159d
¥59d
8%91
SH9b
190
Y09
963N
26SL
08SS
8.SS
9954
s

TGSN
0SSL

8%9a
TISN
L6YN
78vd
6.%d

09%T
6SPY

9S¥L
SSPL
i4iAN
8¥vL

SGETN
TEVN

0T¥L
COPN

L6EX

1

Capsid protein VP1

CELL

S¢.Ld

€TLL

OTLA

90L3%

Y0LX

1894

e Molecule 1

6.L98

SL9L

12%

84%

Chain H

L6EX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

{47278
7ed

9€€T
TEEL
vcel
€TEN
ceed
TZed

7458

60€X1
8624
620

(4448

SETN

9994
159d
¥59d
8%91
SH9b
190
0T19a
Y09
963N
26SL
08SS
8.SS
9954
s

TSSN
0SSL

8%5d
Tesn
TTISN
L6YN
06%)
78vd
6.%d

0991
6S7Y

9G¥l
SSPL
i
214748

SEPN
TEVN

0T¥L

COPN

CELL

8CTLL

S2Ld

E€TLL

OTLA

90.L3%

Y0LA

1894

e Molecule 1

6.L98

SLOL

TL90

Capsid protein VP1

12%

85%

Chain I

LBEX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

{47278
7ed

9€€T
TE€EL
vcel
€TEN
cced
TZeN

7458

60€1
8624
620

(4448

SETH

9994
159d
759d
8%91
SH90
190
Y09
963N
T6SL
08SS
8.SS
9954
sk

TSSN
0SSL

8%9d
Tesn
TISN
L6YN
06%X
78vd
6.%d
€L
S9%Y
09%1
9S¥L
SSPL
YSvL

SEVN
YEVIN

(0]574%

COPN

L

Capsid protein VP1

CELL

S2Ld

E€TLL

0TLA

90LY%

Y0LA

7894

e Molecule 1

6.L9S

SL9L

TL90

12%

85%

Chain J

LBEX

68€Y
88€D

S8ed
08€1
TLEW
€9EA

{4727\
ed

9€€T
TE€EL
vcel
€CEN
cced
TZeR

vren

60€X1
862Y
9620

(4448

SETH

TL90
9994
159d
759d
8%9I
S%9b
$190
V09N
968N
T6SL
08SS
8.SS
9954
eisieicy

TSSN
0GSL

8%5d
e
TISN
L6YN
067X
it
6.%d

09%T
6574

9S¥L
SSPL
YSvL
2448

SEVN
YEVN

(0]54%

{40208

CELL

S¢Ld

E€TLL

0TLA

90L%

Y0LX

7894

6.L9S

SLoL

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 23

Capsid protein VP1

e Molecule 1

12%

84%

Chain K

LBEX

68€Y
88€D

S8ed
08€1
TLEW
€9EA

{4727\
T7ed

9€€T
TE€EL
vcel
€CEN
cced
TZeR

viex

60€X
862Y
9620

(4448

SETH

9994
159d
759d
8%9I
S%9b
190
0190
V09N
968N
T6SL
085S
8.SS
9954
eisieicy

TSSN
0GSL

8%5d
Tesn
TISN
LBYN
067X
it
6.%d

09%T1
6574

9G¥L
SSPL
YShL
2448

SEVN
YEVH

(0]574%

COPH

L

CELL

8CTLL

S¢Ld

E€TLL

OTLA

90.L3%

Y0LA

1894

e Molecule 1

6.L9S

SLoL

TL90

Capsid protein VP1

12%

85%

Chain L

COVH
LBEX

68€Y
88€D

s8ed
08€1
TLER
€9EA

{47278
Ted

9€eT
T€EL
veel
€CEN
ceed
TZed

viexn

60€3
862y
S62a

cvel

TL90
9994
L59d
¥59d
8%9I
S%9b
$190
0190
V09N
96SN
T6SL
085S
8.SS
9954
eisieicy

TSSN
0GSL

89
TESA
TTISN
LBYN
0674
w8y
6.%d

09%1
6574

9S¥L
SSTL
siAn
2448

SEVN
YEVH

(548

L

Capsid protein VP1

CTELL

8CTLL

S¢Ld

E€TLL

0TLA

903

V0L

7894

e Molecule 1

6.L9S

SL9L

12%

84%

Chain M

68¢€Y
88€D

58¢eb
08€T1
TLEW

€9€d
29€1

€39EA

{472\
T9ed

9€€T
TE€EL
Yeel
€CEN
ceed
Tzed

viex

60€X1
862y
g62a

[44AN

SETH

1,59d

¥59d

8%9I

S%9b

7190

F09n

968N

2651

085S

8.SS

9954

G659

TSSN
0GSL

8¥%5d

e

TTIGN

LBTN

06%4

8

6.%d

09%1
6574

9G¥L
SSPL
i2iAn
8YvL

SETN
Pevi

0TVl

CO¥H

LBEX

1

CTELL

S¢Ld

€TLL

OTLA

903

Y0LA

1893

e Molecule 1

6.L9S

SL91L

TL90

9994

Capsid protein VP1

12%

84%

Chain N

LBER

68€Y
88€D

S8eb
08€T
TLEW
€5EN
TSed

Then
7Ed

9€eT
Teel
el
€TEA
ceed
Teen

viex

60€X
8624
§62a

(4448

159d
¥59d
8¥%91
S790
190
0T9a
Y09
963N
268l
08SS
8.SS
9954
G553

TSSN
0SSL

8794
TeS
TISN
L6YN
06%)
78vd
6.%d
A7)
S9PY
09%1
iR
i AN
¥SvL

SEVN
TEVN

0T¥L

COPN

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 24

1

CELL

8TLL

ScLd

E€TLL

OTLA

903

Capsid protein VP1

Y0LA

1893

e Molecule 1

6.L9S

SL91

TL90

9994

12%

85%

Chain O

68€Y
88€D

s8ed
08€1
TLEW

€9¢ed
29€e1

€GEN

cven
7ed

SIEE
Teel
veeL
€TEA
ceed
Teed

vied

60€X
8624
S62a

{440

SETN

T.L90
9994
159d
759d
8%91
S%9b
$190
709N
968N
26SL
085S
8.SS
9954
eisieicy

TSSN
0GSL

8%53
TTISN
L6YN
7874
6.%d

09971
6S7Y

9S¥L
SSPL
YSvL
8YvL

SETN
VeV

(0]574%
COVH

LBEX

L

Capsid protein VP1

CELL

S2Ld

€TLL

0TLA

90L3%

Y0LX

7894

e Molecule 1

6.L9S

SL9L

12%

84%

Chain P

68€Y
88€D

s8eb
08€1
TLEW
€SEN

(472}
7ed

9EET
TEEL
veeL
€TEN
ceed
Teen

viex

60€X
8624
s6ca
¥8cd

(4748

SETH

1,59d

¥59d

8%9I

S79b

7190

019d

Y09

968N

C6SL

085S

8.SS

9954

Eisisic)

TGSN
0GSL

8794

2ESA

TSN

LBYN

0674

8

6.%d

09%1
6S%Y

9G¥%L
eisiAN
iAiAn
8Vl

SEVN
PEVN

0T¥L

{4021

LBEX

1

CELL

8CLL

Sc¢Ld

€TLL

OTLA

90.L4

Capsid protein VP1

Y0LA

1894

e Molecule 1

6.L9S

SL91

TL90

9994

11%

85%

Chain Q

LBEX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

{4727\
7ed

9€€T
TE€EL
vcel
€TEN
ceed
TZed

viex

60€X1
8624
620

(4448

SETH

6.L98
SLoL
TL90
9994
159d
759d
891
EiZel]
190
YOO
96SN
26SL
085S
8158
9954
eisieict

TSSN
0SSL

8¥sa
TTISN
L6YN
78vd
6.%d

0991
6574

9S¥L
SSPL
YShL
214748

SEVN
YEVIN

(0]574%

COPH

1

Capsid protein VP1

CELL

§2Ld

€TLL

0TLA

90X

70LX

7894

e Molecule 1

12%

85%

Chain R

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 25

[ ] zL9b
L6EX [ |
[ | 9994
68€4 [ |
88€D 159d

s8ed ¥59d
08€1 8%9I
TLEW S79b
€GEA 190

TheEn HO9H
T5ED [ |
[ | 963N
9g€T [ |
[ | T6SL
TEEL [ |
[ | 085S

ZelL | elan

£2en 8158
zeed [ |
TzeN 9994

viex eisieic)

TGSN
0GSL

6083 G

[ | 875

8624 [ |

[ | zesH

s62a [ |

[ | TISN

THel [ |
169N

0674

SETH [ |
8%
6.pd

09%1
6574

9G¥%L
eisiAN
i
8¥¥l

SEVN
259708

0T%L

CO¥KH

1

Capsid protein VP1

CELL

S¢Ld

€TLL

OTLA

903

¥0LX

7894

e Molecule 1

6.L9S

SL91

12%

85%

Chain S

L6EX

68€d
88€D

s8ed
08€T
TLEW
€GEA

(477
17ed

9€€T
Teel
veel
€TEN
ceed
Teen

viex

604
8624
g62a

[47AN

SETH

TL9b
9994
L59d
¥59d
8%91
S79b
190
Y09
963N
26SL
085S
8188
9954
eiiics

TGSN
0GSL

8%9d
[43:08
TISN
L6YN
0674
it
6.%d

09%1
674

9G¥%L
feisiAN
YSPL
8¥¥L

SEVN
TEVN

0T#L

{4021

1

Capsid protein VP1

CELL

S¢Ld

€TLL

OTLA

903

%0LA

1893

e Molecule 1

6.L9S

SL9L

12%

85%

Chain T

2OPN
L6EX

68€Y
88€D

feelsli]
08€T
TLEW
€GEA

Then
T9ed

9€eT
TEEL
veel
€TEN
eeed
Teen

viex

60€X%
8624
S6cd

(4448

SL91
TL9b
9994
159d
¥59d
8%91
Sv9b
190
Y09
96SN
26SL
08SS
8.SS
9954
feleiicy

TGSN
0SSL

8%gd
TISN
L6YN
78vd
6.vd
€L%0
SOvY

09%1
6574

eiAN
SS7L
PSPl
8¥¥L

SEPN
TEVN

0T¥L

1

Capsid protein VP1

CELL

S¢Ld

€TLL

OTZA

90.L%

¥0LA

1894

e Molecule 1

6.L9S

12%

85%

Chain U

2OV
L6EX

68€Y
88€D

S8ed
08€T
TLEW
€9EA

TYEA
T7ed

9€eT
TE€EL
veel
€TEN
eeed
Teer

viex

60€X%
8624
$62a

(4448

SLOL
2.9
9994
159d
¥59d
8%91
EiZel]
190
Y09
96SN
26SL
08SS
8.SS
9954
isiec

TGSN
0SSL

8y5d

(]

TIGN

L6VN

0673

¥8%Y

[ | zELL
6Lvd [ ]

[ ] gzLd

0971 [ |
637 £TLL

1

Capsid protein VP1

9371 0TZA
SSPL [ |
$SPL 9031

8¥vL Y0LX

SEPN 1898
YEVU
[ | 6198
0T%L [ |

e Molecule 1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 26

12%

85%

Chain V

68€Y
88€D

S8ed
08€T
TLEW
69€EN
€GEA

{472\
7ed

9€€T
TEEL
vcel
€TEN
eeed
TZed

viex

60€X1
8624
62

(4448

SETN

9994
159d
¥59d
8%9I
SH9b
190
Y09
963N
T6SL
08SS
8.SS
9954
s

TSSN
0SSL

8%9d
2ESN
TSN
L6YN
06%)
78vd
6.%d

09%T
65PY

9S¥L
GSPL
i
AN

SEPN
YEVI

(]572%
COPN

L6EX

1

CELL

S¢Ld

E€TLL

OTLA

90.L3%

Y0LA

1894

e Molecule 1

6198

SL9L

TL90

Capsid protein VP1

12%

85%

Chain W

LBEX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

{4727\
7ed

9€€T
TE€EL
vcel
€TEN
ceed
TZeN

7458

60€1
862Y
620

(4448

SETH

9994
159d
759d
8%91
SH90
190
Y09
963N
T6SL
08SS
8.SS
9954
s

TSSN
0SSL

8%9d
Tesn
TISN
L6YN
06%)
787d
6.%d
A7)
S9%Y
09%1
9G¥L
i AN
YSvL

SEVN
TEVIN

(0]572%

COPN

CELL

S2Ld

E€TLL

0TLA

90L3%

Y0LA

1894

e Molecule 1

6198

SLoL

TL90

Capsid protein VP1

12%

85%

Chain X

LBEX

68€Y
88€D

s8ed
08€1
TLEW
€9EA

{4727\
7ed

9€€T
TE€EL
vcel
€TEN
cced
TZeR

7458

60€1
862Y
9620

(4448

SETH

TL90
9994
159d
759d
8%91
SH9b
$190
709N
963N
26SL
08SS
8.SS
9954
eisieic

TSSN
0SSL

8%5d
°esn
TISN
L6YN
067X
it
6.%d

0991
6574

9S¥L
SSPL
YShL
2i44%

SEVN
YEVN

(0)574%

COPH

CELL

S2Ld

E€TLL

OTLA

90L3%

Y0LX

7894

e Molecule 1

6.L9S

SL9L

Capsid protein VP1

12%

85%

Chain Y

LBEX

68€Y
88€D

S8ed
08€1
TLEW
€39EA

{47278
T7ed

9€€T
TE€EL
beel
€TEN
ceed
TZed

vien

60€X1
862y
9620

cvel

SETH

TL90
9994
L59d
¥59d
8¥%9I
S%9b
$190
V09N
968N
26SL
085S
8.SS
9954
eisieicy

TSSN
0GSL

8%5d
°esN
TISN
LBYN
06%X
it
6.%d

09%1
6574

9S¥L
eisiAN
YSvL
2448

SEVN
YEVN

(0)54%

{40208

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 27

1

Capsid protein VP1

CELL

S¢Ld

E€TLL

OTLA

903

Y0LA

1894

e Molecule 1

6.L9S

SL91

11%

85%

Chain Z

L6EX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

TYEA
7ed

9€€T
TEEL
veel
€TEN
eeed
Teen

viex

60€X%
8624
g62a

(4448

SETN

6.L98
SLoL
TL90
9994
159d
¥59d
8%91
EiZel]
190
TN
96SN
T6SL
085S
8198
9954
eisieick

TSSN
08SL

8¥sd
TISN
L6YN
78vd
6.%d

09%1
657d

AN
GSPL
i
8¥vL

SEVN
TEVN

0T¥L

COPN

1

Capsid protein VP1

CELL

S¢Ld

€TLL

0TLA

90.L%

Y0LK

1894

e Molecule 1

_—
LY

12%

85%

Chain a

L6EX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

{4728
7ed

9€€T
TeEL
vcel
€TEN
ceed
TZed

viex

60€1
8624
620

(4448

SETN

TL90
9994
159d
¥59d
8%91
SH90
190
Y09
963N
26SL
08SS
8.SS
9954
s

TSSN
0SSL

8%9d
Tesn
TISN
L6YN
06%)
78vd
6.%d

0991
657Y

9S¥L
isiAN
i
214748

SEPN
TEVI

0T¥L

COPN

1

Capsid protein VP1

CELL

SZLd

E€TLL

0TLA

90L3%

Y0LX

1894

e Molecule 1

6.L9S

SL9L

12%

84%

Chain b

68€Y
88€D

58¢ed
08€T
TLEW
€GEN

{4727\
7ed

9€€T
Teel
vcel
€TeEN
cced
TCeR

7458

60€X
8624
620
¥8cd

(4448

SETH

¥59d
8¥%9I
D]
190
709N
965N
26SL
0838
8.88
9954
eisicic

TSSN
0SSL

8¥sa
TESA
TISN
LBYN
0673
78vY
6.%d
€L70
S9PV

09971
6S7Y

9S¥L
SSPL
YSvL
87l

SEVN
VeV

(0)572%
COPN

LBEX

L

CELL

STLd

€TLL

0TLA

90.LX

Y0LA

18931

6L98
SL9L
TL90
9994

L59d

Capsid protein VP1

e Molecule 1

12%

84%

Chain ¢

LBEX

68€Y
88€D

S8ed
08€1
TLEW

99€d
S9ed

€9EA

{47278
Ted

9€€T
TE€EL
vcel
€CEN
cced
TZeR

7458

60€X
8624
$S62a

(4448

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 28

¥59d

8¥9I

S790

7190

Foon

963N

C6SL

0838

8.SS

9954

Eisicics

TGSN
0GSL

8%sH

2ESH

TISN

LB6TN

0673

asig

6.%d

€L7D

SOPV

09%1
6574

9S7L
SGPL
i2iAn
8¥¥L

SEVN
TEVI

0T#L

{4021

1

CELL

S¢Ld

€TLL

OTLA

90.L4

Capsid protein VP1

Y0LA

1894

e Molecule 1

6,98
SL91
TL9b
9994

L89d

12%

85%

Chain d

L6EX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

{472\
T7ed

9€€T
TeEL
veel
€TEN
eeed
Teen

viex

60€X%
8624
Sg6ca

(4448

SETH

TL9b
9994
L59d
¥59d
8%9I
S79b
190
Y09
963N
C6SL
08SS
8.SS
9954
Eleisic)

TGSN
0SSL

8%sH
(4308
TISN
L6YN
06%X
v8vd
6.vd

09%1
657Y

9S¥L
SGPL
i
8¥¥L

SEVN
TEVN

0T¥L

{4021

1

Capsid protein VP1

CELL

S¢.Ld

E€TLL

OTLA

90.L%

%0LA

1894

e Molecule 1

6.L9S

SL91

12%

84%

Chain e

L6EX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

{4728
7ed

9€€T
TeEL
veel
€TEN
ceeed
Teen

viex

60€X%
8624
62

(4448

SETN

159d

¥59d

8¥%9I

SH9b

190

Y09N

965N

2651

083S

8.SS

9954

G553

TSSN
0SSL

8%3H

2ESN

TISN

LBTN

06%)

78vd

6.%d

€70

S9PV

09%1
657d

9S¥L
iR
i
8¥vL

SEVN
TEVN

0TvL

COPN

1

CELL

ScLd

€TLL

OTLA

90.L%

Capsid protein VP1

Y0LA

1893

e Molecule 1

6198

SL91

T.L90

9994

12%

85%

Chain f

L6EX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

{472\
T9ed

9€€T
TEEL
vcel
€TEN
ceed
TZed

viex

60€X1
8624
620

(4448

SETN

2190
9994
159d
¥59d
8%91
SH9b
190
Y09
963N
26SL
08SS
8.SS
9954
s

TSSN
0SSL

8%9d
Tesn
TISN
L6YN
06%)
78vd
6.%d

0991
657Y

9S¥L
isiAN
i
214748

SEVN
TEVI

0T¥L

COPN

1

Capsid protein VP1

CELL

S2Ld

E€TLL

0TLA

90LY%

Y0LX

1894

e Molecule 1

6.L9S

SL9L

12%

85%

Chain g

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 29

CO¥KH
LBEX

68€Y
88€D

s8ed
08€T
TLEW
€GEA

{4727
17eb

9€ET
TEEL
veel
€TEN
ceed
TeeN

viexn

60€3
8624
S62a

[44AN

SL91
TL9b
9994
L59d
¥59d
8%9I
Sy9b
190
Y09
965N
2651
085S
8.SS
9954
eisieic)

TGSN
0GSL

89
TISN
LBYN
8y
6.%d
€L%0
SOvY

0971
63574

9S7L
SS7L
PSvL
8Y¥l

SEVN
259718

0T#L

1

Capsid protein VP1

CELL

S¢Ld

E€TLL

OTZA

903

¥0LX

1894

e Molecule 1

6.L9S

12%

85%

Chain h

{4021
L6EX

68€d
88€D

s8ed
08€T
TLEW
€GEA

[477 8
T7Ed

9€€T
TeEL
veel
€TEN
ceed
TeeN

viex

604
862
§62a

[47AN

TL9b
9994
L59d
¥59d
8%91
S79b
190
0190
Y09
965N
2651
085S
8188
9954
feieiics

TGSN
0GSL

8¥%gd
cESH
TISN
LBYN
0674
8y
6.%d

0971
63574

9S7L
SS7L
PSvL
8¥¥L

SEPN
YEVI

0T#L

1

Capsid protein VP1

CELL

8CLL

S¢Ld

€TLL

OTLA

903

%0LA

1894

e Molecule 1

6.L9S

SL9L

12%

85%

1 1

Cha

{4008
LBEX

68¢Y
88€D

58¢ed
08€T
TLEW
€GEN

Tven
T7Ed

9eeT
Teel
el
€TEA
ceed
TZeN

viexd

60€X
8624
$62a

{4448

SL9L
TL90
9994
L59d
759d
8791
EiZel]
190
709N
96SN
26SL
085S
8.SS
9954
eisieict

TSN
0§51

8%9d
TESN
TISN
L6YN
067X
it
6.%d

09%1
6574

9S¥L
SSPL
YSvL
21448

SEPN
TEVI

0T¥L

1

Capsid protein VP1

CELL

S2Ld

€TLL

0TLA

90X

Y0LX

7894

e Molecule 1

6.L98

12%

85%

n j

Cha

LBER

68€Y
88€D

s8ed
08€T
TLEW
€5EN

cven
7ed

9€ET
Teer
el
€CEA
ceed
Teen

viex

60€X
8624
$62a

el

GETW

SLOL
2.9
9994
159d
¥59d
8%91
Eizel]
190
019d
TN
96SN
¢6SL
08SS
8198
9954
icieick

TSSN
08SL

8¥sd
TISN
L6YN
78vd
6.%d

09%T
657d

9S¥L
GSPL
i
8¥vL

SEVN
TEVN

0T¥L

COVN

CELL

8CTLL

S¢.Ld

€TLL

OTLA

90L%

Y0LA

1894

6198

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 30

Capsid protein VP1

e Molecule 1

12%

85%

Chain k

{4070t
L6EL

68¢Y
88€D

s8eb
08€1
TLEW
€GEA

CYEN
T7ed

9eeT
TeeL
el
€TEA
ceed
Tzed

viex

60€%

862H

s6ca

9994
L59d
¥59d
8%9I
S79b
7190
Y09
965N
C6SL
085S
8.SS
9954
§G6S9

TSSN
0GSL

88
2EeSA
TISN
LBYN
06¥%4
8y
6.%d
€L%0
S9vY

0971
63574

9S7L
SSYL
YSvL
8¥¥l

SEVN
4597418

0T#L

1

CELL

Sc¢Ld

€TLL

OTLA

903

%0LA

1894

e Molecule 1

6.L9S

SL91

TL90

Capsid protein VP1

12%

85%

Chain 1

L6EX

68€Y
88€D

s8ed
08€T
TLEW
€GEA

(477
17eb

9€€T
TeEL
veel
€TEN
ceed
Teen

viex

60€31
8624
g62a

[44AN

SETH

TL9b
9994
L59d
¥59d
8%9I
S79b
190
Y09
968N
26SL
085S
8.SS
9954
eiiic)

TGSN
0GSL

8794
(4308
TTISN
LBYN
0674
it
6.%d

09%1
6574

9G¥%L
el AN
iaian
8¥¥L

SEVN
TEVI

0T#L

{4021

1

Capsid protein VP1

CELL

S¢Ld

€TLL

OTLA

903

%0LA

1894

e Molecule 1

6.L9S

SL91

12%

84%

Chain m

L6EX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

(472N
T9ed

9€€T
TeEL
eel
€TEN
oced
Teen

viex

60€%
8624
g62a

(4448

SETH

9994
159d
¥59d
8¥9I
S79b
190
0t19a
Y09
963N
C6SL
08SS
8.SS
9954
ieiics

TGSN
0SSL

8%9H
(4308
TISN
L6YN
06%)
it
6.%d

09%1
6574

9G¥l
SSGPL
i
8¥¥L

SEPN
TEVN

0T¥L

{4021

1

CELL

8CTLL

S¢Ld

E€TLL

OTLA

903

Y0LA

1894

e Molecule 1

6.L9S

SL91

TL90

Capsid protein VP1

13%

84%

Chain n

68€Y
88€D

s8ed
08€eT
TLEW

99¢ed
§9ed

€GEA

{4728
7ed

9€€T
TeEL
veel
€TEN
ceeed
Teen

viex

60€X%
8624
S62a

(4448

SETN

8¥%9I
5790
7190
T09N
965N
2691
085S
8.3s
9954
Elisict

TSSN
0SSL

8¥sa
TESA
TISN
L67N
0673
iz
6.%d
€L7D
SOvV

09%1
6S7Y

9S¥L
GSPL
i
AN

SGETN
TEVIN

0T¥L
COPN

L6EX

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 31

1

CELL

ScLd

€TLL

OTLA

90.L%

Y0LA

18931

6,98
SL9L
TL9b
9994
L59d

¥59d

Capsid protein VP1

e Molecule 1

_——
LY

12%

85%

Chain o

L6EX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

TYEA
7ed

9€€T
TEEL
veel
€TEN
eeed
Teen

viex

60€X%
8624
g62a

(4448

SETN

2.9
9994
159d
¥59d
8%9I
SH9b
190
Y09
963N
T6SL
08SS
8.SS
9954
s

TSSN
0SSL

8%9H
Tes
TISN
L6YN
06%)
78vd
6.%d

09%1
657d

AN
GSPL
i
8¥vL

SEVN
TEVN

0T¥L

COPN

1

Capsid protein VP1

CELL

S¢Ld

E€TLL

OTLA

90L%

Y0LA

1894

e Molecule 1

6.L9S

SL91

11%

85%

Chain p

COVH
LBEX

68€Y
88€D

s8ed
08€T1
TLER
€9EA

{4727\
THed

9€€T
TE€EL
veel
€CEN
ceed
TZen

viexn

60€X
8624
S62a

[44AN

6.L9S
SL9L
TL90
9994
159d
¥59d
8Y9I
EiZel]
7190
Y09
96SN
¢6SL
085S
8.SS
9954
feisieicy

TSSN
0SSL

8¥53
TTISN
L6YN
w8y
6.%d
€170
S9%Y
09%1
9G¥L
SSPL
sian

SEVN
YEVH

0T¥L

L

Capsid protein VP1

CTeLL

S2Ld

€TLL

OTLA

90X

Y0LK

1894

e Molecule 1

12%

85%

Chain q

OV
L6EX

68€Y
88€D

S8ed
08€T
TLEW
€9EA

(4778
T7ed

9€eT
TEEL
veel
€TEN
ceed
Teen

viex

60€%
862
§62a

[47AN

SL91
TL9b
9994
L59d
¥59d
8%91
Sv9b
190
Y09
965N
2651
08SS
8188
9954
feleiicy

TGSN
0SSL

8%9d
(45}
TISN
L6YN
06%X
it
6.%d

09%1
63574

9SVL
SSvL
¥SvL
8¥¥L

SEVN
TEVN

0T¥L

1

Capsid protein VP1

CELL

S¢Ld

€TLL

OTZA

903

¥0LA

1894

e Molecule 1

6.L9S

11%

85%

Chain r

LBEX

68¢Y
88€D

S8ed
08€71
TLEW
€GEN

cven
7ed

9€eT
Teel
el
€TEA
ceed
Teed

viexd

60€X
8624
S62a

[4/AN

SETN

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 32

6.L9S
SL91
TL90
9994
L,59d
¥59d
8¥9I
Sy9b
190
FOoon
965N
2651
085S
8188
9954
feleiics

TGSN
0SSL

8¥sd
TISN
LBYN
it
6.%d

09%1
6S7H

9G¥L
feisiAN
i
8¥¥L

SEVN
TEVI

0T#L

{4021

1

Capsid protein VP1

CELL

SgLd

E€TLL

OTLA

90.L%

Y0LA

1894

e Molecule 1

12%

85%

Chain s

2O0¥H
LBEX

68¢Y
88€D

S8¢ed
08€T
TLEW
€GEN

cven
T7Ed

9eeT
Teel
el
€TEA
ceed
TZed

viex

60€X
8624
$62a

(4448

TL90
9994
159d
¥59d
8791
S%90
$190
709N
963N
26SL
085S
8.SS
9954
eisieic

TSSN
0§51

8794
Tesn
TISN
L6YN
067X
it
6.%d
€170
S9%Y
09%1
9S¥L
SSPL
sian

SEPN
TEVN

(548

CELL

S2Ld

€TLL

0TLA

90434

Y0LX

7894

e Molecule 1

6.L98

SLoL

Capsid protein VP1

12%

85%

Chain t

[ 4070t
L6EX

68¢Y
88€D

s8eb
08€1
TLEW
€SEN

(47298
T7ed

9eeT
TeeL
el
€TEN
ceed
TTed

viex

60€X
862H
s6ca

cvel

SL91
TL9b
9994
L59d
¥59d
8%91
Sy9b
190
709K
965N
26SL
085S
8.SS
9954
feiieic)

TSSN
0GSL

85
2ESA
TTISN
LBYN
0674
8y
6.%d

09%1
63574

9S¥L
SSYL
YSvL
8Y¥l

SEVN
4597418

0T#L

1

Capsid protein VP1

CELL

S¢Ld

E€TLL

OTLA

90.L4

¥0Lx

1894

e Molecule 1

6.L9S

12%

84%

Chain u

(4021
L6EX

68€Y
88€D

s8ed
08€T
TLEW
€GEA

[477 8
T7ed

9€eT
TEEL
veel
€TEN
Zeed
Teen

viex

60€3
862
§62a

[44AN

9994
L59d
¥59d
8¥9I
S79b
7190
0190
Y09
963N
2651
085S
8188
9954
eisisic)

TGSN
0GSL

8%9d
[43:D8
TISN
LBYN
0674
it
6.%d

09%1
6S%H

9G¥%L
SGPL
i
8¥¥L

SEVN
TEVI

8THh

0T#L

CELL

8CLL

S¢Ld

€TLL

OTLA

903

Y0LA

1893

e Molecule 1

6.L9S

SL91

TL90

Capsid protein VP1

12%

85%

Chain v

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 33

L6EA

68€Y
88€D

s8ed
08€1
TLEW
€GEA

(47
17ed

9€€T
T€EL
el
€TEN
ceed
Teen

viex

60€31
8624
g62a

[44AN

SETH

TL9b
9994
L59d
¥59d
8%9I
S79b
190
Y09
968N
2651
085S
8.SS
9954
eisieic)

TGSN
0GSL

8¥%9d
e
TISN
LBYN
0674
8y
6.%d

09%1
6574

9G¥%L
eisiAN
i
8¥¥l

SEVN
259708

0T%L

CO¥KH

1

Capsid protein VP1

CELL

S¢Ld

€TLL

OTLA

903

¥0LX

7894

e Molecule 1

6.L9S

SL91

12%

85%

Chain w

{4021
L6EX

68€d
88€D

s8ed
08€T
TLEW
€GEA

[477 8
T7Ed

9€€T
TeEL
veel
€TEN
ceed
TeeN

viex

604
862
§62a

[47AN

9994
L59d
¥59d
8%9I
S79b
7190
Y09
963N
C6SL
085S
8.SS
9954
Eisisic)

TGSN
0GSL

8%3H
2ESA
TSN
L6YN
0674
asigt
6.%d
€7D
SOvY

0971
63574

9S7L
SS7L
PSvL
8¥¥L

SEPN
YEVI

0T#L

1

CELL

S¢Ld

€TLL

OTLA

903

Y0LA

1893

e Molecule 1

6.L9S

SL91

TL90

Capsid protein VP1

12%

84%

Chain x

68€Y
88€D

58ed
08T
TLEW

99¢ed
§9e4

€GEA

{472\
T9ed

9€€T
TEEL
veel
€TEN
oeed
Teen

viex

60€X%
8624
S62d

(4448

GETN

159d

¥59d

8¥%9I

S79b

7190

F09N

963N

2651

083S

8.SS

9954

Elisics

TGSN
0SSL

8%3H

e

TISN

L67N

06%%

78ty

6.%d

09¥1
6S7d

9S¥L
SGPL
2SI
8¥¥L

SEVN
TEVI

0T¥L

{4021

L6EX

1

CELL

S¢Ld

E€TLL

OTLA

903

Y0LA

1893

e Molecule 1

6.L9S

SL91

TL90

9994

Capsid protein VP1

11%

85%

Chain y

LBEX

68€Y
88€D

S8ed
08€1
TLEW
€9EA

{4727\
ed

9€€T
TE€EL
vcel
€TEN
cced
TZeR

viex

60€X1
862Y
9620

(4448

SETH

6.L9S
SL9L
TL90
9994
159d
759d
891
EjiZel]
7190
V09N
96SN
26SL
085S
8.SS
9954
eisieicy

TSSN
0SSL

8¥s3
TISN
L6YN
it
6.%d

09%T1
6574

9G¥L
SSPL
YShL
2448

SEVN
YEVN

(0]54%

{40208

L

Capsid protein VP1

CELL

ScLd

€TLL

0TLA

90X

Y0LX

7894

e Molecule 1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 34

12%

85%

Chain z

L6EX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

{472\
7ed

9€€T
TEEL
vcel
€TEN
eeed
TZed

viex

60€X1
8624
62

(4448

SETN

TL90
9994
159d
¥59d
8%91
SH9b
190
Y09
963N
26SL
08SS
8.SS
9954
s

TSSN
0§51

8%9H
Tes
TISN
L6YN
06%)
v8vY
6.%d

0991
6S7Y

iR
isiAR
i
8¥vL

SEVN
TEVN

0T¥L

COPN

1

Capsid protein VP1

CELL

S¢.Ld

E€TLL

0TLA

90L3%

¥0LX

1894

e Molecule 1

6.L9S

SL9L

12%

84%

Chain 0

68€Y
88€D

58ed
08€T
TLEW
69€EN
€GEA

{4727\
7ed

9€€T
TE€EL
vcel
€TEN
ceed
TZeN

7458

60€1
862Y
620

(4448

SETH

159d

¥59d

8¥%9I

SH90

190

0T19a

Y09

963N

T6SL

08SS

8.SS

9954

s

TSSN
0§51

8%9d

TESN

TISN

L6YN

06%)

787Y

6.%d

0991
6574

9S¥L
isi AN
YSvL
8vhL

SEVN
YEVI

(0]572%

COPH

LBEX

TELL

8TLL

S2Ld

€TLL

OTLA

90X

Capsid protein VP1

Y0LA

1893

e Molecule 1

6.L98

SLoL

TL90

9994

12%

84%

Chain 1

LBEX

68€Y
88€D

S8ed
08€T1
TLEW

99€d
g9ed

€9EA

{47278
T9ed

9€€T
TE€EL
vcel
€CEN
cced
TZed

7458

60€X
8624
$S62a

(4448

¥59d

8¥%9I

S%90

190

709N

965N

T6SL

0838

8188

9954

eisicic

TSSN
0SSL

8¥5a

TESH

TISN

LBYN

06731

78vd

6.%d

€L70

S9PV

09%T
6574

9S¥L
SSPL
YShL
8YvL

SEVN
VEVH

(0]54%

{40208

CTELL

S2Ld

€TLL

0TLA

90.L)

Capsid protein VP1

Y0LA

18931

e Molecule 1

6L98
SL9L
TL90
9994

159d

12%

85%

Chain 2

LBEX

68€Y
88€D

S8ed
08€1
TLEW
€39EA

{47278
T7ed

9€€T
TE€EL
beel
€TEN
ceed
TZed

vien

60€X1
862y
9620

cvel

SETH

TL90
9994
L59d
¥59d
8¥%9I
S%9b
$190
V09N
968N
26SL
085S
8.SS
9954
eisieicy

TSSN
0GSL

8%5d
°esN
TISN
LBYN
06%X
it
6.%d

09%1
6574

9S¥L
eisiAN
YSvL
2448

SEVN
YEVN

(0)54%

{40208

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 35

1

Capsid protein VP1

CELL

S¢Ld

E€TLL

OTLA

903

Y0LA

1894

e Molecule 1

6.L9S

SL91

_——
LY

12%

85%

Chain 3

L6EX

68€Y
88€D

S8ed
08€T
TLEW

99¢ed
99e4d

€GN

TYEA
T9ed

9€eT
TEEL
veel
€TEN
eeed
TZen

viexd

60€X%
8624
S62d

(4448

9994
159d
¥59d
8%9I
SH9b
190
Y09
963N
T6SL
08SS
8.SS
9954
s

TSSN
0SSL

8%9H
TeSN
TISN
L6YN
06%X
78vd
6.%d

09%T
6S7d

e iAN
GSPL
i
AN

SEVN
TEVN

0TvL

COPN

1

Capsid protein VP1

CELL

S¢Ld

E€TLL

OTLA

90.L3%

Y0LA

1894

e Molecule 1

6.L9S

SL91

TL90

_—
LY

12%

85%

Chain 4

68€Y
88€D

S8ed
08€T
TLEW
69€EN
€GEA

{4728
7ed

9€€T
TeEL
vcel
€TEN
ceed
TZed

viex

60€1
8624
620

(4448

SETN

9994
159d
759d
8%91
SH90
190
Y09
963N
T6SL
08SS
8.SS
9954
s

TSSN
0§51

8%3d
TESN
TISN
L6YN
06%)
78vd
6.%d

0991
6S7Y

9S¥L
isiAN
i2iAN
4N

SEPN
TEVIN

0T¥L
COPN

L6EX

1

CELL

§2Ld

E€TLL

OTLA

90L3%

Y0LA

1894

e Molecule 1

6.L9S

SLOL

TL90

Capsid protein VP1

12%

84%

Chain 5

LBEX

68€Y
88€D

S8ed
08€T
TLEW
€GEA

{4727\
7ed

9€€T
TEEL
vcel
€TEN
ceed
TZeER

viex

60€X1
8624
620

(4448

SETH

159d

¥59d

8¥%9I

SH90

190

Y09

965N

2BSL

0838

8.SS

9954

isicc

TSSN
0SSL

8%sd

TESA

TISN

LBTN

06%)

78vd

6.%d

€70

S9PV

0991
6574

9S¥L
SSPL
YShL
214748

SEVN
YEVIN

0T¥L

COPN

L

CELL

S¢Ld

€TLL

0TLA

90X

Capsid protein VP1

Y0LA

7893

e Molecule 1

6.L98

SLoL

TL90

9994

12%

84%

Chain 6

LBEX

68€Y
88€D

s8ed
08€1
TLEW
€9EA

{4727\
ed

9€€T
TE€EL
vcel
€CEN
cced
TZeR

vien

60€X1
862y
9620

(4448

SETH

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 36

9994
L59d
¥59d
8¥9I
S79b
190
019a
Y09
963N
26SL
085S
8188
9954
eiiic)

TGSN
0GSL

8%9d
e
TISN
L6YN
0674
it
6.%d

09%1
6S7H

9S7L
feisiAN
i
8¥¥L

SEVN
TEVI

0T#L

{4021

1

CELL

8CLL

S¢Ld

€TLL

OTLA

903

Y0LA

1894

e Molecule 1

6.L9S

SL91

TL90

Capsid protein VP1

_—_—
LY

12%

85%

Chain 7

L6EX

68€Y
88€D

S8€b
08€T
TLEW
€GEA

{472\
T7ed

9€€T
TeEL
veel
€TEN
eeed
Teen

viex

60€X%
8624
Sg6ca

(4448

SETN

TL9b
9994
L59d
¥59d
8%9I
S79b
190
Y09
963N
C6SL
08SS
8.SS
9954
Eleisic)

TGSN
0SSL

8%9d
(4308
TISN
L6YN
06%X
v8vd
6.vd

09%1
657Y

98¥%L
SGPL
i
8¥¥L

SEVN
TEVN

0T¥L

{4021

CELL

S¢.Ld

€TLL

OTLA

90.L%

%0LA

1894

e Molecule 2

6.L9S

SL91

11

IgA-Fab3-2 Heavy chai

14%

5%

22%

59%

Chain Ah

SSM
7SA
€GA

9%d

9EL

62D

121

oo

TSTA
0STL
67TA

i44%]
EVIM

LETA
OETL

0ZTA
6TTH

911D
TTTL

0T1a
60TV

LOTL
90TA

%018
€0TT

e Molecule 2

T0T1

11

IgA-Fab3-2 Heavy chai

14%

5%

24%

58%

5%
L

Chain Bh

i

L 4

<&

194

228

T9d

8SI
LSM

SGSM
7SA
€94

9%d

9EL

veS

62D

121

TSTA
0STL
67T

i44%)
EVIM

LETA

0ETL

0TTA
6TTH

9110
TT1L

0TTa
60TY

LOTL
90TA

0 $01S

€011

IgA-Fab3-2 Heavy cha

e Molecule 2

1071

£6d

88A
.84

781

11

14%

5% -

24%

]
H

—
57%

5%
L

Chain Ch

4

>

€LK

LSM

SSM
47

9€L

O

R LDWIDE
PROTEIN DATA BANK

veS

62D

121

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 37

o

TSTA
0STL
6%TA

445
E7TM

wia
LETA
0ETL
0zTA

6TTH
8114

9110

3

e Molecule 2: IgA-Fab3-2 Heavy chain

TTTL
011a
60TV

L0TL
90TA

v018
€071

T0T1

£€60a

88A

781

14%

5%

22%

59%

5%

Chain Dh: T

< <&

A 4

9EL

62D

121

¢

TSTA
0STL
6%TA

1445
EVIM

LETA
0€TL

0TTA
6TTH

9110

3

e Molecule 2: IgA-Fab3-2 Heavy chain

TITL

0 o11a
0 60TY

LOTL
90TA

018
€011

T0T1

€6a

88A

781

14%

0 < o~ oo Il s I
BIBEERTSTITS
HHEREH oA M M

5% o

22%

59%

7%

Chain Eh: r—

<>

< <&

A 4

™
~
>~

©
<
(&

©
o
=

)
N
(&

-
I
=)

TSTA
0STL
67TA

445}
LETA
0ETL

0ZTA
6TTH

911D

TT1L

0 orta

60TV

II<‘>

L0TL
90TA

0 $0TS

€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

TOTT

£6a

88A

781

14%

5%

22%

59%

70/0

Chain Fh: —

<>

& <&

4

9%d

©
[l
=

)
N
(&}

—
N
=)

TGTA
0STL
67TA

i445]
EVIM

LETA

O0ETL

0ZTA
6TTH

911D

TT1L
orTa

60TV

IOO

LOTL
90TA

0 $0TS

€071

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6a

88A

781

14%

5% -

24%

—
57%

7°/ o

Chain Gh: —

LETA

0ETL

0ZTA
6TTH
8TTH

911D

TTTL
0 otTa
0 60TY

LOTL
90TA

0 $01S

€071

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6d

88A

781

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 38

14%

5%

23%

58%

5%

Chain Hh: -

<>

4

€LA

9%d

9€L

veS

62D

121

TGTA
0STL
67TA

445
EVIM

LETA

0ETL

0CTA
6TTH

911D
TITL

0TTd
60TY

LOTL
90TA

0 $01S

€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

1071

£6d

88A

781

14%

.
2
5

28%

58%

5%

Chain Ih: -

€LA

OSTL
67TA

i44%)
EVIM

LETA

0ETL

0ZTA
6TTH

9110
TTIL

oT1a
60TY

LOTL
90TA

0 $01S

€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

1071

£6d

88A

781

5%

Chain Jh: -

14%

5% o

o < W0 N~
0 W0 0 0
l>->-BI3

22%

59%

<>

<&

4

4

3
<
(&

©
™
=

2}
N
o

121

i

TSTA
0STL
67TA
vvid
LETA
0ETL

0zTA
6TTH

9110
TTIL

oT1a
60TY

LOTL
90TA

0 %01S

€011

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6d

88A

781

14%

5% o

~
w
I3

22%

59%

5%

Chain Kh: T

L 4

s =z 3
g S

< <&

>

SSM

©
™
=

62D

121

¢

TSTA
0STL
67TA

445
EVIN

LETA

0ETL

0zTA
6TTH

9110

F

TT1L
0T1a
60TV

LOTL
90TA

018
€011

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6d

88A

781

5%

Chain Lh: T

14%

5% -«

[ S To) ~
0 W0 0 0
= =

24%

58%

<>

R LDWIDE

< <&

A 4

©
<
(&

©
™
|2

[}
N
o

—
)
k)

O

PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 39

o

TSTA
0STL
6%TA

{445}
EVIM

v1a
LETA
0ETL
0TTA

6TTH
8TTY

9110

3

e Molecule 2: IgA-Fab3-2 Heavy chain

TTTL
0 o11a
0 60TY

LOTL
90TA

v018
€071

T0T1

£€60a

88A

781

14%

5%

22%

59%

5%

Chain Mh: T

L 3

781

e Molecule 2: IgA-Fab3-2 Heavy chain

14%

0 < o~ oo Il s I
BIBEERTSTITS
HHEREH oA M M

5%

23%

58%

7%

Chain Nh: —

<>

< <&

A 4

™
~
>~

©
<
(&

©
o
=

)
N
(&

-
I
=)

TSTA
0STL
67TA

i44%5]
EVIM

LETA
0ETL

0ZTA
6TTH

911D

TT1L

0 orTa

60TV

II<‘>

L0TL
90TA

0 $0TS

€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

TOTT
£6a

88A

0 L8¥

781

14%

5% o

24%

—
57%

70/ o

Chain Oh: —

121

o @ o -
s < 0 w0
Y Sd
alli=o > B>

LETA
0ETL
0ZTA

6TTH
8TTYH

911D

TTTL

0 otta
0 60TY

LOTL
90TA

0 $0TS

€071

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6d

88A

781

14%

0 0 v 0 © © ©
o= = a B 5

5% -

22%

59%

7°/ o

Chain Ph: r—

L 4

& &

L 4

I
~
>

©
<
S

©
[l
=

2}
N
(&

121

TSTA
0STL
67TA

i44%]

LETA

0ETL

0ZTA
6TTH

911D

TTIL
oT1a

60TV

IOO

LOTL
90TA

0 %0TS

€071

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6a

88A

781

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 40

14%

5% o

22%

59%

5%

Chain Qh: -

A 4

62D

121

81

e Molecule 2: IgA-Fab3-2 Heavy chain

14%

5% o

M ¢ w0 ~
[To T e} 0
= =

22%

59%

5%

Chain Rh: T

L 4

< <&

A 4

©
s
(&

©
[l
=

[}
N
(&

121

¢

0STL
67TA

445
EvTM

LETA

0ETL

0ZTA
6TTH

911D

F

TT1L
0T11a
60TV

L0TL
90TA

018
€0T1

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6d

88A

781

14%

5% o

24%

58%

5%

Chain Sh: -

e Molecule 2: IgA-Fab3-2 Heavy chain

14%

5% -

22%

59%

5%

Chain Th: -

<& &

L 4

9€L

62D

121

¢

T9TA
0STL
6VTA
i44%]
LETA
0ETL

0ZTA
6TTH

9110

F

TTTL
0T1a
60TV

LOTL
90TA

018
€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

1011

€6d

88A

781

14%

5%

23%

R LDWIDE

erbDeBe

58%

5%

Chain Uh: -

<>

<&

9€L

veS

62D

121

O
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 41

¢

¢
¢

TSTA
0STL
6%TA

i44%]
EVIM

LETA

0ETL

0TTA
6TTH

9110

F

TTTL
0TTa

60TV

L0TL
90TA

v018
€011

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£60a

88A

781

14%

5%

23%

58%

5%

Chain Vh: T

L 3

A 4

62D

121

781

e Molecule 2: IgA-Fab3-2 Heavy chain

14%

5% o

23%

58%

5%

Chain Wh: -

<>

A 4

€LA

9€L

eS

62D

121

TGTA
0STL
67TA

445
EFTM

LETA

0ETL

0ZTA
6TTH

911D
TITL

oTTa
60TY

L0TL
90TA

0 $0TS

€011

e Molecule 2: IgA-Fab3-2 Heavy chain

T0TT

£6d

88A

781

14%

5%

22%

59%

5%

Chain Xh: -

L 2

4

E€LA

9€L

veS

62D

121

TSTA
OSTL
67TA
i44%]
LETA
0ETL

0ZTA
6TTH

911D
TITL

0TTa
60TY

LOTL
90TA

0 $01S

€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

1071

£6d

88A

781

14%

.
2
5

28%

58%

5%

Chain Yh: -

€LA

OSTL
67TA

445
EVIM

LETA

0ETL

0CTA
6TTH

9110
TTIL

oT1a
60TY

LOTL
90TA

0 $01S

€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

1071

£6d

88A

781

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 42

5%

Chain Zh: -

14%

0w v wn wn © © ©
- = =H A~ B3 2]

5%

22%

59%

<>

i

& &

4

™
~
=

9%d

9€L

)
N
(&

-
N
=)

¢
¢

TGTA
0STL
67TA
445
LETA
OETL

0ZTA
6TTH

9110

F

TITL
oTTa

60TV

LOTL
90TA

7018
€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6d

88A

781

14%

.
2
0

SGSM

24%

58%

5%

Chain ah: -

™
~
l>-

@ o
o -
-
< QA

LOTL
90TA

0 $01S

€011

e Molecule 2: IgA-Fab3-2 Heavy chain

1071

£6d

88A
184

781

5%

Chain bh: T

14%

5% o

o < W0 N~
0 W0 0 0
l>->-BI3

22%

59%

<>

<&

4

4

3
<
(&

©
™
=

2}
N
o

121

o

TSTA
0STL
67TA

445
EVIN

LETA
0ETL

0TTA
6TTH

9110

3

e Molecule 2: IgA-Fab3-2 Heavy chain

TT1L
0T1a
60TV

LOTL
90TA

018
€011

T0T1

€6d

88A

781

5%

Chain ch: -

14%

5%

23%

58%

>

62D

121

¢
¢

TSTA
0STL
6%TA

445
EVIM

LETA

0ETL

0ZTA
6TTH

9110

F

TT1L
oT1a

60TV

L0TL
90TA

018
€011

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6a

88A
184

781

5%

Chain dh: T

14%

5% o

M <
0 W0 0
=

24%

58%

<>

R LDWIDE

® <

A 4

~
©
m

S
©
3

—
© ©
A

N~
el
=H

©
S
(&

©
®
|2

s

)

v
O

[}
N
o

—
)
k)

PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 43

TSTA
0STL
67T

445
EVIM

LETA
0ETL

0zTA
6TTH

9110

TTTL
0TTa

0 60TV

L0TL
90TA

0 $0TS

€011

e Molecule 2: IgA-Fab3-2 Heavy chain

TO0TT

£60a

88A

781

€LK

14%

5%

24%

57%

5%

Chain eh: -

9L 449)
¢ s |
vES 191Q
|
0 LETA
|
0ETL
629 |

e Molecule 2: IgA-Fab3-2 Heavy chain

14%

5% o

23%

58%

5%

Chain fth: -

L 3

A 4

62D

121

781

e Molecule 2: IgA-Fab3-2 Heavy chain

14%
|

5% -«
I
=

22%

97D

“

9EL

< <&

[}
N
(&

59%
-

=
)
)

5%

Chain gh: -

¢

TSTA
0STL
67TA

445
EVIM

LETA

0ETL

0zZTA
6TTH

911D

F

TT1L
0T11a
60TV

LOTL
90TA

018
€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

€6a

88A

81

14%

< 0 @ N~ oo M s I
D BRE RIS TITS
SEEH A X |

5% o

22%

59%

5%

Chain hh: T

< <&

A 4

™
~
>

€GA

9%D

9€L

D
N
(&

i
N
-

¢

TSTA
0STL
67TA

445
EVTIM

LETA
0€TL

0TTA
6TTH

9110

3

e Molecule 2: IgA-Fab3-2 Heavy chain

TITL

0 o11a
0 60TY

L0TL
90TA

7018
€0T1

T0T1

£6d

88A

781

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 44

7%

Chain ih: —

14%

0w v wn wn © © ©
- = =H a 53 =}

5% -

22%

59%

<>

& &

4

™
~
=

9%d

9€L

)
N
(&

-
N
=)

TGTA
0STL
67TA

i445]
evTIM

LETA

O0ETL

0ZTA
61TH

911D

TT1L
orTa

60TV

IOO

LOTL
90TA

0 %018

€071

e Molecule 2: IgA-Fab3-2 Heavy chain

TOTT

£6a

88A

781

14%

0 < w0 [0 N oo W s
BIBEERTSTITS
HEEOEA oA X Mm

5%

24%

58%

70/0

Chain jh: —

<>

< <

€LA

©
s
o

e Molecule 2: IgA-Fab3-2 Heavy chain

14%

5%

m < W0 N~
0w Ww wn
l>‘>.3l3

23%

58%

7%

Chain kh: —

©
<
S

<>

©
[l
£

< <&

)
N
(&

4

-
N
=

0STL
67TA

i445]
EVIM

LETA

0ETL

0ZTA
61TH

911D

TT1L
orTa

60TV

IOO

LOTL
90TA

0 $0TS

€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

T0TT
£6a

88A

0 L8Y

781

5%

Chain lh: -

14%

5%

22%

59%

<>

i

<& &

L 4

o <
0 0
l”

©
<
S

©
[l
=

2}
N
(&}

-
o
=)

T9TA
0STL
6VTA

i44%5]
evIN

LETA

0ETL

0ZTA
6TTH

911D
TTIL

oTTa
60TY

LOTL
90TA

0 $01S

€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

1011

€6d

88A

781

5%

Chain mh: -

14%

5%

o < W0 N~
0 W0 W0 0
l>->-:3|3

22%

59%

<

R LDWIDE

<> &

<&

©
<
S

©
"
=

2}
N
(&}

—
o
=

O

PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 45

o

TSTA
0STL
67TA

445
EVIM

LETA
0ETL

0zTA
6TTH

911D
TTTL

or1a
60TV

L0TL
90TA

0 $0TS

€071

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£€60a

88A

781

14%
-

5% -
I“-
=H

22%

9L 1STA
0STL
67TA

445
EVIM

62D -
LETA

< <&
-

0ETL

59%
-
- .

0ZTA
6TTH
121 -

911D
TITL

orta
60TV

L0TL
90TA

0 $0TS

€011

5%

Chain nh: -

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

€6a

88A

781

14%
|

5%

22%
o
zzol:z™
= O = H

©
<
(&

“

TGTA
0STL
67TA

©
o
=

445
EFTM

< <&
Y S

LETA

)
N
(&

0ETL

0ZTA
6TTH

59%
-
| L)

-
I
=)

911D

3

e Molecule 2: IgA-Fab3-2 Heavy chain

TT1L
011a
60TV

L0TL
90TA

7018
€011

5%

Chain oh: -

T0T1

£6d

88A

781

€LA

1,94

7o

14%
|

19d

89T
LSM

5% o

SSM
1428
€GA

23%
“

9%D

¢

TSTA

9elL 0STL

omsE o
€S -

i44%]
EVIM

LETA

IIIIiiII
ey

[}
N
(&

0€TL

0TTA
6TTH

58%
-
| |

9110

=
)
)

—

—

—

=

I > o
e Molecule 2: IgA-Fab3-2 Heavy chain

0 60TY

LOTL
90TA

018
€011

5%

Chain ph: -

TO0TT

€6a

88A

781

5%

14%

5%

22%

59%

< <&

4

9EL

62D

121

781

e Molecule 2: IgA-Fab3-2 Heavy chain

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 46

7°/ o

Chain rh: r—

14%

0w v wn w0 © © ©o
- = =H o B3 =}

5% o

24%

58%

<>

< <

4

€LA

9%d

9€L

veS

62D

121

e Molecule 2: IgA-Fab3-2 Heavy chain

14%

5% -

23%

58%

7°/ o

Chain sh: r—

<>

< &

L 4

o <
0 0
l”

©
<
S

©
[l
=

2}
N
o

0GTL
67TA

i44%]
evIM

LETA

0ETL

0ZTA
6TTH

911D

TT1L
oT1a

60TV

IOO

LOTL
90TA

0 %01S

€071

e Molecule 2: IgA-Fab3-2 Heavy chain

TO0T1
£6a

88A
0 L84

781

14%

5% o

o < W0 N~
0 W0 0 0
l>->-BI3

22%

59%

770

Chain th: —

<>

<&

4

4

3
<
(&

©
™
=

2}
N
o

121

TSTA
0STL
67T

i44%)
€VIN

LETA

0ETL

0ZTA
6TTH

911D

TTTL
0oT1a

60TV

I“

LOTL
90TA

0 $0TS

€071

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6a

88A

781

5%

Chain uh: -

14%

5% o

22%

59%

781

e Molecule 2: IgA-Fab3-2 Heavy chain

5%

Chain vh: -

14%

5% -

[ S To) ~
0 W0 0 0
= =

22%

59%

<>

R LDWIDE

< <&

A 4

©
<
(&

©
™
|2

[}
N
o

—
)
k)

O

PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 47

¢

TSTA
0STL
67TA

445
EVIM

LETA

0ETL

0zTA
6TTH

911D

F

TTTL
0T11a
60TV

LOTL
90TA

v01S8
€011

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£€60a

88A

781

€LA

14%
-

5%

23%
g
S

“

o

TSTA

9elL 0STL

omsEl o
€S -

445
EVIM

LETA

IIIIiiII
ey

[
N
(&

0€TL

0TTA
6TTH

58%
-
- -

9110

I
N
-

—

-

i

=

I > o
e Molecule 2: IgA-Fab3-2 Heavy chain

0 60TY

L0TL
90TA

018
€011

5%

Chain wh: -

TO0TT

€6a

88A

781

14%

0 < o~ oo Il s I
BIBEERTSTITS
HHEREH oA M M

5%

24%

58%

5%

Chain xh: -

<>

< <&

A 4

™
~
>~

©
<
(&

©
o
=

)
N
(&

121

<>

e Molecule 2: IgA-Fab3-2 Heavy chain

14%
|

5% -«
I
=

22%

97D

“

¢
TSTA

9EL 0STL
6%TA

1445
EVIM

< <&
Y Y

LETA

o)
I
[

|

0€TL

0TTA
6TTH

59%
-
| |

=
)
)

9110

3

e Molecule 2: IgA-Fab3-2 Heavy chain

TITL

0 o11a
0 60TY

LOTL
90TA

018
€011

5%

Chain yh: -

T0T1

€6a

88A

81

14%

5%

~
w
I3

23%

58%

5%

Chain zh: -

<>

< <&

A 4

€LA

193

2!

19d

8SI

SGM

€GA

9%D

[}
N
(&

-
o
)

781

e Molecule 2: IgA-Fab3-2 Heavy chain

R LDWIDE
PROTEIN DATA BANK

w_ 0



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 48

5%

Chain Oh: -

14%

0w v wn wn © © ©
- = =H A~ B3 2]

5% -

22%

59%

<>

& &

4

™
~
=

9%d

9€L

)
N
(&

-
N
=)

o

TSTA
OSTL
6VTA

i44%5]
EVIM

LETA
0ETL

0ZTA
6TTH

911D
TITL

orTa
60TY

LOTL
90TA

0 $01S

€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6d

88A

781

5%

Chain 1h: -

14%

5%

22%

59%

TSTA
OSTL
67TA

i44%]
evIM

LETA

0ETL

0ZTA
6TTH

9110
TTIL

oT1a
60TY

LOTL
90TA

0 $01S

€0TT

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6d

88A

781

5%

Chain 2h: -

14%

5%

o < W0 N~
0 W0 0 0
l>->-BI3

22%

59%

<>

i

<&

4

4

3
<
(&

©
™
=

2}
N
o

121

1STA
0STL
67TA

445
evIn

LETA

0ETL

0zTA
6TTH

9110
TTIL

oT1a
60TY

LOTL
90TA

0 %01S

€011

e Molecule 2: IgA-Fab3-2 Heavy chain

T0T1

£6d

88A

781

14%

5%

24%

e
H R

58%

5%

Chain 3h: -

--
| L)

3

e Molecule 2: IgA-Fab3-2 Heavy chain

€LK

TSTA
0STL
9EL 6%TA

Bes 445
EVIM

LETA
dk
62D mﬁﬂ

0ZTA
6TTH

9110

121
TT1L

0 60TY

L0TL
90TA

-
I s
g
-
[=]

018
€011

TO0TT

£6d

88A
184

781

o

5%

Chain 4h: -

14%

5% -«

24%

58%

>

A 4

1,94

428

29d
T9d

891
LSM

SSGM

o <
0 W0
o

97D

9EL

ES

62D

121

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 49

TSTA
0STL
67T

445
EVIM

LETA
0ETL

0zTA
6TTH

9110

TTTL
0TTa

0 60TV

L0TL
90TA

0 $0TS

€011

e Molecule 2: IgA-Fab3-2 Heavy chain

TO0TT

£60a

88A

781

€LK

14%
g

5%

57% 24%
- “
<>

5%

Chain 5h: -

e Molecule 2: IgA-Fab3-2 Heavy chain

14%
|

5%

22%
o
zzol:z™
= O = H

©
<
(&

“

o

TSTA
0STL
67TA

©
o
=

1445

< <&
=3

LETA

o)
I\
[

|

0€TL

0TTA
6TTH

59%
-
| |

-
I
=)

911D

3

e Molecule 2: IgA-Fab3-2 Heavy chain

TITL

0 orta
0 60TY

L0TL
90TA

7018
€0T1

5%

Chain 6h: -

T0T1

£6d

88A

781

14%

5%

23%

58%

5%

Chain 7h: -

L 2

4

E€LA

9€L

veS

62D

121

e Molecule 3: IgA-Fab3-2 Light chain

12%

16%

39%

41%

Chain Al:

¢

SCTL

(44 %]
1214

6111

C1is
1110
011D

L0TQ
90TV

L61

e Molecule 3: IgA-Fab3-2 Light chain

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 50

16%

38%

42%

12%

Chain BI:

1

090
650

~
w w
II:3 "

SSA

CSA

L2171

SCTL

[44%]
1214

6111

C11s
T110
011D

80TA
L0Ta
90TV

08A

0 8.S

LLd

SLM

e Molecule 3: IgA-Fab3-2 Light chain

€LD
cLa
TLA

69
891

16%

40%

40%

14%

Chain Cl:

09d
650
8G4
LSM

SSA

(478

L2111

SCTL

[44 %]
1214

6TTT

(495
110

0TTD

807X

00TT

o
0 86S

L6I

0 961

e Molecule 3: IgA-Fab3-2 Light chain

16%

40%

40%

12%

Chain DI:

1

090
650

N~
w w
IB>-

GSA

CSA

< ON VPO AN _ 0O N __10© N~
o S o o =~ - N NN 9]
=1 ERC] o PRI i [ RD A R D R
a <A>H00®n ddKT B XAJ

¢

00TT

0 86S

L6I

0 961

S67
T6N
8834

S$8S

<

e Molecule 3: IgA-Fab3-2 Light chain

08A

0 8.8

L.d

SLY

€LD
cLa
TLA

69
891

16%

41%

< oo

39%

15%

Chain El:

¢

*

090
63d
894
LSM

SSA

CSA

0SA

LS
9%S
SYL

(4]

0%I

8€I
LES

€ES

(45
Tes

0€d

Led
9zb

T

¢ o8
0 6ZTA

SCTL

[2q%)
1214

6111

[
1110
0110

L07Q@
90TV

¢
701d

My
¢ o

0071

N

161

0 961

S61
T6N
884

S8S

€84

¢

08A

‘. 8.8

LLd

SLY

e Molecule 3: IgA-Fab3-2 Light chain

€LD
cLd
TLA
0LI
69N
891

o om

16%

38%

42%

15%

Chain Fl:

< oo

09d
63b
894
LSM

SSA

CSA

0SA

L%S
9%S
STL

[420]

E

(0)728

8€I
LES

€ES

(4]
1€8

0€d

D

O

R L DWI
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 51

o o d

¢
¢

L2171

STTL

[aan}
1214

61TT

(4%
TT10
011D

80TA
L01a
90TV

701a

0071

86S
L61

S6T

TN

883

€84

08A

0 8.8

L.d

L)

€LD

e Molecule 3: IgA-Fab3-2 Light chain

R

©

—

.

N

o

<

N

(=}

<
S
0
-

..

=

o

<

(@)

0€d

e Molecule 3: IgA-Fab3-2 Light chain

12%

16%

40%

40%

Chain HIL:

1214

e Molecule 3: IgA-Fab3-2 Light chain

12%

16%

38%

42%

Chain II:

<>

@ 0O oo

SCTL

(245
1214

6TTT

C11s
1110
011D

L01d
90TV

701d

0071

86S

L6I
96L

9671

T6N

88

S8S

€84

08A

0 8.S

LLd

SLY

€LD
cLa
TLA

690
891

e Molecule 3: IgA-Fab3-2 Light chain

12%

16%

39%

1%

Chain JI:

SCTL

[2a%)
1214

6TTT

C1is
1110
011D

L01Q

e Molecule 3: TgA-Fab3-2 Light chain

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 52

16%

38%

42%

14%

Chain Kl:

09d
63Sb
8G4A
LSM

SSA

CSA

L2171

SCTL

(245
1214

6TTT

(495
TT10
011D

80TA
L01d
90TV

i

701d

¢

00TT

¢ o
0 86S

L61
¢

S61
T6N
883

£8Y

08A

0 8.S

L.d

SLY

e Molecule 3: IgA-Fab3-2 Light chain

€LD

16%

40%

40%

12%

Chain LI:

1

090
650

N~
w w
I3>-

SSA

CSA

L2171
Leemt

SCTL

s ]
[44 %]
1214
Loert
6TTT

|
(495
110
0110
[ 60TA
807X
L01Q
90TV
701d

¢

L6I

0 961

S67

08A

0 8.S

LLd

SLY

e Molecule 3: TgA-Fab3-2 Light chain

€LD
cLa
TLA

69
891

16%

41%

39%

12%

Chain MI:

B
¢

L8211

SCIL

[4q5)]
1214

6111

Cis
TT10
011D

80TA
L0TQ@
90TV

i

701a

> @

e Molecule 3: IgA-Fab3-2 Light chain

16%

38%

42%

15%

Chain NI:

< oo

090
63d
894
LSM

i

SSA

CSA

0SA

LS
97S
SYL

(42

0%I

8¢l
LES

€E€S

(45
Tes

0€d

Led
9zb
SCL

L2171

SCTL

(44 %]
1214

61171

(4%
TT1D
0T1D

80TA
L01Q@
90TY

e Molecule 3: IgA-Fab3-2 Light chain

16%

40%

40%

15%

Chain Ol:

<> oo

09d
63d
894
LSM

SSA

CSA

0SA

L%S
9%S
STL

[420]

E

(0)28

8€I
LES

€ES

(4]
1€8

0€d

D

O

R L DWI
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 53

e Molecule 3: IgA-Fab3-2 Light chain

2

©

—

.

R

fo2}

™

N

—

<
S
0
—

a

=

o

<

S

¢

*

09d
6sb
8SA

LSM

SCTL

(445
1214

6111

cT1s
TT10
4740) 0T1D

0%1 L01a

Led

e Molecule 3: IgA-Fab3-2 Light chain

12%

Chain QI: r—

16%

39%

1%

L

T

1214

61TT

ClIs
T110
0TTD

10TQ

i

701Q

-

¢

00TT

iii <>

-
e Molecule 3: IgA-Fab3-2 Light chain

16%

<>
16%

37%

43%

14%

Chain Rl:

& 4

[ 1ss
05A
STl
| 1 .
wwm 445
b 1214
W am
%
[}
[4313
LS Bl
-lmmm- omﬁo
0 oL L0ta Wo
R L€S R 90TV <
0. ot
0. €€S .0
zen
¢ s 0011
ox GSEN
| .v 865 =
= o 2
szl Av--- ©
361 -
¢ o o
76N o0
| —
88
i QN 2
€84 o™ mw
‘i -
08A ﬁww
e <
¢ 8 a0
12d = X
I .. -
LT o
Wi o
€19 = -
[kt mw n
TLA
0LT Is) .mm
691 ”Mm <
89T =
| ° O

1

~
w
I3

< ©ON~ OO AN _ 00— N 10O N~
o S oo — — N NN ]
1 IRl IR R LR b IR AES Rt e AR
a <A>BHOLO®N APk T  BXA

¢

0071

0. 86S

161

0. 961

S6T
T6N
883

S8S

e Molecule 3: IgA-Fab3-2 Light chain

£8Y

¢

08A

0. 8.S

LLd

S

€LD
cLa
TLK

690
891

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 54

16%

40%

40%

14%

Chain TI:

09d
63Sb
8G4A
LSM

SSA

CSA

L2171

SCTL

[44 %]
1214

6TTT

(495
TT1D
0TTD

80TA
L01d
90TV

701d

¢

00TT

¢ e ]
0 86S

L61

0 961

S61

e Molecule 3: IgA-Fab3-2 Light chain

16%

39%

41%

12%

Chain Ul:

00TT

0 86S

L6I

0 961

e Molecule 3: IgA-Fab3-2 Light chain

16%

40%

40%

12%

Chain VI:

1

090
650

N~
w w
IB>-

GSA

CSA

L8211

SCIL

(44 5]
1214

6111

Cris
TT10
0TT1D

80TA
L0t
90TV

i

701a

> @

S$8S

e Molecule 3: IgA-Fab3-2 Light chain

08A

0 8.8

L.d

SL3

€LD
cLa
TLK

69
891

16%

38%

42%

12%

Chain WI:

1

090
630

N~ ©
w w
I3>-

SSA

{498

SCTL

[4q%)
14 XS

6111
[
1110
0110

L07Q@

e Molecule 3: IgA-Fab3-2 Light chain

16%

39%

41%

12%

Chain XI:

D

E

O

R L DWI
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 55

msssm ¢ | oess
agA R ¢ SsA ¢
agn
PN R 2 2 I
& & & I ¢ wm zSh STTL
- 2k st tss |
fes 0gA
mmz. oEn SeTL [ | MMH
235} : . . ] Nms . 178 o1
1214 198 1214 %S e oS mmS
T4 o7S [ ogrT
e
mmﬂm I mmﬁm Che YLD
T 0110 e
- oI I 90TV
101 o o | oesl SOTA .
90TV 3 3 * 8e1 3
S & Lo1a KN
Ky ¢ ? g m )
¢ ¢ s
¢ $01Q
0 €€S “
0011 (4] ¢
0 1€S
G oen 0071
868
= k= = i oSN o
L61 < < < Lzd ¢ sss <
961 = = = 92b 161 =
561 © © © szl 961 ©
L= 5 = .
6N |
DR g & ¢ b 0D
mwx — — — [ | —
88y
< < =3 58S <
CTI S < N e 2
| (& [ = €9y =
08A 1 1 1 | ]
Hemt < < ey T,
8Ls B0 e o SO ez op
— & — —_ 3 0 8.8 — <
12d a & 11d N 3
I .. .. - I ~— N.Nm
o o o o
3L S0 |9
[ oS ] ] LS ] SLY L A
— -y st = s €. = s e S - gt
A = - = — = - = — iR
L 5] b €19 5] N z.d 5] < €19 O e
LA <2 o (It ] - TLA 2 o (9t 2 o o
0LI [e) = TLA [e) = 0.1 () = TLA [} = 691
691 M < 0LT M < 691 M < 0LT M < 891
8971 = 691 -~ 89T -~ 69 -~ }
[ | ° O 89 ° O [ | ° O 891 ° @) ¢

R LDWIDE
PROTEIN DATA BANK

w_ 0

e Molecule 3: IgA-Fab3-2 Light chain



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 56

f

090
650

~
w w
II:3 "

SSA

16%

CSA

38%

42%

12%

Chain cl:

L2171

SCTL

(245
1214

6TTT

C11s
1110
011D

80TA
L01d
90TV

i

701d

¢

00TT

(L
0 86S

¢

~
)
=1

S61
T6N
883

£8Y

¢

08A

0 8.S

LLd

SL)

e Molecule 3: IgA-Fab3-2 Light chain

€LD
cLa
TLA

69
891

16%

40%

40%

12%

Chain dl:

1

090
650

N~
w w
I3>-

SSA

CSA

L2T1

SCTL

(44 5]
1214

6111

C11s
1110
0T1D

80TA

L0TQ@
90TV

s

S8S

08A

0 8.S

LLd

SLY

e Molecule 3: IgA-Fab3-2 Light chain

€LD
cLa
TLK

690
891

16%

37%

43%

14%

Chain el:

090
650
8394
LSM

SGSA

(47

¢
¢

>

¢

¢

SCTL

[2a%)
1214

6111

C1is
1110
0110

L07Q
90TV

701d

0011

86S
L6I

S67

T6N

8834

£8Y4

08A

8.Ls
L.d

S

e Molecule 3: IgA-Fab3-2 Light chain

€LD

16%

38%

42%

12%

Chain fI:

1

090
630

N~ ©
w w
I3>-

SSA

{498

i

L2171

SCIL

(44 5]
1214

61171

Cris
TT1D
0TTD

80TA
L0t
90TV

i

701Q

0011

"‘-‘

e Molecule 3: IgA-Fab3-2 Light chain

86S
L6I

S61

16%

40%

40%

14%

Chain gl:

090

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 57

1211

S2TL

(a4 %]
1214

6111

(4955
110
0710

80TXA
L07Q@
90TV

701d

¢

0071

o=l

L6I

0 961

S6T
TeN
883

3988

e Molecule 3: IgA-Fab3-2 Light chain

£8Y4

-

08A

0 8.8

L.d

L)

€LD

16%

39%

41%

12%

Chain hl:

e Molecule 3: IgA-Fab3-2 Light chain

15%

16%

40%

40%

Chain il:

16%

40%

< oo

09d
63b
894
LSM

SSA

CSA

0SA

LS
9%s
STL

[420]

(0)728

8EI
LES

€ES

[40]
Tes

0€d

SclL

e Molecule 3: IgA-Fab3-2 Light chain

32

©

—

.

R

©

@

R

N

<
2
e}
—

.o

=4

)

o=

<

(@)

L2 4

09d
63sb
894
LSM

SSA

CSA

0SA

L¥S
9%s
SYL

[472%)

(0728

8€I
LES

€ES

zed
Tes

0o€d

&> oo

SclL

L2171

SCTL

[44%]
1214

6111

Z11s
T110
011D

80TA
L0t1a
90TV

i

70Ta

a2

0071

¢ o
0 86S

161
¢

e Molecule 3: IgA-Fab3-2 Light chain

S6T
T6N
883

£84

08A

0 8.S

LL.d

SL)

€LD

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 58

f

090
650

~
w w
II3 ”

SSA

16%

CSA

37%

43%

12%

Chain 1l:

SCTL

(44
1214

6111
C11s
1110
011D

L01d

08A

0 8.S

LLd

SL)

e Molecule 3: IgA-Fab3-2 Light chain

€LD
cLa
TLA

69
891

f

09
650
85k
151
[ ess ¢
2 asn
¢ oo
1211
sk Cozm
[oTss el
08 |
: [ | zeo
L¥8 1214

40%

40%

12%

Chain ml:

e Molecule 3: IgA-Fab3-2 Light chain

16%

40%

40%

12%

Chain nl:

1

090
650

N~
w w
IB>-

GSA

CSA

e Molecule 3: IgA-Fab3-2 Light chain

16%

38%

42%

13%

Chain ol:

090
63d

LSM

SSA

CSA

< O N~ o - N [} — N wn

mS = Sm3 ™
SEIS S o oo Y Sy
AlM=ZA O8n 4J@Es &

0071

0 86S

L6I

0 961

S67
TN
8834

S§8S

£8Y4

¢

08A

0 8.8

L.d

S

e Molecule 3: IgA-Fab3-2 Light chain

€LD

16%

38%

42%

12%

Chain pl:

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 59

SCTL

(445
14X¢

6111

[
TT10
0710

L07Q@
90TV

¢
¢

701d

0071

+In

L6I

0 961

S6T
TN
883

3985

£8Y4

¢

08A

0 8.8

L.d

SN

e Molecule 3: IgA-Fab3-2 Light chain

€LD
cLa
TLA

69N
891

12%

16%

38%

42%

Chain ql:

SCTL

(44 )]
1214

61171

(4%
TT10
0TTD

L0TQ
90TV

i

701

00TT

“‘i

0
o)
7]

0 © N~
o o O
a8 A

T6N

891

e Molecule 3: IgA-Fab3-2 Light chain

16%

40%

40%

15%

Chain rl:

0€d

e Molecule 3: IgA-Fab3-2 Light chain

R

©

—

.

R

©

™

N

[aY]

<
S
n
-

..

0

a

o

o

(@)

09d
63b
894
LSM

SSA

CSA

0SA

e Molecule 3: IgA-Fab3-2 Light chain

15%

16%

41%

&> oo

39%

Chain tl:

¢

*

09d
63Sb
8SA
LSM

SSA

CSA

0SA

L¥S
o%s
SYL

[42%)

(0728

8€T
LES

€ES

zed
T€S

0o€ed

Led
9zh

¢

0 86S

L61

0 961

S61
T6N

883

o
0
%]

e Molecule 3: IgA-Fab3-2 Light chain

£8Y4

¢

08A

0 8.S

LLd

S

€LD
[k
TLK
0LI
691
8971

oo

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 60

12%

16%

40%

40%

Chain ul:

1

090
650

~
w w
II:3 "

SSA

CSA

L2T1

SCTL

(44 %]
1214

6111

C11s
T110
011D

80TA
LotTa
90TV

i

701

961
S61

T6N

88)

S8

e Molecule 3: IgA-Fab3-2 Light chain

€84

08A

0 8.S

LLd

SL)

€LD
cLa
TLA

69
891

16%

38%

42%

14%

Chain vl:

09d
650
8G4

L5M ¢
asA ¢

(478

e Molecule 3: IgA-Fab3-2 Light chain

16%

38%

42%

12%

Chain wl:

1

090
650

N~
w w
IB>-

GSA

CSA

SCTL

(2%
1214

6111

C1is
1110
0T10

L07Q
90TV

¢

¢
¢
00TT

¢ e
0 86S

L6I

0 961

S67

701a

T6N

8834

S$8S

<

e Molecule 3: IgA-Fab3-2 Light chain

08A

0 8.8

L.d

SLY

€LD
cLa
TLA

69
891

16%

40%

40%

13%

Chain x!:

L

L2171

SCTL

(44 %]
1214

6111

(4955
110
011D

80TA
L07Q@
90TV

701d

¢
00TT

L
0 86S

L6I

0 961

S67
T6N
8834

S§8S

e Molecule 3: IgA-Fab3-2 Light chain

£8Y4

-

08A

0 8.8

L.d

S

€LD

16%

40%

40%

12%

Chain yl:

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 61

0071

0 86S

L6I

0 961

S6T
TN
883

3985

e Molecule 3: IgA-Fab3-2 Light chain

£8Y4

¢

08A

0 8.8

L.d

SLY

€LD
cLa
TLA

69N
891

12%

16%

38%

42%

Chain zl:

08A

8.LS
LLd

SLM

e Molecule 3: IgA-Fab3-2 Light chain

€LD
cLa
TLA

69N
891

12%

16%

40%

40%

Chain 0L

1214

e Molecule 3: IgA-Fab3-2 Light chain

12%

16%

40%

40%

Chain 11:

L2171

SCTL

(245
1214

6TTT

e Molecule 3: IgA-Fab3-2 Light chain

12%

16%

37%

43%

Chain 21:

e Molecule 3: IgA-Fab3-2 Light chain

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 62

12%

16%

38%

42%

Chain 3L:

1

090
650

~ 0
w w
II:3 "

SSA

CSA

¢

¢

¢
¢

¢

L2171

SCTL

[44%)
1214

6TTT

C11s
1110
011D

80TA
L01d
90TV

701d

00TT

86S

~
)
=1

S61

T6N

883

£8Y

08A

8.Ls
LLd

SN

e Molecule 3: IgA-Fab3-2 Light chain

€LD
cLa
TLA

69
891

12%

16%

40%

40%

Chain 41:

1

090
650

N~
w w
I3>-

SSA

CSA

L211

SCTL

[4q5)]
1214

6111

C11s
1110
011D

80TA

L0Ta@
90TY

s

S8S

08A

0 8.S

L.d

SN

e Molecule 3: TgA-Fab3-2 Light chain

€LD
cLa
TLK

690
891

16%

37%

43%

14%

Chain 51:

090
650
8394
LSM

SGSA

(47

¢
¢

>

¢

¢

SCTL

[2a%)
1214

6111

CT1is
1110
0110

L07Q
90TV

701a

0011

86S
L6I

S67T

T6N

8834

£8Y4

08A

8.s
L.d

S

e Molecule 3: IgA-Fab3-2 Light chain

€LD

16%

39%

41%

12%

Chain 6l:

0011

0 86S

L6I

0 961

S67T
T6N
8834

S§8S

£8Y4

-

08A

0 8.8

L.d

S

e Molecule 3: IgA-Fab3-2 Light chain

€LD

f

090
650

~
0 o
I=>'

SSGA

16%

{49

40%

40%

12%

Chain 7L

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-76771, 12UT

Full wwPDB EM Validation Report

Page 63

N
¢

1211

SCTL

T
1214

6111

clIs
TT10
0TTD

80TX

RLDWIDE

erpBe

0O
PROTEIN DATA BANK

W



Page 64

Full wwPDB EM Validation Report

EMD-76771, 12UT

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 10214 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope TFS GLACIOS Depositor
Voltage (kV) 200 Depositor
Electron dose (e~ /Az) 32.44 Depositor
Minimum defocus (nm) 320 Depositor
Maximum defocus (nm) 2450 Depositor
Magnification Not provided
Image detector FEI FALCON II (4k x 4k) Depositor
Maximum map value 16.324 Depositor
Minimum map value -17.105 Depositor
Average map value -0.000 Depositor
Map value standard deviation 1.000 Depositor
Recommended contour level 1.5 Depositor
Map size (A) 441.0, 441.0, 441.0 wwPDB
Map dimensions 600, 600, 600 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 0.735, 0.735, 0.735 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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

angles).
. Bond lengths Bond angles
Mol | Chain | pyia7 17 55 | RMSZ #|Z| >5
1 0 0.50 0/4271 0.77 7/5822 (0.1%)
1 1 0.50 0/4271 0.77 7/5822 (0.1%)
1 2 0.50 0/4271 0.77 7/5822 (0.1%)
1 3 0.50 0/4271 0.77 7/5822 (0.1%)
1 4 0.50 0/4271 0.77 7/5822 (0.1%)
1 5 0.50 0/4271 0.77 7/5822 (0.1%)
1 6 0.50 0/4271 0.77 7/5822 (0.1%)
1 7 0.50 0/4271 0.77 7/5822 (0.1%)
1 A 0.50 0/4271 0.77 7/5822 (0.1%)
1 B 0.50 0/4271 0.90 8/5822 (0.1%)
1 C 0.50 0/4271 0.77 7/5822 (0.1%)
1 D 0.50 0/4271 0.77 7/5822 (0.1%)
1 E 0.50 0/4271 0.77 7/5822 (0.1%)
1 F 0.50 0/4271 0.77 7/5822 (0.1%)
1 G 0.50 0/4271 0.77 7/5822 (0.1%)
1 H 0.50 0/4271 0.77 7/5822 (0.1%)
1 | 0.50 0/4271 0.77 7/5822 (0.1%)
1 J 0.50 0/4271 0.77 7/5822 (0.1%)
1 K 0.50 0/4271 0.77 7/5822 (0.1%)
1 L 0.50 0/4271 0.77 7/5822 (0.1%)
1 M 0.50 0/4271 0.77 7/5822 (0.1%)
1 N 0.50 0/4271 0.77 7/5822 (0.1%)
1 0O 0.50 0/4271 0.77 7/5822 (0.1%)
1 P 0.50 0/4271 0.77 7/5822 (0.1%)
1 Q 0.50 0/4271 0.77 7/5822 (0.1%)
1 R 0.50 0/4271 0.77 7/5822 (0.1%)
1 S 0.50 0/4271 0.77 7/5822 (0.1%)
1 T 0.50 0/4271 0.77 7/5822 (0.1%)
1 U 0.50 0/4271 0.77 7/5822 (0.1%)
1 \Y 0.50 0/4271 0.77 7/5822 (0.1%)
1 W 0.50 0/4271 0.77 7/5822 (0.1%)
1 X 0.50 0/4271 0.77 7/5822 (0.1%)
1 Y 0.50 0/4271 0.77 7/5822 (0.1%)
1 Z 0.50 0/4271 0.77 7/5822 (0.1%)

EMD-76771, 12UT
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. Bond lengths Bond angles
Mol | Chain | pyiar 17 55 | RMSZ 4| Z| >5
1 a 0.50 0/4271 0.77 7/5822 (0.1%)
1 b 0.50 0/4271 0.77 7/5822 (0.1%)
1 c 0.50 0/4271 0.77 7/5822 (0.1%)
1 d 0.50 0/4271 0.77 7/5822 (0.1%)
1 e 0.50 0/4271 0.77 7/5822 (0.1%)
1 f 0.50 0/4271 0.77 7/5822 (0.1%)
1 g 0.50 0/4271 0.77 7/5822 (0.1%)
1 h 0.50 0/4271 0.77 7/5822 (0.1%)
1 i 0.50 0/4271 0.77 7/5822 (0.1%)
1 j 0.50 0/4271 0.77 7/5822 (0.1%)
1 k 0.50 0/4271 0.77 7/5822 (0.1%)
1 1 0.50 0/4271 0.77 7/5822 (0.1%)
1 m 0.50 0/4271 0.77 7/5822 (0.1%)
1 n 0.50 0/4271 0.77 7/5822 (0.1%)
1 o 0.50 0/4271 0.77 7/5822 (0.1%)
1 p 0.50 0/4271 0.77 7/5822 (0.1%)
1 q 0.50 0/4271 0.77 7/5822 (0.1%)
1 r 0.50 0/4271 0.77 7/5822 (0.1%)
1 S 0.50 0/4271 0.77 7/5822 (0.1%)
1 t 0.50 0/4271 0.77 7/5822 (0.1%)
1 u 0.50 0/4271 0.77 7/5822 (0.1%)
1 v 0.50 0/4271 0.77 7/5822 (0.1%)
1 w 0.50 0/4271 0.77 7/5822 (0.1%)
1 X 0.50 0/4271 0.77 7/5822 (0.1%)
1 y 0.50 0/4271 0.77 7/5822 (0.1%)
1 z 0.50 0/4271 0.77 7/5822 (0.1%)
2 Oh 0.49 0/1058 0.83 3/1445 (0.2%)
2 1h 0.49 0/1058 0.84 3/1445 (0.2%)
2 2h 0.49 0/1058 0.83 3/1445 (0.2%)
2 3h 0.49 0/1058 0.83 3/1445 (0.2%)
2 4h 0.49 0/1058 0.83 3/1445 (0.2%)
2 5h 0.49 0/1058 0.83 3/1445 (0.2%)
2 6h 0.49 0/1058 0.83 3/1445 (0.2%)
2 7h 0.49 0/1058 0.83 3/1445 (0.2%)
2 Ah 0.49 0/1058 0.83 3/1445 (0.2%)
2 Bh 0.49 0/1058 0.84 3/1445 (0.2%)
2 Ch 0.49 0/1058 0.83 3/1445 (0.2%)
2 Dh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Eh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Fh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Gh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Hh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Ih 0.49 0/1058 0.83 3/1445 (0.2%)
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. Bond lengths Bond angles
Mol | Chain | pyia7) 4171 55 | RMSZ #|Z] >5
2 Jh 0.49 0/1058 0.84 3/1445 (0.2%)
2 Kh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Lh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Mh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Nh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Oh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Ph 0.49 0/1058 0.83 3/1445 (0.2%)
2 Qh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Rh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Sh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Th 0.49 0/1058 0.83 3/1445 (0.2%)
2 Uh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Vh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Wh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Xh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Yh 0.49 0/1058 0.83 3/1445 (0.2%)
2 Zh 0.49 0/1058 0.83 3/1445 (0.2%)
2 ah 0.49 0/1058 0.83 3/1445 (0.2%)
2 bh 0.49 0/1058 0.83 3/1445 (0.2%)
2 ch 0.49 0/1058 0.83 3/1445 (0.2%)
2 dh 0.49 0/1058 0.83 3/1445 (0.2%)
2 eh 0.49 0/1058 0.83 3/1445 (0.2%)
2 th 0.49 0/1058 0.84 3/1445 (0.2%)
2 gh 0.49 0/1058 0.83 3/1445 (0.2%)
2 hh 0.49 0/1058 0.83 3/1445 (0.2%)
2 ih 0.49 0/1058 0.83 3/1445 (0.2%)
2 jh 0.49 0/1058 0.83 3/1445 (0.2%)
2 kh 0.49 0/1058 0.83 3/1445 (0.2%)
2 lh 0.49 0/1058 0.83 3/1445 (0.2%)
2 mh 0.49 0/1058 0.83 3/1445 (0.2%)
2 nh 0.49 0/1058 0.84 3/1445 (0.2%)
2 oh 0.49 0/1058 0.83 3/1445 (0.2%)
2 ph 0.49 0/1058 0.83 3/1445 (0.2%)
2 gh 0.49 0/1058 0.83 3/1445 (0.2%)
2 rh 0.49 0/1058 0.83 3/1445 (0.2%)
2 sh 0.49 0/1058 0.83 3/1445 (0.2%)
2 th 0.49 0/1058 0.83 3/1445 (0.2%)
2 uh 0.49 0/1058 0.83 3/1445 (0.2%)
2 vh 0.49 0/1058 0.83 3/1445 (0.2%)
2 wh 0.49 0/1058 0.83 3/1445 (0.2%)
2 xh 0.49 0/1058 0.83 3/1445 (0.2%)
2 vh 0.49 0/1058 0.83 3/1445 (0.2%)
2 zh 0.49 0/1058 0.84 3/1445 (0.2%)
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Mol | Chain | pyiar 17 55 | RMSZ 4| Z| >5
3 0l 0.82 0/814 1.03 0/1103
3 11 0.82 0/814 1.03 0/1103
3 21 0.82 0/814 1.03 0/1103
3 3l 0.82 0/814 1.03 0/1103
3 41 0.82 0/814 1.03 0/1103
3 51 0.82 0/814 1.03 0/1103
3 61 0.82 0/814 1.03 0/1103
3 71 0.82 0/814 1.03 0/1103
3 Al 0.82 0/814 1.03 0/1103
3 Bl 0.82 0/814 1.03 0/1103
3 Cl 0.82 0/814 1.03 0/1103
3 Dl 0.82 0/814 1.03 0/1103
3 El 0.82 0/814 1.03 0/1103
3 Fl 0.82 0/814 1.03 0/1103
3 Gl 0.82 0/814 1.03 0/1103
3 H1 0.82 0/814 1.03 0/1103
3 I 0.82 0/814 1.03 0/1103
3 J1 0.82 0/814 1.03 0/1103
3 Kl 0.82 0/814 1.03 0/1103
3 L1 0.82 0/814 1.03 0/1103
3 MI 0.82 0/814 1.03 0/1103
3 N1 0.82 0/814 1.03 0/1103
3 Ol 0.82 0/814 1.03 0/1103
3 Pl 0.82 0/814 1.03 0/1103
3 Ql 0.82 0/814 1.03 0/1103
3 RI1 0.82 0/814 1.03 0/1103
3 Sl 0.82 0/814 1.03 0/1103
3 T1 0.82 0/814 1.03 0/1103
3 Ul 0.82 0/814 1.03 0/1103
3 V1 0.82 0/814 1.03 0/1103
3 Wi 0.82 0/814 1.03 0/1103
3 X1 0.82 0/814 1.03 0/1103
3 Y1 0.82 0/814 1.03 0/1103
3 Z1 0.82 0/814 1.03 0/1103
3 al 0.82 0/814 1.03 0/1103
3 bl 0.82 0/814 1.03 0/1103
3 cl 0.82 0/814 1.03 0/1103
3 dl 0.82 0/814 1.03 0/1103
3 el 0.82 0/814 1.03 0/1103
3 fl 0.82 0/814 1.03 0/1103
3 gl 0.82 0/814 1.03 0/1103
3 hl 0.82 0/814 1.03 0/1103
3 il 0.82 0/814 1.03 0/1103
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. Bond lengths Bond angles
Mol | Chain | pyiar 17 55 | RMSZ 4| Z| >5
3 jl 0.82 0/814 1.03 0/1103
3 kl 0.82 0/814 1.03 0/1103
3 11 0.82 0/814 1.03 0/1103
3 ml 0.82 0/814 1.03 0/1103
3 nl 0.82 0/814 1.03 0/1103
3 ol 0.82 0/814 1.03 0/1103
3 pl 0.82 0/814 1.03 0/1103
3 ql 0.82 0/814 1.03 0/1103
3 rl 0.82 0/814 1.03 0/1103
3 sl 0.82 0/814 1.03 0/1103
3 tl 0.82 0/814 1.03 0/1103
3 ul 0.82 0/814 1.03 0/1103
3 vl 0.82 0/814 1.03 0/1103
3 wl 0.82 0/814 1.03 0/1103
3 x1 0.82 0/814 1.03 0/1103
3 yl 0.82 0/814 1.03 0/1103
3 zl 0.82 0/814 1.03 0/1103
All All 0.55 | 0/368580 | 0.82 | 601/502200 (0.1%)

There are no bond length outliers.

All (601) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 B 361 | CYS | CA-CB-SG | -35.18 30.33 104.20
2 Jh 29 GLY N-CA-C 8.01 122.34 112.73
2 Xh 29 GLY N-CA-C 8.01 122.34 112.73
2 nh 29 GLY N-CA-C 8.01 122.34 112.73
2 1h 29 | GLY N-CA-C 8.01 122.34 112.73
2 6h 29 | GLY N-CA-C 8.01 122.34 112.73
2 zh 29 GLY N-CA-C 8.00 122.33 112.73
2 Oh 29 GLY N-CA-C 8.00 122.32 112.73
2 Ch 29 GLY N-CA-C 7.99 122.32 112.73
2 gh 29 GLY N-CA-C 7.99 122.32 112.73
2 Bh 29 | GLY N-CA-C 7.97 122.30 112.73
2 th 29 | GLY N-CA-C 7.97 122.30 112.73
2 Wh 29 GLY N-CA-C 7.97 122.29 112.73
2 mh 29 GLY N-CA-C 7.97 122.29 112.73
2 sh 29 GLY N-CA-C 7.97 122.29 112.73
2 Oh 29 GLY N-CA-C 7.97 122.29 112.73
2 Kh 29 GLY N-CA-C 7.97 122.29 112.73
2 Rh 29 | GLY N-CA-C 7.97 122.29 112.73
2 Th 29 | GLY N-CA-C 7.97 122.29 112.73
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
2 vh 29 GLY N-CA-C 7.97 122.29 112.73
2 Lh 29 GLY N-CA-C 7.96 122.29 112.73
2 Sh 29 GLY N-CA-C 7.96 122.29 112.73
2 Zh 29 | GLY N-CA-C 7.96 122.29 112.73
2 ch 29 | GLY N-CA-C 7.96 122.29 112.73
2 ph 29 GLY N-CA-C 7.96 122.29 112.73
2 wh 29 GLY N-CA-C 7.96 122.29 112.73
2 3h 29 GLY N-CA-C 7.96 122.29 112.73
2 Gh 29 GLY N-CA-C 7.96 122.28 112.73
2 kh 29 GLY N-CA-C 7.96 122.28 112.73
2 Dh 29 | GLY N-CA-C 7.96 122.28 112.73
2 Uh 29 | GLY N-CA-C 7.96 122.28 112.73
2 hh 29 GLY N-CA-C 7.96 122.28 112.73
2 Hh 29 GLY N-CA-C 7.95 122.27 112.73
2 Ih 29 GLY N-CA-C 7.95 122.27 112.73
2 oh 29 GLY N-CA-C 7.95 122.27 112.73
2 Yh 29 | GLY N-CA-C 7.94 122.26 112.73
2 lh 29 | GLY N-CA-C 7.94 122.26 112.73
2 2h 29 GLY N-CA-C 7.94 122.26 112.73
2 Qh 29 GLY N-CA-C 7.94 122.25 112.73
2 yvh 29 GLY N-CA-C 7.93 122.25 112.73
2 Ah 29 GLY N-CA-C 7.93 122.24 112.73
2 Nh 29 GLY N-CA-C 7.92 122.23 112.73
2 Vh 29 | GLY N-CA-C 791 122.22 112.73
2 Eh 29 | GLY N-CA-C 7.44 122.29 112.77
2 Fh 29 GLY N-CA-C 7.43 122.28 112.77
2 Ph 29 GLY N-CA-C 7.43 122.28 112.77
2 ih 29 GLY N-CA-C 7.43 122.28 112.77
2 jh 29 GLY N-CA-C 7.43 122.28 112,77
2 rh 29 GLY N-CA-C 7.43 122.28 112,77
2 th 29 | GLY N-CA-C 7.43 122.28 112.77
2 Mh 29 GLY N-CA-C 7.42 122.27 112.77
2 bh 29 GLY N-CA-C 7.42 122.27 112.77
2 eh 29 GLY N-CA-C 7.42 122.27 112.77
2 gh 29 GLY N-CA-C 7.42 122.27 112.77
2 uh 29 GLY N-CA-C 7.42 122.27 112,77
2 5h 29 GLY N-CA-C 7.42 122.27 112,77
2 xh 29 | GLY N-CA-C 7.42 122.26 112.77
2 ah 29 GLY N-CA-C 7.40 122.24 112.77
2 dh 29 GLY N-CA-C 7.40 122.24 112.77
2 4h 29 GLY N-CA-C 7.40 122.24 112.77
2 7h 29 GLY N-CA-C 7.40 122.24 112.77
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 B 550 | THR N-CA-C 7.06 120.40 108.90
1 P 550 | THR N-CA-C 7.06 120.40 108.90
1 t 550 | THR N-CA-C 7.06 120.40 108.90
1 J 550 | THR N-CA-C 7.05 120.39 108.90
1 n 550 | THR N-CA-C 7.05 120.39 108.90
1 1 550 | THR N-CA-C 7.05 120.39 108.90
1 z 550 | THR N-CA-C 7.04 120.38 108.90
1 A 550 | THR N-CA-C 7.04 120.38 108.90
1 F 550 | THR N-CA-C 7.04 120.38 108.90
1 G 550 | THR N-CA-C 7.04 120.38 108.90
1 N 550 | THR N-CA-C 7.04 120.38 108.90
1 O 550 | THR N-CA-C 7.04 120.38 108.90
1 j 550 | THR N-CA-C 7.04 120.38 108.90
1 k 550 | THR N-CA-C 7.04 120.38 108.90
1 r 550 | THR N-CA-C 7.04 120.38 108.90
1 s 550 | THR N-CA-C 7.04 120.38 108.90
1 K 550 | THR N-CA-C 7.04 120.38 108.90
1 R 550 | THR N-CA-C 7.04 120.38 108.90
1 e 550 | THR N-CA-C 7.04 120.38 108.90
1 0 550 | THR N-CA-C 7.04 120.38 108.90
1 v 550 | THR N-CA-C 7.04 120.38 108.90
1 C 550 | THR N-CA-C 7.03 120.36 108.90
1 T 550 | THR N-CA-C 7.03 120.36 108.90
1 g 550 | THR N-CA-C 7.03 120.36 108.90
1 X 550 | THR N-CA-C 7.03 120.36 108.90
1 L 550 | THR N-CA-C 7.03 120.36 108.90
1 S 550 | THR N-CA-C 7.03 120.36 108.90
1 Z 550 | THR N-CA-C 7.03 120.36 108.90
1 c 550 | THR N-CA-C 7.03 120.36 108.90
1 p 550 | THR N-CA-C 7.03 120.36 108.90
1 w 550 | THR N-CA-C 7.03 120.36 108.90
1 6 550 | THR N-CA-C 7.03 120.36 108.90
1 H 550 | THR N-CA-C 7.03 120.36 108.90
1 M 550 | THR N-CA-C 7.03 120.36 108.90
1 Q 550 | THR N-CA-C 7.03 120.36 108.90
1 X 550 | THR N-CA-C 7.03 120.36 108.90
1 Y 550 | THR N-CA-C 7.03 120.36 108.90
1 1 550 | THR N-CA-C 7.03 120.36 108.90
1 q 550 | THR N-CA-C 7.03 120.36 108.90
1 2 550 | THR N-CA-C 7.03 120.36 108.90
1 b 550 | THR N-CA-C 7.03 120.35 108.90
1 \% 550 | THR N-CA-C 7.02 120.34 108.90
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 a 550 | THR N-CA-C 7.02 120.34 108.90
1 d 550 | THR N-CA-C 7.02 120.34 108.90
1 4 550 | THR N-CA-C 7.02 120.34 108.90
1 7 550 | THR N-CA-C 7.02 120.34 108.90
1 I 550 | THR N-CA-C 7.02 120.34 108.90
1 W 550 | THR N-CA-C 7.02 120.34 108.90
1 m 550 | THR N-CA-C 7.02 120.34 108.90
1 0 550 | THR N-CA-C 7.02 120.34 108.90
1 3 550 | THR N-CA-C 7.02 120.34 108.90
1 1 550 | THR N-CA-C 7.02 120.34 108.90
1 u 550 | THR N-CA-C 7.02 120.34 108.90
1 D 550 | THR N-CA-C 7.01 120.32 108.90
1 U 550 | THR N-CA-C 7.01 120.32 108.90
1 h 550 | THR N-CA-C 7.01 120.32 108.90
1 y 550 | THR N-CA-C 7.01 120.32 108.90
1 3 550 | THR N-CA-C 7.01 120.32 108.90
1 B 550 | THR N-CA-C 7.00 120.32 108.90
1 f 550 | THR N-CA-C 7.00 120.32 108.90
1 D 336 | LEU N-CA-C 6.60 118.47 111.28
1 A 336 | LEU N-CA-C 6.59 118.46 111.28
1 u 336 | LEU N-CA-C 6.59 118.46 111.28
1 X 336 | LEU N-CA-C 6.57 118.44 111.28
1 F 336 | LEU N-CA-C 6.57 118.44 111.28
1 G 336 | LEU N-CA-C 6.57 118.44 111.28
1 O 336 | LEU N-CA-C 6.57 118.44 111.28
1 j 336 | LEU N-CA-C 6.57 118.44 111.28
1 k 336 | LEU N-CA-C 6.57 118.44 111.28
1 r 336 | LEU N-CA-C 6.57 118.44 111.28
1 s 336 | LEU N-CA-C 6.57 118.44 111.28
1 K 336 | LEU N-CA-C 6.56 118.43 111.28
1 b 336 | LEU N-CA-C 6.56 118.43 111.28
1 e 336 | LEU N-CA-C 6.56 118.43 111.28
1 D 336 | LEU N-CA-C 6.56 118.43 111.28
1 U 336 | LEU N-CA-C 6.56 118.43 111.28
1 y 336 | LEU N-CA-C 6.56 118.43 111.28
1 h 336 | LEU N-CA-C 6.56 118.43 111.28
1 X 336 | LEU N-CA-C 6.55 118.42 111.28
1 E 336 | LEU N-CA-C 6.55 118.42 111.28
1 P 336 | LEU N-CA-C 6.55 118.42 111.28
1 Z 336 | LEU N-CA-C 6.55 118.42 111.28
1 ¢ 336 | LEU N-CA-C 6.55 118.42 111.28
1 3 336 | LEU N-CA-C 6.55 118.42 111.28
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 6 336 | LEU N-CA-C 6.55 118.42 111.28
1 B 336 | LEU N-CA-C 6.55 118.42 111.28
1 \% 336 | LEU N-CA-C 6.55 118.42 111.28
1 a 336 | LEU N-CA-C 6.55 118.42 111.28
1 d 336 | LEU N-CA-C 6.55 118.42 111.28
1 f 336 | LEU N-CA-C 6.55 118.42 111.28
1 4 336 | LEU N-CA-C 6.55 118.42 111.28
1 7 336 | LEU N-CA-C 6.55 118.42 111.28
1 J 336 | LEU N-CA-C 6.54 118.41 111.28
1 n 336 | LEU N-CA-C 6.54 118.41 111.28
1 1 336 | LEU N-CA-C 6.54 118.41 111.28
1 M 336 | LEU N-CA-C 6.54 118.41 111.28
1 Q 336 | LEU N-CA-C 6.54 118.41 111.28
1 q 336 | LEU N-CA-C 6.54 118.41 111.28
1 v/ 336 | LEU N-CA-C 6.54 118.41 111.28
1 H 336 | LEU N-CA-C 6.54 118.41 111.28
1 Y 336 | LEU N-CA-C 6.54 118.41 111.28
1 1 336 | LEU N-CA-C 6.54 118.41 111.28
1 2 336 | LEU N-CA-C 6.54 118.41 111.28
1 i 336 | LEU N-CA-C 6.53 118.40 111.28
1 t 336 | LEU N-CA-C 6.53 118.40 111.28
1 I 336 | LEU N-CA-C 6.53 118.40 111.28
1 W 336 | LEU N-CA-C 6.53 118.40 111.28
1 m 336 | LEU N-CA-C 6.53 118.40 111.28
1 0 336 | LEU N-CA-C 6.53 118.40 111.28
1 C 336 | LEU N-CA-C 6.52 118.39 111.28
1 T 336 | LEU N-CA-C 6.52 118.39 111.28
1 g 336 | LEU N-CA-C 6.52 118.39 111.28
1 R 336 | LEU N-CA-C 6.52 118.39 111.28
1 0 336 | LEU N-CA-C 6.52 118.39 111.28
1 % 336 | LEU N-CA-C 6.52 118.39 111.28
1 L 336 | LEU N-CA-C 6.52 118.38 111.28
1 S 336 | LEU N-CA-C 6.52 118.38 111.28
1 p 336 | LEU N-CA-C 6.52 118.38 111.28
1 w 336 | LEU N-CA-C 6.52 118.38 111.28
1 N 336 | LEU N-CA-C 6.52 118.38 111.28
1 K 434 | MET N-CA-C 6.19 118.51 110.53
1 T 434 | MET N-CA-C 6.18 118.51 110.53
1 E 434 | MET N-CA-C 6.18 118.50 110.53
1 P 434 | MET N-CA-C 6.18 118.50 110.53
1 1 434 | MET N-CA-C 6.18 118.50 110.53
1 t 434 | MET N-CA-C 6.18 118.50 110.53
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 Z 434 | MET N-CA-C 6.18 118.50 110.53
1 c 434 | MET N-CA-C 6.18 118.50 110.53
1 h 434 | MET N-CA-C 6.18 118.50 110.53
1 3 434 | MET N-CA-C 6.18 118.50 110.53
1 6 434 | MET N-CA-C 6.18 118.50 110.53
1 G 434 | MET N-CA-C 6.17 118.49 110.53
1 O 434 | MET N-CA-C 6.17 118.49 110.53
1 V 434 | MET N-CA-C 6.17 118.49 110.53
1 k 434 | MET N-CA-C 6.17 118.49 110.53
1 s 434 | MET N-CA-C 6.17 118.49 110.53
1 J 434 | MET N-CA-C 6.17 118.49 110.53
1 n 434 | MET N-CA-C 6.17 118.49 110.53
1 1 434 | MET N-CA-C 6.17 118.49 110.53
1 F 434 | MET N-CA-C 6.17 118.48 110.53
1 ] 434 | MET N-CA-C 6.17 118.48 110.53
1 r 434 | MET N-CA-C 6.17 118.48 110.53
1 A 434 | MET N-CA-C 6.16 118.48 110.53
1 C 434 | MET N-CA-C 6.16 118.48 110.53
1 g 434 | MET N-CA-C 6.16 118.48 110.53
1 X 434 | MET N-CA-C 6.16 118.48 110.53
1 M 434 | MET N-CA-C 6.16 118.48 110.53
1 Q 434 | MET N-CA-C 6.16 118.48 110.53
1 q 434 | MET N-CA-C 6.16 118.48 110.53
1 I 434 | MET N-CA-C 6.16 118.47 110.53
1 A 434 | MET N-CA-C 6.16 118.47 110.53
1 X 434 | MET N-CA-C 6.16 118.47 110.53
1 m 434 | MET N-CA-C 6.16 118.47 110.53
1 0 434 | MET N-CA-C 6.16 118.47 110.53
1 M 323 | VAL N-CA-C 6.16 116.73 108.11
1 Q 323 | VAL N-CA-C 6.16 116.73 108.11
1 q 323 | VAL N-CA-C 6.16 116.73 108.11
1 b 434 | MET N-CA-C 6.15 118.47 110.53
1 e 434 | MET N-CA-C 6.15 118.47 110.53
1 u 323 | VAL N-CA-C 6.15 116.72 108.11
1 0 323 | VAL N-CA-C 6.15 116.72 108.11
1 N 434 | MET N-CA-C 6.14 118.46 110.53
1 R 434 | MET N-CA-C 6.14 118.45 110.53
1 % 434 | MET N-CA-C 6.14 118.45 110.53
1 3 323 | VAL N-CA-C 6.14 116.71 108.11
1 B 434 | MET N-CA-C 6.14 118.45 110.53
1 a 434 | MET N-CA-C 6.14 118.45 110.53
1 d 434 | MET N-CA-C 6.14 118.45 110.53
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 f 434 | MET N-CA-C 6.14 118.45 110.53
1 u 434 | MET N-CA-C 6.14 118.45 110.53
1 4 434 | MET N-CA-C 6.14 118.45 110.53
1 7 434 | MET N-CA-C 6.14 118.45 110.53
1 H 323 | VAL N-CA-C 6.14 116.70 108.11
1 Y 323 | VAL N-CA-C 6.14 116.70 108.11
1 1 323 | VAL N-CA-C 6.14 116.70 108.11
1 2 323 | VAL N-CA-C 6.14 116.70 108.11
1 G 323 | VAL N-CA-C 6.14 116.70 108.11
1 O 323 | VAL N-CA-C 6.14 116.70 108.11
1 k 323 | VAL N-CA-C 6.14 116.70 108.11
1 s 323 | VAL N-CA-C 6.14 116.70 108.11
1 R 323 | VAL N-CA-C 6.13 116.70 108.11
1 \Y 323 | VAL N-CA-C 6.13 116.70 108.11
1 5 323 | VAL N-CA-C 6.13 116.70 108.11
1 D 323 | VAL N-CA-C 6.13 116.69 108.11
1 U 323 | VAL N-CA-C 6.13 116.69 108.11
1 ¢ 323 | VAL N-CA-C 6.13 116.69 108.11
1 h 323 | VAL N-CA-C 6.13 116.69 108.11
1 0 434 | MET N-CA-C 6.13 118.44 110.53
1 y 323 | VAL N-CA-C 6.13 116.69 108.11
1 Z 434 | MET N-CA-C 6.13 118.44 110.53
1 6 323 | VAL N-CA-C 6.13 116.69 108.11
1 D 434 | MET N-CA-C 6.13 118.44 110.53
1 F 323 | VAL N-CA-C 6.13 116.69 108.11
1 N 323 | VAL N-CA-C 6.13 116.69 108.11
1 U 434 | MET N-CA-C 6.13 118.44 110.53
1 ] 323 | VAL N-CA-C 6.13 116.69 108.11
1 r 323 | VAL N-CA-C 6.13 116.69 108.11
1 y 434 | MET N-CA-C 6.13 118.44 110.53
1 C 323 | VAL N-CA-C 6.13 116.69 108.11
1 T 323 | VAL N-CA-C 6.13 116.69 108.11
1 g 323 | VAL N-CA-C 6.13 116.69 108.11
1 ) 434 | MET N-CA-C 6.13 118.43 110.53
1 K 323 | VAL N-CA-C 6.12 116.68 108.11
1 L 434 | MET N-CA-C 6.12 118.42 110.53
1 S 434 | MET N-CA-C 6.12 118.42 110.53
1 p 434 | MET N-CA-C 6.12 118.42 110.53
1 w 434 | MET N-CA-C 6.12 118.42 110.53
1 A 323 | VAL N-CA-C 6.11 116.67 108.11
1 \Y 323 | VAL N-CA-C 6.11 116.67 108.11
1 a 323 | VAL N-CA-C 6.11 116.67 108.11

Continued on next page...



Page 76

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 b 323 | VAL N-CA-C 6.11 116.67 108.11
1 d 323 | VAL N-CA-C 6.11 116.67 108.11
1 e 323 | VAL N-CA-C 6.11 116.67 108.11
1 4 323 | VAL N-CA-C 6.11 116.67 108.11
1 7 323 | VAL N-CA-C 6.11 116.67 108.11
1 H 434 | MET N-CA-C 6.11 118.41 110.53
1 Y 434 | MET N-CA-C 6.11 118.41 110.53
1 1 434 | MET N-CA-C 6.11 118.41 110.53
1 t 323 | VAL N-CA-C 6.11 116.67 108.11
1 v/ 323 | VAL N-CA-C 6.11 116.66 108.11
1 2 434 | MET N-CA-C 6.11 118.41 110.53
1 L 323 | VAL N-CA-C 6.11 116.66 108.11
1 p 323 | VAL N-CA-C 6.11 116.66 108.11
1 w 323 | VAL N-CA-C 6.11 116.66 108.11
1 X 323 | VAL N-CA-C 6.11 116.66 108.11
1 1 323 | VAL N-CA-C 6.11 116.66 108.11
1 E 323 | VAL N-CA-C 6.10 116.66 108.11
1 P 323 | VAL N-CA-C 6.10 116.66 108.11
1 i 323 | VAL N-CA-C 6.10 116.66 108.11
1 J 323 | VAL N-CA-C 6.10 116.65 108.11
1 n 323 | VAL N-CA-C 6.10 116.65 108.11
1 X 323 | VAL N-CA-C 6.10 116.65 108.11
1 I 323 | VAL N-CA-C 6.10 116.65 108.11
1 W 323 | VAL N-CA-C 6.10 116.65 108.11
1 m 323 | VAL N-CA-C 6.10 116.65 108.11
1 0 323 | VAL N-CA-C 6.10 116.65 108.11
1 S 323 | VAL N-CA-C 6.10 116.65 108.11
1 B 323 | VAL N-CA-C 6.09 116.64 108.11
1 f 323 | VAL N-CA-C 6.09 116.64 108.11
1 Z 323 | VAL N-CA-C 6.08 116.63 108.11
1 E 551 | ASN N-CA-C 5.74 119.34 111.54
1 d 551 | ASN N-CA-C 2.72 119.31 111.54
1 a 551 | ASN N-CA-C 5.71 119.31 111.54
1 d 551 | ASN N-CA-C 5.71 119.31 111.54
1 4 551 | ASN N-CA-C 5.71 119.31 111.54
1 7 551 | ASN N-CA-C 5.71 119.31 111.54
1 O 551 | ASN N-CA-C 5.71 119.31 111.54
1 u 551 | ASN N-CA-C 5.71 119.30 111.54
1 v/ 551 | ASN N-CA-C 5.71 119.30 111.54
1 M 551 | ASN N-CA-C 5.70 119.30 111.54
1 Q 551 | ASN N-CA-C 5.70 119.30 111.54
1 X 551 | ASN N-CA-C 2.70 119.30 111.54
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 q 551 | ASN N-CA-C 2.70 119.30 111.54
1 B 551 | ASN N-CA-C 5.70 119.29 111.54
1 D 551 | ASN N-CA-C 5.70 119.29 111.54
1 L 551 | ASN N-CA-C 2.70 119.29 111.54
1 S 551 | ASN N-CA-C 2.70 119.29 111.54
1 U 551 | ASN N-CA-C 5.70 119.29 111.54
1 Z 551 | ASN N-CA-C 5.70 119.29 111.54
1 ¢ 551 | ASN N-CA-C 5.70 119.29 111.54
1 f 551 | ASN N-CA-C 5.70 119.29 111.54
1 h 551 | ASN N-CA-C 5.70 119.29 111.54
1 p 551 | ASN N-CA-C 2.70 119.29 111.54
1 w 551 | ASN N-CA-C 5.70 119.29 111.54
1 y 551 | ASN N-CA-C 5.70 119.29 111.54
1 3 551 | ASN N-CA-C 5.70 119.29 111.54
1 6 551 | ASN N-CA-C 5.70 119.29 111.54
1 C 551 | ASN N-CA-C 5.69 119.28 111.54
1 g 551 | ASN N-CA-C 5.69 119.28 111.54
1 1 551 | ASN N-CA-C 5.69 119.28 111.54
1 K 551 | ASN N-CA-C 5.68 119.27 111.54
1 R 551 | ASN N-CA-C 5.68 119.27 111.54
1 T 551 | ASN N-CA-C 5.68 119.27 111.54
1 b 551 | ASN N-CA-C 5.68 119.27 111.54
1 e 551 | ASN N-CA-C 5.68 119.27 111.54
1 0 551 | ASN N-CA-C 2.68 119.27 111.54
1 % 551 | ASN N-CA-C 2.68 119.27 111.54
1 X 551 | ASN N-CA-C 5.68 119.27 111.54
1 H 551 | ASN N-CA-C 5.68 119.27 111.54
1 Y 551 | ASN N-CA-C 5.68 119.27 111.54
1 1 551 | ASN N-CA-C 5.68 119.27 111.54
1 1 551 | ASN N-CA-C 5.68 119.27 111.54
1 2 551 | ASN N-CA-C 2.68 119.27 111.54
1 J 551 | ASN N-CA-C 2.68 119.27 111.54
1 n 551 | ASN N-CA-C 5.68 119.27 111.54
1 A 551 | ASN N-CA-C 5.68 119.26 111.54
1 F 551 | ASN N-CA-C 5.67 119.25 111.54
1 G 551 | ASN N-CA-C 5.67 119.25 111.54
1 N 551 | ASN N-CA-C 5.67 119.25 111.54
1 P 551 | ASN N-CA-C 2.67 119.25 111.54
1 A% 551 | ASN N-CA-C 5.67 119.25 111.54
1 j 551 | ASN N-CA-C 5.67 119.25 111.54
1 k 551 | ASN N-CA-C 5.67 119.25 111.54
1 r 551 | ASN N-CA-C 5.67 119.25 111.54
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 S 551 | ASN N-CA-C 5.67 119.25 111.54
1 t 551 | ASN N-CA-C 5.67 119.25 111.54
1 I 551 | ASN N-CA-C 5.67 119.25 111.54
1 W 551 | ASN N-CA-C 2.67 119.25 111.54
1 m 551 | ASN N-CA-C 2.67 119.25 111.54
1 0 551 | ASN N-CA-C 5.67 119.25 111.54
2 Nh 69 ILE CB-CA-C | -5.16 105.71 111.80
2 Ch 69 ILE CB-CA-C | -5.15 105.73 111.80
2 gh 69 ILE CB-CA-C | -5.15 105.73 111.80
1 t 435 | ASN CA-C-N 5.13 125.20 119.87
1 t 435 | ASN C-N-CA 5.13 125.20 119.87
2 Bh 69 ILE CB-CA-C | -5.12 105.75 111.80
2 th 69 ILE CB-CA-C | -5.12 105.75 111.80
2 zh 69 ILE CB-CA-C | -5.12 105.75 111.80
1 K 435 | ASN CA-C-N 5.12 125.20 119.87
1 K 435 | ASN C-N-CA 5.12 125.20 119.87
1 0O 435 | ASN CA-C-N 5.12 125.20 119.87
1 O 435 | ASN C-N-CA 5.12 125.20 119.87
1 S 435 | ASN CA-C-N 5.12 125.20 119.87
1 S 435 | ASN C-N-CA 5.12 125.20 119.87
1 u 435 | ASN CA-C-N 5.12 125.20 119.87
1 u 435 | ASN C-N-CA 5.12 125.20 119.87
2 Hh 69 ILE CB-CA-C | -5.12 105.76 111.80
2 Jh 69 ILE CB-CA-C | -5.12 105.76 111.80
2 Vh 69 ILE | CB-CA-C | -5.12 105.76 111.80
2 Yh 69 ILE CB-CA-C | -5.12 105.76 111.80
2 ah 69 ILE CB-CA-C | -5.12 105.76 111.80
2 dh 69 ILE CB-CA-C | -5.12 105.76 111.80
2 lh 69 ILE CB-CA-C | -5.12 105.76 111.80
2 nh 69 ILE CB-CA-C | -5.12 105.76 111.80
2 1h 69 ILE CB-CA-C | -5.12 105.76 111.80
2 2h 69 ILE | CB-CA-C | -5.12 105.76 111.80
2 4h 69 ILE CB-CA-C | -5.12 105.76 111.80
2 7h 69 ILE CB-CA-C | -5.12 105.76 111.80
2 Eh 69 ILE CB-CA-C | -5.12 105.76 111.80
2 Ph 69 ILE CB-CA-C | -5.12 105.76 111.80
2 th 69 ILE CB-CA-C | -5.12 105.76 111.80
1 N 435 | ASN CA-C-N 5.11 125.19 119.87
1 N 435 | ASN C-N-CA 5.11 125.19 119.87
2 Dh 69 ILE CB-CA-C | -5.11 105.77 111.80
2 Lh 69 ILE CB-CA-C | -5.11 105.77 111.80
2 Sh 69 ILE CB-CA-C | -5.11 105.77 111.80
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
2 Uh 69 ILE CB-CA-C | -5.11 105.77 111.80
2 Zh 69 ILE CB-CA-C | -5.11 105.77 111.80
2 ch 69 ILE CB-CA-C | -5.11 105.77 111.80
2 hh 69 ILE CB-CA-C | -5.11 105.77 111.80
2 ph 69 ILE CB-CA-C | -5.11 105.77 111.80
2 wh 69 ILE CB-CA-C | -5.11 105.77 111.80
2 3h 69 ILE CB-CA-C | -5.11 105.77 111.80
2 6h 69 ILE CB-CA-C | -5.11 105.77 111.80
1 T 435 | ASN CA-C-N 5.11 125.19 119.87
1 T 435 | ASN C-N-CA 5.11 125.19 119.87
2 Xh 69 ILE CB-CA-C | -5.11 105.77 111.80
2 Ah 69 ILE CB-CA-C | -5.11 105.77 111.80
2 bh 69 ILE CB-CA-C | -5.11 105.77 111.80
2 eh 69 ILE CB-CA-C | -5.11 105.77 111.80
2 xh 69 ILE CB-CA-C | -5.11 105.77 111.80
2 5h 69 ILE CB-CA-C | -5.11 105.77 111.80
2 vh 69 ILE CB-CA-C | -5.11 105.77 111.80
1 D 435 | ASN CA-C-N 5.11 125.18 119.87
1 D 435 | ASN C-N-CA 5.11 125.18 119.87
1 U 435 | ASN CA-C-N 5.11 125.18 119.87
1 U 435 | ASN C-N-CA 5.11 125.18 119.87
1 y 435 | ASN CA-C-N 5.11 125.18 119.87
1 y 435 | ASN C-N-CA 5.11 125.18 119.87
2 Fh 69 ILE CB-CA-C | -5.11 105.78 111.80
2 Kh 69 ILE | CB-CA-C | -5.11 105.78 111.80
2 jh 69 ILE CB-CA-C | -5.11 105.78 111.80
2 rh 69 ILE CB-CA-C | -5.11 105.78 111.80
1 2 435 | ASN CA-C-N 5.10 125.17 119.87
1 3 435 | ASN C-N-CA 5.10 125.17 119.87
2 Th 69 ILE CB-CA-C | -5.10 105.78 111.80
1 P 435 | ASN CA-C-N 5.10 125.17 119.87
1 P 435 | ASN C-N-CA 5.10 125.17 119.87
1 i 435 | ASN CA-C-N 5.10 125.17 119.87
1 i 435 | ASN C-N-CA 5.10 125.17 119.87
1 C 435 | ASN CA-C-N 5.09 125.17 119.87
1 C 435 | ASN C-N-CA 5.09 125.17 119.87
1 L 435 | ASN CA-C-N 2.09 125.17 119.87
1 L 435 | ASN C-N-CA 5.09 125.17 119.87
1 S 435 | ASN CA-C-N 5.09 125.17 119.87
1 S 435 | ASN C-N-CA 5.09 125.17 119.87
1 g 435 | ASN CA-C-N 5.09 125.17 119.87
1 g 435 | ASN C-N-CA 5.09 125.17 119.87
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 p 435 | ASN CA-C-N 5.09 125.17 119.87
1 p 435 | ASN C-N-CA 5.09 125.17 119.87
1 w 435 | ASN CA-C-N 5.09 125.17 119.87
1 w 435 | ASN C-N-CA 2.09 125.17 119.87
2 Mh 69 ILE | CB-CA-C | -5.09 105.79 111.80
2 Qh 69 ILE CB-CA-C | -5.09 105.79 111.80
2 gh 69 ILE CB-CA-C | -5.09 105.79 111.80
2 uh 69 ILE CB-CA-C | -5.09 105.79 111.80
2 Oh 69 ILE CB-CA-C | -5.09 105.79 111.80
2 sh 69 ILE CB-CA-C | -5.09 105.79 111.80
1 A 435 | ASN CA-C-N 5.09 125.16 119.87
1 A 435 | ASN C-N-CA 5.09 125.16 119.87
2 oh 69 ILE CB-CA-C | -5.09 105.80 111.80
1 G 435 | ASN CA-C-N 5.09 125.16 119.87
1 G 435 | ASN C-N-CA 5.09 125.16 119.87
1 k 435 | ASN CA-C-N 5.09 125.16 119.87
1 k 435 | ASN C-N-CA 2.09 125.16 119.87
2 ih 69 ILE | CB-CA-C | -5.09 105.80 111.80
1 \Y 435 | ASN CA-C-N 5.08 125.16 119.87
1 V 435 | ASN C-N-CA 5.08 125.16 119.87
1 V/ 435 | ASN CA-C-N 5.08 125.16 119.87
1 435 | ASN C-N-CA 5.08 125.16 119.87
2 Gh 69 ILE CB-CA-C | -5.08 105.80 111.80
2 Ih 69 ILE CB-CA-C | -5.08 105.81 111.80
2 Wh 69 ILE | CB-CA-C | -5.08 105.81 111.80
2 kh 69 ILE CB-CA-C | -5.08 105.80 111.80
2 mh 69 ILE CB-CA-C | -5.08 105.81 111.80
2 Oh 69 ILE CB-CA-C | -5.08 105.81 111.80
2 Rh 69 ILE CB-CA-C | -5.08 105.81 111.80
2 vh 69 ILE CB-CA-C | -5.08 105.81 111.80
1 R 435 | ASN CA-C-N 2.07 125.14 119.87
1 R 435 | ASN C-N-CA 5.07 125.14 119.87
1 v 435 | ASN CA-C-N 5.07 125.14 119.87
1 v 435 | ASN C-N-CA 5.07 125.14 119.87
1 X 435 | ASN CA-C-N 2.07 125.14 119.87
1 X 435 | ASN C-N-CA 2.07 125.14 119.87
1 B 435 | ASN CA-C-N 2.07 125.14 119.87
1 B 435 | ASN C-N-CA 2.07 125.14 119.87
1 H 435 | ASN CA-C-N 5.07 125.14 119.87
1 H 435 | ASN C-N-CA 5.07 125.14 119.87
1 I 435 | ASN CA-C-N 5.07 125.14 119.87
1 I 435 | ASN C-N-CA 2.07 125.14 119.87
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
1 M 435 | ASN CA-C-N 2.07 125.14 119.87
1 M 435 | ASN C-N-CA 2.07 125.14 119.87
1 Q 435 | ASN CA-C-N 2.07 125.14 119.87
1 Q 435 | ASN C-N-CA 2.07 125.14 119.87
1 W 435 | ASN CA-C-N 2.07 125.14 119.87
1 W 435 | ASN C-N-CA 5.07 125.14 119.87
1 Y 435 | ASN CA-C-N 5.07 125.14 119.87
1 Y 435 | ASN C-N-CA 5.07 125.14 119.87
1 a 435 | ASN CA-C-N 2.07 125.14 119.87
1 a 435 | ASN C-N-CA 2.07 125.14 119.87
1 d 435 | ASN CA-C-N 2.07 125.14 119.87
1 d 435 | ASN C-N-CA 2.07 125.14 119.87
1 f 435 | ASN CA-C-N 5.07 125.14 119.87
1 f 435 | ASN C-N-CA 5.07 125.14 119.87
1 h 435 | ASN CA-C-N 5.07 125.14 119.87
1 h 435 | ASN C-N-CA 2.07 125.14 119.87
1 1 435 | ASN CA-C-N 2.07 125.14 119.87
1 1 435 | ASN C-N-CA 5.07 125.14 119.87
1 m 435 | ASN CA-C-N 5.07 125.14 119.87
1 m 435 | ASN C-N-CA 5.07 125.14 119.87
1 q 435 | ASN CA-C-N 5.07 125.14 119.87
1 q 435 | ASN C-N-CA 2.07 125.14 119.87
1 2 435 | ASN CA-C-N 2.07 125.14 119.87
1 2 435 | ASN C-N-CA 2.07 125.14 119.87
1 4 435 | ASN CA-C-N 2.07 125.14 119.87
1 4 435 | ASN C-N-CA 5.07 125.14 119.87
1 7 435 | ASN CA-C-N 5.07 125.14 119.87
1 7 435 | ASN C-N-CA 2.07 125.14 119.87
1 0 435 | ASN CA-C-N 5.06 125.14 119.87
1 0 435 | ASN C-N-CA 5.06 125.14 119.87
1 E 435 | ASN CA-C-N 5.06 125.13 119.87
1 E 435 | ASN C-N-CA 5.06 125.13 119.87
1 7 435 | ASN CA-C-N 5.06 125.13 119.87
1 Z 435 | ASN C-N-CA 5.06 125.13 119.87
1 ¢ 435 | ASN CA-C-N 5.06 125.13 119.87
1 ¢ 435 | ASN C-N-CA 5.06 125.13 119.87
1 6 435 | ASN CA-C-N 2.06 125.13 119.87
1 6 435 | ASN C-N-CA 5.06 125.13 119.87
2 ih 30 | LEU N-CA-C 5.06 117.14 108.90
2 Ih 30 | LEU N-CA-C 5.06 117.14 108.90
2 Jh 30 | LEU N-CA-C 5.05 117.14 108.90
2 Xh 30 | LEU N-CA-C 5.05 117.14 108.90
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
2 nh 30 | LEU N-CA-C 5.05 117.14 108.90
2 1h 30 | LEU N-CA-C 5.05 117.14 108.90
1 b 435 | ASN CA-C-N 5.05 125.12 119.87
1 b 435 | ASN C-N-CA 2.05 125.12 119.87
1 e 435 | ASN CA-C-N 2.05 125.12 119.87
1 e 435 | ASN C-N-CA 5.05 125.12 119.87
2 Ch 30 | LEU N-CA-C 5.05 117.13 108.90
2 Eh 30 | LEU N-CA-C 5.05 117.13 108.90
2 Fh 30 | LEU N-CA-C 5.05 117.13 108.90
2 Nh 30 | LEU N-CA-C 2.05 117.13 108.90
2 Ph 30 | LEU N-CA-C 2.05 117.13 108.90
2 gh 30 | LEU N-CA-C 2.05 117.13 108.90
2 jh 30 | LEU N-CA-C 5.05 117.13 108.90
2 rh 30 | LEU N-CA-C 5.05 117.13 108.90
2 th 30 | LEU N-CA-C 5.05 117.13 108.90
1 X 435 | ASN CA-C-N 5.04 125.11 119.87
1 X 435 | ASN C-N-CA 5.04 125.11 119.87
1 0 435 | ASN CA-C-N 5.04 125.11 119.87
1 0 435 | ASN C-N-CA 5.04 125.11 119.87
2 vh 30 LEU N-CA-C 5.04 117.12 108.90
2 Gh 30 LEU N-CA-C 5.04 117.12 108.90
2 Oh 30 LEU N-CA-C 5.04 117.12 108.90
2 kh 30 | LEU N-CA-C 5.04 117.12 108.90
2 Hh 30 | LEU N-CA-C 5.04 117.11 108.90
2 Bh 30 | LEU N-CA-C 5.04 117.11 108.90
2 Vh 30 LEU N-CA-C 5.04 117.11 108.90
2 ah 30 LEU N-CA-C 5.04 117.11 108.90
2 dh 30 LEU N-CA-C 5.04 117.11 108.90
2 th 30 | LEU N-CA-C 5.04 117.11 108.90
2 zh 30 | LEU N-CA-C 5.04 117.11 108.90
2 4h 30 | LEU N-CA-C 5.04 117.11 108.90
2 7h 30 | LEU N-CA-C 5.04 117.11 108.90
2 Ah 30 LEU N-CA-C 5.04 117.11 108.90
1 3 435 | ASN CA-C-N 5.04 125.11 119.87
1 3 435 | ASN C-N-CA 5.04 125.11 119.87
2 Kh 30 | LEU N-CA-C 5.04 117.11 108.90
2 Rh 30 | LEU N-CA-C 5.04 117.11 108.90
2 Th 30 | LEU N-CA-C 5.04 117.11 108.90
2 Yh 30 | LEU N-CA-C 5.04 117.11 108.90
2 bh 30 LEU N-CA-C 5.04 117.11 108.90
2 eh 30 LEU N-CA-C 5.04 117.11 108.90
2 lh 30 | LEU N-CA-C 5.04 117.11 108.90
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
2 vh 30 | LEU N-CA-C 5.04 117.11 108.90
2 2h 30 | LEU N-CA-C 5.04 117.11 108.90
2 5h 30 LEU N-CA-C 5.04 117.11 108.90
1 1 435 | ASN CA-C-N 2.03 125.10 119.87
1 1 435 | ASN C-N-CA 2.03 125.10 119.87
1 F 435 | ASN CA-C-N 5.03 125.10 119.87
1 F 435 | ASN C-N-CA 5.03 125.10 119.87
1 ] 435 | ASN CA-C-N 5.03 125.10 119.87
1 ] 435 | ASN C-N-CA 5.03 125.10 119.87
1 r 435 | ASN CA-C-N 2.03 125.10 119.87
1 r 435 | ASN C-N-CA 2.03 125.10 119.87
2 Mh 30 | LEU N-CA-C 2.03 117.10 108.90
2 Qh 30 | LEU N-CA-C 5.03 117.10 108.90
2 gh 30 | LEU N-CA-C 5.03 117.10 108.90
2 uh 30 | LEU N-CA-C 5.03 117.10 108.90
1 J 435 | ASN CA-C-N 5.03 125.10 119.87
1 J 435 | ASN C-N-CA 2.03 125.10 119.87
1 n 435 | ASN CA-C-N 2.03 125.10 119.87
1 n 435 | ASN C-N-CA 5.03 125.10 119.87
2 Dh 30 | LEU N-CA-C 5.02 117.08 108.90
2 Uh 30 | LEU N-CA-C 5.02 117.08 108.90
2 Zh 30 | LEU N-CA-C 5.02 117.08 108.90
2 hh 30 | LEU N-CA-C 5.02 117.08 108.90
2 3h 30 | LEU N-CA-C 5.02 117.08 108.90
2 Wh 30 | LEU N-CA-C 5.02 117.08 108.90
2 mh 30 | LEU N-CA-C 5.02 117.08 108.90
2 oh 30 | LEU N-CA-C 5.02 117.08 108.90
2 sh 30 | LEU N-CA-C 5.02 117.08 108.90
2 xh 30 | LEU N-CA-C 5.02 117.08 108.90
2 Oh 30 | LEU N-CA-C 5.02 117.08 108.90
2 Lh 30 | LEU N-CA-C 5.01 117.07 108.90
2 Sh 30 | LEU N-CA-C 5.01 117.07 108.90
2 ch 30 | LEU N-CA-C 5.01 117.07 108.90
2 ph 30 | LEU N-CA-C 5.01 117.07 108.90
2 wh 30 | LEU N-CA-C 5.01 117.07 108.90
2 6h 30 | LEU N-CA-C 5.01 117.07 108.90

There are no chirality outliers.

There are no planarity outliers.
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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 0 4148 0 3901 58 0
1 1 4148 0 3901 56 0
1 2 4148 0 3901 56 0
1 3 4148 0 3901 56 0
1 4 4148 0 3901 26 0
1 d 4148 0 3901 o7 0
1 6 4148 0 3901 56 0
1 7 4148 0 3901 55 0
1 A 4148 0 3901 58 0
1 B 4148 0 3901 56 0
1 C 4148 0 3901 o7 0
1 D 4148 0 3901 56 0
1 E 4148 0 3901 95 0
1 F 4148 0 3901 56 0
1 G 4148 0 3901 56 0
1 H 4148 0 3901 o7 0
1 I 4148 0 3901 56 0
1 J 4148 0 3901 56 0
1 K 4148 0 3901 56 0
1 L 4148 0 3901 95 0
1 M 4148 0 3901 57 0
1 N 4148 0 3901 56 0
1 O 4148 0 3901 56 0
1 P 4148 0 3901 58 0
1 Q 4148 0 3901 95 0
1 R 4148 0 3901 95 0
1 S 4148 0 3901 55 0
1 T 4148 0 3901 55 0
1 U 4148 0 3901 55 0
1 \% 4148 0 3901 56 0
1 W 4148 0 3901 56 0
1 X 4148 0 3901 95 0
1 Y 4148 0 3901 56 0
1 Z 4148 0 3901 54 0
1 a 4148 0 3901 55 0
1 b 4148 0 3901 56 0
1 c 4148 0 3901 o7 0
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 d 4148 0 3901 55 0
1 e 4148 0 3901 o7 0
1 f 4148 0 3901 95 0
1 g 4148 0 3901 95 0
1 h 4148 0 3901 56 0
1 i 4148 0 3901 54 0
1 ] 4148 0 3901 55 0
1 k 4148 0 3901 55 0
1 1 4148 0 3901 56 0
1 m 4148 0 3901 o7 0
1 n 4148 0 3901 o7 0
1 0 4148 0 3901 95 0
1 p 4148 0 3901 54 0
1 q 4148 0 3901 54 0
1 r 4148 0 3901 o4 0
1 s 4148 0 3901 95 0
1 t 4148 0 3901 o4 0
1 u 4148 0 3901 o7 0
1 4 4148 0 3901 56 0
1 w 4148 0 3901 56 0
1 X 4148 0 3901 o7 0
1 y 4148 0 3901 55 0
1 z 4148 0 3901 56 0
2 Oh 1028 0 988 56 0
2 1h 1028 0 988 o7 0
2 2h 1028 0 988 56 0
2 3h 1028 0 988 58 0
2 4h 1028 0 988 59 0
2 5h 1028 0 988 58 0
2 6h 1028 0 988 95 0
2 7h 1028 0 988 o8 0
2 Ah 1028 0 988 o8 0
2 Bh 1028 0 988 58 0
2 Ch 1028 0 988 58 0
2 Dh 1028 0 988 56 0
2 Eh 1028 0 988 55 0
2 Fh 1028 0 988 95 0
2 Gh 1028 0 988 58 0
2 Hh 1028 0 988 o8 0
2 Ih 1028 0 988 57 0
2 Jh 1028 0 988 56 0
2 Kh 1028 0 988 o7 0
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
2 Lh 1028 0 988 o7 0
2 Mh 1028 0 988 56 0
2 Nh 1028 0 988 o7 0
2 Oh 1028 0 988 59 0
2 Ph 1028 0 988 95 0
2 Qh 1028 0 988 56 0
2 Rh 1028 0 988 57 0
2 Sh 1028 0 988 o7 0
2 Th 1028 0 988 56 0
2 Uh 1028 0 988 o7 0
2 Vh 1028 0 988 58 0
2 Wh 1028 0 988 o7 0
2 Xh 1028 0 988 57 0
2 Yh 1028 0 988 58 0
2 Zh 1028 0 988 55 0
2 ah 1028 0 988 59 0
2 bh 1028 0 988 o7 0
2 ch 1028 0 988 58 0
2 dh 1028 0 988 59 0
2 eh 1028 0 988 58 0
2 th 1028 0 988 58 0
2 oh 1028 0 088 57 0
2 hh 1028 0 988 56 0
2 ih 1028 0 988 o7 0
2 jh 1028 0 988 o8 0
2 kh 1028 0 988 o7 0
2 lh 1028 0 988 56 0
2 mh 1028 0 988 56 0
2 nh 1028 0 988 o7 0
2 oh 1028 0 988 o7 0
2 ph 1028 0 988 o7 0
2 gh 1028 0 988 56 0
2 rh 1028 0 988 58 0
2 sh 1028 0 988 58 0
2 th 1028 0 988 o7 0
2 uh 1028 0 988 56 0
2 vh 1028 0 988 o7 0
2 wh 1028 0 988 o7 0
2 xh 1028 0 988 o7 0
2 yvh 1028 0 988 56 0
2 zh 1028 0 988 o7 0
3 0l 799 0 776 46 0
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
3 11 799 0 776 46 0
3 21 799 0 776 43 0
3 31 799 0 776 46 0
3 4] 799 0 776 47 0
3 ol 799 0 776 44 0
3 61 799 0 776 47 0
3 71 799 0 776 46 0
3 Al 799 0 776 46 0
3 Bl 799 0 776 46 0
3 Cl 799 0 776 46 0
3 Dl 799 0 776 47 0
3 El 799 0 776 47 0
3 Fl 799 0 776 45 0
3 Gl 799 0 776 46 0
3 Hl 799 0 776 46 0
3 Il 799 0 776 45 0
3 J1 799 0 776 47 0
3 Kl 799 0 776 45 0
3 L1 799 0 776 47 0
3 Ml 799 0 776 47 0
3 NI 799 0 776 45 0
3 Ol 799 0 776 46 0
3 Pl 799 0 776 46 0
3 QI 799 0 776 46 0
3 Rl 799 0 776 43 0
3 Sl 799 0 776 45 0
3 Tl 799 0 776 47 0
3 Ul 799 0 776 46 0
3 Vi 799 0 776 46 0
3 W1 799 0 776 45 0
3 X1 799 0 776 46 0
3 Y1 799 0 776 46 0
3 Z1 799 0 776 47 0
3 al 799 0 776 46 0
3 bl 799 0 776 46 0
3 cl 799 0 776 46 0
3 dl 799 0 776 47 0
3 el 799 0 776 44 0
3 fl 799 0 776 45 0
3 gl 799 0 776 47 0
3 hl 799 0 776 46 0
3 il 799 0 776 46 0
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
3 jl 799 0 776 45 0
3 kl 799 0 776 46 0
3 11 799 0 776 43 0
3 ml 799 0 776 45 0
3 nl 799 0 776 46 0
3 ol 799 0 776 46 0
3 pl 799 0 776 45 0
3 ql 799 0 776 44 0
3 rl 799 0 776 46 0
3 sl 799 0 776 46 0
3 tl 799 0 776 47 0
3 ul 799 0 776 45 0
3 vl 799 0 776 46 0
3 wl 799 0 776 45 0
3 x! 799 0 776 46 0
3 y1 799 0 776 a7 0
3 zl 799 0 776 46 0

All All 358500 0 339900 8788 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 13.

All (8788) close contacts within the same asymmetric unit are listed below, sorted by their clash

magnitude.
Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:th:37:LEU:HD21 2:th:149:VAL:HG11 1.28 1.16
2:Sh:37:LEU:HD21 2:Sh:149:VAL:HG11 1.28 1.16
2:ih:37:LEU:HD21 2:1h:149:VAL:HG11 1.28 1.16
2:Lh:37:LEU:HD21 2:Lh:149:VAL:HG11 1.28 1.15
2:1h:37.:LEU:HD21 2:1h:149:VAL:HG11 1.28 1.15
2:gh:37:LEU:HD21 2:¢h:149:VAL:HG11 1.28 1.15
2:Th:37:LEU:HD21 2:Th:149:VAL:HG11 1.28 1.15
2:Wh:37:LEU:HD21 | 2:Wh:149:VAL:HG11 1.28 1.15
2:sh:37:LEU:HD21 2:sh:149:VAL:HG11 1.28 1.15
2:kh:37:LEU:HD21 2:kh:149:VAL:HG11 1.28 1.14
2:Ah:37:LEU:HD21 2:Ah:149:VAL:HG11 1.28 1.14
2:bh:37:LEU:HD21 2:bh:149:VAL:HG11 1.28 1.14
2:7h:37:LEU:HD21 2:7h:149:VAL:HG11 1.28 1.14
2:ah:37:LEU:HD21 2:ah:149:VAL:HG11 1.28 1.14
2:0h:37:LEU:HD21 2:0h:149:VAL:HG11 1.28 1.14
2:4h:37:LEU:HD21 2:4h:149:VAL:HG11 1.28 1.13
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:Kh:37:LEU:HD21 2:Kh:149:VAL:HG11 1.28 1.13
3:KI1:31:SER:HA 3:K1:128: THR:O 1.48 1.13
3:cl:31:SER:HA 3:cl:128: THR:O 1.48 1.13
2:Rh:37:LEU:HD21 2:Rh:149:VAL:HG11 1.28 1.13
2:vh:37:LEU:HD21 2:vh:149:VAL:HG11 1.28 1.13
3:R1:31:SER:HA 3:RI:128: THR:O 1.48 1.13
3:s1:31:SER:HA 3:81:128: THR:O 1.48 1.13
3:31:31:SER:HA 3:31:128: THR:O 1.48 1.13
2:Eh:37:LEU:HD21 2:Eh:149:VAL:HG11 1.28 1.13
2:dh:37:LEU:HD21 2:dh:149:VAL:HG11 1.28 1.13
2:mh:37:LEU:HD21 2:mh:149:VAL:HG11 1.28 1.13
2:ph:37:LEU:HD21 2:ph:149:VAL:HG11 1.28 1.13
3:Ul:31:SER:HA 3:UL:128: THR:O 1.48 1.13
3:hl:31:SER:HA 3:hl:128: THR:O 1.48 1.13
3:k1:31:SER:HA 3:k1:128: THR:O 1.48 1.13
3:ml:31:SER:HA 3:ml:128: THR:O 1.48 1.13
2:Ph:37:LEU:HD21 2:Ph:149:VAL:HG11 1.28 1.12
2:qh:37:LEU:HD21 2:qh:149:VAL:HG11 1.28 1.12
3:S1:31:SER:HA 3:S1:128: THR:O 1.48 1.12
3:dl:31:SER:HA 3:dl:128: THR:O 1.48 1.12
3:0l:31:SER:HA 3:01:128: THR:O 1.48 1.12
2:uh:37:LEU:HD21 2:uh:149:VAL:HG11 1.28 1.12
2:wh:37:LEU:HD21 2:wh:149:VAL:HG11 1.28 1.12
2:0h:37:LEU:HD21 2:0h:149:VAL:HG11 1.28 1.12
3:nl:31:SER:HA 3:nl:128: THR:O 1.48 1.12
3:11:31:SER:HA 3:11:128:THR:O 1.48 1.12
3:41:31:SER:HA 3:41:128:THR:O 1.48 1.12
2:Bh:37.LEU:HD21 2:Bh:149:VAL:HG11 1.28 1.12
2:1h:37:LEU:HD21 2:1h:149:VAL:HG11 1.28 1.12
3:Al:31:SER:HA 3:Al:128: THR:O 1.48 1.12
3:L1:31:SER:HA 3:L1:128: THR:O 1.48 1.12
3:01:31:SER:HA 3:01:128:THR:O 1.48 1.12
3:0l:31:SER:HA 3:01:128:THR:O 1.48 1.12
3:71:31:SER:HA 3:71:128: THR:O 1.48 1.12
2:2h:37:LEU:HD21 2:2h:149:VAL:HG11 1.28 1.12
3:Gl:31:SER:HA 3:G1:128:THR:O 1.48 1.12
3:71:31:SER:HA 3:7Z1:128:THR.:O 1.48 1.12
3:al:31:SER:HA 3:al:128:THR:O 1.48 1.12
3:vl:31:SER:HA 3:vl:128: THR:O 1.48 1.12
3:yl:31:SER:HA 3:yl:128: THR:O 1.48 1.12
3:61:31:SER:HA 3:61:128: THR:O 1.48 1.12
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:zh:37:LEU:HD21 2:zh:149:VAL:HG11 1.28 1.11
3:bl:31:SER:HA 3:bl:128: THR:O 1.48 1.11
3:21:31:SER:HA 3:21:128:THR:O 1.48 1.11
2:Yh:37:LEU:HD21 2:Yh:149:VAL:HG11 1.28 1.11
3:DI:31:SER:HA 3:DI1:128:THR:O 1.48 1.11
3:11:31:SER:HA 3:11:128: THR:O 1.48 1.11
3:11:31:SER:HA 3:11:128:THR:O 1.48 1.11
2:Hh:37:LEU:HD21 2:Hh:149:VAL:HG11 1.28 1.11
3:CL:31:SER:HA 3:CL:128: THR:O 1.48 1.11
3:El:31:SER:HA 3:El:128: THR:O 1.48 1.11
3:MI1:31:SER:HA 3:MI1:128: THR:O 1.48 1.11
3:N1:31:SER:HA 3:NI1:128: THR:O 1.48 1.11
3:P1:31:SER:HA 3:P1:128: THR:O 1.48 1.11
3:WI:31:SER:HA 3:WIL:128: THR:O 1.48 1.11
3:X1:31:SER:HA 3:X1:128:THR:O 1.48 1.11
3:J1:31:SER:HA 3:J1:128:THR:O 1.48 1.11
3:QL:31:SER:HA 3:Ql:128:THR:O 1.48 1.11
3:x1:31:SER:HA 3:x1:128: THR.:O 1.48 1.11
3:F1:31:SER:HA 3:F1:128: THR:O 1.48 1.11
3:Y1:31:SER:HA 3:Y1:128: THR:O 1.48 1.11
3:ql:31:SER:HA 3:ql:128: THR:O 1.48 1.11
3:H1:31:SER:HA 3:H1:128:THR:O 1.48 1.10
3:V9:31:SER:HA 3:VI1:128: THR:O 1.48 1.10
3:41:31:SER:HA 3:41:128: THR:O 1.48 1.10
3:ul:31:SER:HA 3:ul:128: THR:O 1.48 1.10
3:51:31:SER:HA 3:51:128:THR:O 1.48 1.10
3:el:31:SER:HA 3:el:128: THR:O 1.48 1.10
3:wl:31:SER:HA 3:wl:128:THR:O 1.48 1.10
2:7Zh:37:LEU:HD21 2:7Zh:149:VAL:HG11 1.28 1.10
2:ch:37:LEU:HD21 2:ch:149:VAL:HG11 1.28 1.10
3:il:31:SER:HA 3:il:128: THR:O 1.48 1.10
3:pl:31:SER:HA 3:pl:128:THR:O 1.48 1.10
2:3h:37:LEU:HD21 2:3h:149:VAL:HG11 1.28 1.10
2:Xh:37:LEU:HD21 2:Xh:149:VAL:HG11 1.28 1.10
2:6h:37:LEU:HD21 2:6h:149:VAL:HG11 1.28 1.10
3:TL:31:SER:HA 3:TL:128: THR:O 1.48 1.10
3:t1:31:SER:HA 3:t1:128: THR:O 1.48 1.10
2:Dh:37:LEU:HD21 2:Dh:149:VAL:HG11 1.28 1.09
2:Jh:37:LEU:HD21 2:Jh:149:VAL:HG11 1.28 1.09
2:Nh:37:LEU:HD21 2:Nh:149:VAL:HG11 1.28 1.09
3:gl:31:SER:HA 3:gl:128:THR:O 1.48 1.09
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
3:rl:31:SER:HA 3:r]:128: THR:O 1.48 1.09
2:xh:37:LEU:HD21 2:xh:149:VAL:HG11 1.28 1.09
2:Ch:37:LEU:HD21 2:Ch:149:VAL:HG11 1.28 1.09
2:Fh:37.LEU:HD21 2:Fh:149:VAL:HG11 1.28 1.09
3:j1:31:SER:HA 3:j1:128: THR:O 1.48 1.09
2:yh:37:LEU:HD21 2:yh:149:VAL:HG11 1.28 1.09
3:z21:31:SER:HA 3:z1:128: THR:O 1.48 1.09
2:Qh:37:LEU:HD21 2:Qh:149:VAL:HGI11 1.28 1.08
3:Bl:31:SER:HA 3:Bl:128: THR:O 1.48 1.08
2:Vh:37:LEU:HD21 2:Vh:149:VAL:HG11 1.28 1.08
2:1h:37:LEU:HD21 2:1h:149:VAL:HG11 1.28 1.08
2:Mh:37:LEU:HD21 | 2:Mh:149:VAL:HG11 1.28 1.08
2:¢h:37:LEU:HD21 2:¢h:149:VAL:HG11 1.28 1.08
2:jh:37:LEU:HD21 2:jh:149:VAL:HG11 1.28 1.08
2:nh:37:LEU:HD21 2:nh:149:VAL:HG11 1.28 1.08
2:rh:37:LEU:HD21 2:th:149:VAL:HG11 1.28 1.08
2:5h:37:LEU:HD21 2:5h:149:VAL:HG11 1.28 1.08
2:th:37:LEU:HD21 2:th:149:VAL:HG11 1.28 1.08
2:0h:37:LEU:HD21 2:0h:149:VAL:HG11 1.28 1.07
2:Gh:37.LEU:HD21 2:Gh:149:VAL:HG11 1.28 1.07
2:hh:37:LEU:HD21 2:hh:149:VAL:HG11 1.28 1.07
2:Uh:37:LEU:HD21 2:Uh:149:VAL:HG11 1.28 1.07
3:M1:53:ASN:O 3:M1:73:GLY:HA3 1.57 1.05
3:1:53:ASN:O 3:l:73:GLY:HA3 1.57 1.05
3:t1:53:ASN:O 3:t1:73:GLY:HA3 1.57 1.05
3:L1:53:ASN:O 3:L1:73:GLY:HA3 1.57 1.05
3:Ql:53:ASN:O 3:QL:73:GLY:HA3 1.57 1.05
3:S1:53:ASN:O 3:S1:73:GLY:HA3 1.57 1.05
3:el:53:ASN:O 3:el:73:GLY:HA3 1.57 1.05
3:11:53:ASN:O 3:11:73:GLY:HA3 1.57 1.05
3:P1:53:ASN:O 3:P1:73:GLY:HA3 1.57 1.05
3:WI1:53:ASN:O 3:WIL:73:GLY:HA3 1.57 1.05
3:51:53:ASN:O 3:51:73:GLY:HA3 1.57 1.05
2:Kh:106:VAL:HG23 2:Kh:110:ASP:0OD2 1.57 1.05
2:Rh:106:VAL:HG23 2:Rh:110:ASP:0D2 1.57 1.05
3:E1:53:ASN:O 3:El:73:GLY:HA3 1.57 1.05
3:J1:53:ASN:O 3:J1:73:GLY:HA3 1.57 1.05
3:X1:53:ASN:O 3:X1:73:GLY:HA3 1.57 1.05
3:71:53:ASN:O 3:71:73:GLY:HA3 1.57 1.05
3:ml:53:ASN:O 3:ml:73:GLY:HA3 1.57 1.05
2:kh:106:VAL:HG23 2:kh:110:ASP:0OD2 1.57 1.04

Continued on next page...



Page 92

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:1h:106:VAL:HG23 2:1h:110:ASP:0OD2 1.57 1.04
2:sh:106:VAL:HG23 2:sh:110:ASP:0D2 1.57 1.04
2:2h:106:VAL:HG23 2:2h:110:ASP:0OD2 1.57 1.04
3:GL:53:ASN:O 3:Gl:73:GLY:HA3 1.57 1.04
3:j1:53:ASN:O 3:j1:73:GLY:HA3 1.57 1.04
3:wl:53:ASN:O 3:wl:73:GLY:HA3 1.57 1.04
3:01:53:ASN:O 3:01:73:GLY:HA3 1.57 1.04
3:61:53:ASN:O 3:61:73:GLY:HA3 1.57 1.04
2:Xh:106:VAL:HG23 2:Xh:110:ASP:0OD2 1.57 1.04
2:7h:106:VAL:HG23 2:7h:110:ASP:0D2 1.57 1.04
3:01:53:ASN:O 3:01:73:GLY:HA3 1.57 1.04
3:pl:53:ASN:O 3:pl:73:GLY:HA3 1.57 1.04
3:r1:53:ASN:O 3:rl:73:GLY:HA3 1.57 1.04
3:31:53:ASN:O 3:31:73:GLY:HA3 1.57 1.04
3:41:53:ASN:O 3:41:73:GLY:HA3 1.57 1.04
2:Jh:106:VAL:HG23 2:Jh:110:ASP:0OD2 1.57 1.04
2:Qh:106:VAL:HG23 | 2:Qh:110:ASP:0D2 1.57 1.04
2:Vh:106:VAL:HG23 2:Vh:110:ASP:0D2 1.57 1.04
2:th:106: VAL:HG23 2:1th:110:ASP:0D2 1.57 1.04
2:mh:106:VAL:HG23 2:mh:110:ASP:0D2 1.57 1.04
2:6h:106:VAL:HG23 2:6h:110:ASP:0OD2 1.57 1.04
3:b1:53:ASN:O 3:bl:73:GLY:HA3 1.57 1.04
3:¢cl:53:ASN:O 3:cl:73:GLY:HA3 1.57 1.04
3:dl:53:ASN:O 3:dl:73:GLY:HA3 1.57 1.04
2:Bh:106:VAL:HG23 2:Bh:110:ASP:0OD2 1.57 1.04
2:Mh:106:VAL:HG23 | 2:Mh:110:ASP:0D2 1.57 1.04
2:Nh:106:VAL:HG23 2:Nh:110:ASP:0D2 1.57 1.04
3:¢1:53:ASN:O 3:gl:73:GLY:HA3 1.57 1.04
2:zh:106:VAL:HG23 2:zh:110:ASP:0OD2 1.57 1.04
2:0h:106:VAL:HG23 2:0h:110:ASP:0OD2 1.57 1.04
3:Al:53:ASN:O 3:Al:73:GLY:HA3 1.57 1.04
3:T1:53:ASN:O 3:T1:73:GLY:HA3 1.57 1.04
3:Ul:53:ASN:O 3:UL:73:GLY:HA3 1.57 1.04
3:y1:53:ASN:O 3:yl:73:GLY:HA3 1.57 1.04
2:Fh:106:VAL:HG23 2:Fh:110:ASP:0OD2 1.57 1.03
2:xh:106:VAL:HG23 2:xh:110:ASP:0D2 1.57 1.03
3:DI1:53:ASN:O 3:D1:73:GLY:HA3 1.57 1.03
3:HI1:53:ASN:O 3:HI1:73:GLY:HA3 1.57 1.03
3:h1:53:ASN:O 3:hl:73:GLY:HA3 1.57 1.03
3:ul:53:ASN:O 3:ul:73:GLY:HA3 1.57 1.03
3:2z1:53:ASN:O 3:21:73:GLY:HA3 1.57 1.03
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:Ch:106:VAL:HG23 2:Ch:110:ASP:0OD2 1.57 1.03
3:B1:53:ASN:O 3:Bl:73:GLY:HA3 1.57 1.03
3:al:53:ASN:O 3:al:73:GLY:HA3 1.57 1.03
2:Dh:106:VAL:HG23 2:Dh:110:ASP:OD2 1.57 1.03
2:Lh:106:VAL:HG23 2:Lh:110:ASP:0OD2 1.57 1.03
2:0h:106:VAL:HG23 2:0h:110:ASP:0OD2 1.57 1.03
2:Th:106:VAL:HG23 2:Th:110:ASP:0OD2 1.57 1.03
2:hh:106:VAL:HG23 2:hh:110:ASP:0OD2 1.57 1.03
2:7h:106:VAL:HG23 2:7h:110:ASP:0OD2 1.57 1.03
3:V1:53:ASN:O 3:V1:73:GLY:HA3 1.57 1.03
3:Y1:53:ASN:O 3:Y1:73:GLY:HA3 1.57 1.03
3:1:53:ASN:O 3:61:73:GLY:HA3 1.57 1.03
3:0l:53:ASN:O 3:0l:73:GLY:HA3 1.57 1.03
3:ql:53:ASN:O 3:ql:73:GLY:HA3 1.57 1.03
3:71:53:ASN:O 3:71:73:GLY:HA3 1.57 1.03
2:Sh:106:VAL:HG23 2:Sh:110:ASP:0OD2 1.57 1.03
2:¢h:106:VAL:HG23 2:¢h:110:ASP:OD2 1.57 1.03
2:yh:106:VAL:HG23 2:yh:110:ASP:OD2 1.57 1.03
3:C1:53:ASN:O 3:Cl:73:GLY:HA3 1.57 1.03
3:21:53:ASN:O 3:21:73:GLY:HA3 1.57 1.03
2:Eh:106:VAL:HG23 2:Eh:110:ASP:0OD2 1.57 1.03
2:Gh:106:VAL:HG23 2:Gh:110:ASP:0OD2 1.57 1.03
2:Uh:106:VAL:HG23 2:Uh:110:ASP:0OD2 1.57 1.03
2:ah:106:VAL:HG23 2:ah:110:ASP:0OD2 1.57 1.03
2:¢h:106:VAL:HG23 2:ch:110:ASP:OD2 1.57 1.03
2:1h:106:VAL:HG23 2:1h:110:ASP:0OD2 1.57 1.03
2:jh:106:VAL:HG23 2:jh:110:ASP:0OD2 1.57 1.03
2:uh:106:VAL:HG23 2:uh:110:ASP:0OD2 1.57 1.03
3:K1:53:ASN:O 3:KI1:73:GLY:HA3 1.57 1.03
3:R1:53:ASN:O 3:RI:73:GLY:HA3 1.57 1.03
3:11:53:ASN:O 3:11:73:GLY:HA3 1.57 1.03
3:v1:53:ASN:O 3:v1:73:GLY:HA3 1.57 1.03
3:11:53:ASN:O 3:11:73:GLY:HA3 1.57 1.03
2:Yh:106:VAL:HG23 2:Yh:110:ASP:0D2 1.57 1.02
2:0h:106:VAL:HG23 2:0h:110:ASP:0OD2 1.57 1.02
2:qh:106:VAL:HG23 2:¢h:110:ASP:0D2 1.57 1.02
2:vh:106:VAL:HG23 2:th:110:ASP:0OD2 1.57 1.02
2:vh:106:VAL:HG23 2:vh:110:ASP:0D2 1.57 1.02
2:wh:106:VAL:HG23 2:wh:110:ASP:0OD2 1.57 1.02
3:nl:53:ASN:O 3:nl:73:GLY:HA3 1.57 1.02
3:x1:53:ASN:O 3:x1:73:GLY:HA3 1.57 1.02
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Atom-1 Atom-2 distance (A) overlap (A)
2:Hh:106:VAL:HG23 2:Hh:110:ASP:0D2 1.57 1.02
2:Ph:106:VAL:HG23 2:Ph:110:ASP:OD2 1.57 1.02
2:Wh:106:VAL:HG23 | 2:Wh:110:ASP:0D2 1.57 1.02
2:bh:106:VAL:HG23 2:bh:110:ASP:0D2 1.57 1.02
2:th:106: VAL:HG23 2:th:110:ASP:0D2 1.57 1.02
2:3h:106:VAL:HG23 2:3h:110:ASP:0OD2 1.57 1.02
2:Ah:106:VAL:HG23 2:Ah:110:ASP:0D2 1.57 1.02
2:dh:106:VAL:HG23 2:dh:110:ASP:0OD2 1.57 1.02
2:ph:106:VAL:HG23 2:ph:110:ASP:0D2 1.57 1.02
2:1h:106:VAL:HG23 2:1h:110:ASP:0OD2 1.57 1.02
2:1h:106:VAL:HG23 2:Th:110:ASP:0D2 1.57 1.02
2:1nh:106:VAL:HG23 2:nh:110:ASP:0OD2 1.57 1.02
2:4h:106:VAL:HG23 2:4h:110:ASP:0OD2 1.57 1.02
3:F1:53:ASN:O 3:F1:73:GLY:HA3 1.57 1.02
3:k1:53:ASN:O 3:k1:73:GLY:HA3 1.57 1.02
3:s1:53:ASN:O 3:s1:73:GLY:HA3 1.57 1.02
3:N1:53:ASN:O 3:NI1:73:GLY:HA3 1.57 1.02
2:¢h:106:VAL:HG23 2:¢h:110:ASP:0D2 1.57 1.01
2:5h:106: VAL:HG23 2:5h:110:ASP:0OD2 1.57 1.01
1:A:497:ASN:ND2 1:C:456: THR:O 1.98 0.97
1:V:497:ASN:ND2 1:3:456: THR:O 1.99 0.96
1:Y:497:ASN:ND2 1:m:456:THR:O 2.00 0.95
1:H:497:ASN:ND2 1:0:456: THR:O 2.00 0.95
1:W:456:THR:O 1:1:497:ASN:ND2 2.00 0.95
1:e:456: THR:O 1:v:497:ASN:ND2 2.00 0.95
1:E:497:ASN:ND2 1:V:456:THR:O 2.00 0.95
1:1:456: THR:O 1:2:497:ASN:ND2 2.00 0.95
1:N:456: THR:O 1:h:497:ASN:ND2 2.00 0.95
1:b:497:ASN:ND2 1:x:456: THR:O 2.00 0.95
1:0:497:ASN:ND2 1:5:456: THR:O 2.00 0.95
1:F:456:THR:O 1:U:497:ASN:ND2 2.00 0.95
1:1:497:ASN:ND2 1:X:456:THR:O 2.00 0.95
1:J:456: THR:O 1:W:497:ASN:ND2 2.00 0.95
1:B:456: THR:O 1:t:497:ASN:ND2 2.00 0.94
1:C:497:ASN:ND2 1:R:456:THR:O 2.00 0.94
1:Y:456:THR:O 1:1:497:ASN:ND2 2.00 0.94
1:1:497:ASN:ND2 1:2:456: THR:O 2.00 0.94
1:H:456: THR:O 1:n:497:ASN:ND2 2.00 0.94
1:K:456: THR:O 1:x:497:ASN:ND2 2.00 0.94
1:K:497:ASN:ND2 1:b:456: THR:O 2.00 0.94
1:¢:456:THR:O 1:£:497:ASN:ND2 2.00 0.94
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Atom-1 Atom-2 distance (A) overlap (A)
1:G:497:ASN:ND2 1:4:456:THR:O 2.00 0.94
1:0:497:ASN:ND2 1:d:456: THR:O 2.00 0.94
1:7:497:ASN:ND2 1:1:456: THR.:O 2.00 0.94
1:1:497:ASN:ND2 1:k:456: THR:O 2.00 0.94
1:M:456: THR:O 1:j:497:ASN:ND2 2.00 0.94
1:P:497:ASN:ND2 1:£:456: THR:O 2.00 0.94
1:Q:456:THR:O 1:r:497:ASN:ND2 2.00 0.94
1:p:456:THR:O 1:4:497:ASN:ND2 2.01 0.94
1:A:456:THR:O 1:R:497:ASN:ND2 2.01 0.94
1:G:456:THR:O 1:p:497:ASN:ND2 2.00 0.94
1:M:497:ASN:ND2 1:y:456: THR:O 2.00 0.94
1:0:456:THR.:O 1:w:497:ASN:ND2 2.00 0.94
1:S:497:ASN:ND2 1:5:456: THR:O 2.00 0.94
1:X:497:ASN:ND2 1:2:456:THR:O 2.00 0.94
1:d:497:ASN:ND2 1:w:456: THR:O 2.01 0.94
1:t:456: THR:O 1:6:497:ASN:ND2 2.00 0.94
1:S:456: THR:O 1:7:497:ASN:ND2 2.01 0.94
1:U:456:THR:O 1:q:497:ASN:ND2 2.00 0.94
1:D:456:THR:O 1:Q:497:ASN:ND2 2.00 0.94
1:J:497:ASN:ND2 1:1:456: THR.:O 2.00 0.94
1:L:456: THR:O 1:a:497:ASN:ND2 2.01 0.94
1:T:456: THR:O 1:5:497:ASN:ND2 2.00 0.94
1:m:497:ASN:ND2 1:1:456: THR:O 2.00 0.93
1:n:456:THR:O 1:0:497:ASN:ND2 2.00 0.93
1:E:456: THR:O 1:3:497:ASN:ND2 2.00 0.93
1:F:497:ASN:ND2 1:q:456: THR:O 2.00 0.93
1:P:456: THR:O 1:¢:497:ASN:ND2 2.00 0.93
1:e:497:ASN:ND2 1:g:456: THR:O 2.00 0.93
1:g:497:ASN:ND2 1:v:456:THR:O 2.00 0.93
1:T:497:ASN:ND2 1:0:456: THR:O 2.00 0.93
1:D:497:ASN:ND2 1:r:456:THR:O 2.00 0.93
1:h:456:THR:O 1:u:497:ASN:ND2 2.01 0.93
1:j:456: THR:O 1:y:497:ASN:ND2 2.00 0.92
1:5:497:ASN:ND2 1:7:456:THR:O 2.00 0.92
1:B:497:ASN:ND2 1:6:456:THR:O 2.00 0.92
1:7:456: THR:O 1:2:497:ASN:ND2 2.00 0.92
1:a:456:THR:O 1:k:497:ASN:ND2 2.00 0.92
1:N:497:ASN:ND2 1:u:456: THR:O 2.03 0.91
2:1h:25:GLU:HG3 2:1h:116:CYS:SG 2.12 0.90
2:2h:25:GLU:HG3 2:2h:116:CYS:SG 2.12 0.90
2:3h:25:GLU:HG3 2:3h:116:CYS:SG 2.12 0.90
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Atom-1 Atom-2 distance (A) overlap (A)
2:ah:25:GLU:HG3 2:ah:116:CYS:SG 2.12 0.90
2:¢h:25:GLU:HG3 2:¢h:116:CYS:SG 2.12 0.90
2:1h:25:GLU:HG3 2:1h:116:CYS:SG 2.12 0.90
2:7h:25:GLU:HG3 2:7h:116:CYS:SG 2.12 0.90
2:Uh:25:GLU:HG3 2:Uh:116:CYS:SG 2.12 0.90
2:hh:25:GLU:HG3 2:hh:116:CYS:SG 2.12 0.90
2:nh:25:GLU:HG3 2:nh:116:CYS:SG 2.12 0.90
2:th:25:GLU:HG3 2:th:116:CYS:SG 2.12 0.90
2:xh:25:GLU:HG3 2:xh:116:CYS:SG 2.12 0.90
2:1h:25:GLU:HG3 2:1h:116:CYS:SG 2.12 0.90
2:Ch:25:GLU:HG3 2:Ch:116:CYS:SG 2.12 0.90
2:Kh:25:GLU:HG3 2:Kh:116:CYS:SG 2.12 0.90
2:Rh:25:GLU:HG3 2:Rh:116:CYS:SG 2.12 0.90
2:Bh:25:GLU:HG3 2:Bh:116:CYS:SG 2.12 0.90
2:Eh:25:GLU:HG3 2:Eh:116:CYS:SG 2.12 0.90
2:Ph:25:GLU:HG3 2:Ph:116:CYS:SG 2.12 0.90
2:Wh:25:GLU:HG3 2:Wh:116:CYS:SG 2.12 0.90
2:zh:25:GLU:HG3 2:zh:116:CYS:SG 2.12 0.90
2:1h:25:GLU:HG3 2:Th:116:CYS:SG 2.12 0.90
2:Th:25:GLU:HG3 2:Th:116:CYS:SG 2.12 0.89
2:gh:25:GLU:HG3 2:¢h:116:CYS:SG 2.12 0.89
2:Lh:25:GLU:HG3 2:Lh:116:CYS:SG 2.12 0.89
2:Sh:25:GLU:HG3 2:Sh:116:CYS:SG 2.12 0.89
2:mh:25:GLU:HG3 2:mh:116:CYS:SG 2.12 0.89
2:0h:25:GLU:HG3 2:0h:116:CYS:SG 2.12 0.89
2:Hh:25:GLU:HG3 2:Hh:116:CYS:SG 2.12 0.89
2:0h:25:GLU:HG3 2:0h:116:CYS:SG 2.12 0.89
2:Yh:25:GLU:HG3 2:Yh:116:CYS:SG 2.12 0.89
2:0h:25:GLU:HG3 2:0h:116:CYS:SG 2.12 0.89
2:Qh:25:GLU:HG3 2:Qh:116:CYS:SG 2.12 0.89
2:vh:25:GLU:HG3 2:vh:116:CYS:SG 2.12 0.89
1:0:238:ARG:HH21 1:0:238:ARG:HG2 1.38 0.89
1:v:238:ARG:HG2 1:v:238:ARG:HH21 1.38 0.89
1:0:238:ARG:HG2 1:0:238:ARG:HH21 1.38 0.89
2:Fh:25:GLU:HG3 2:Fh:116:CYS:SG 2.12 0.89
2:Gh:25:GLU:HG3 2:Gh:116:CYS:SG 2.12 0.89
2:Mh:25:GLU:HG3 2:Mh:116:CYS:SG 2.12 0.89
2:Vh:25:GLU:HG3 2:Vh:116:CYS:SG 2.12 0.89
2:fh:25:GLU:HG3 2:th:116:CYS:SG 2.12 0.89
2:wh:25:GLU:HG3 2:wh:116:CYS:SG 2.12 0.89
1:J:238:ARG:HG2 1:J:238:ARG:HH21 1.38 0.89
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Atom-1 Atom-2 distance (A) overlap (A)
1:M:238:ARG:HG2 1:M:238:ARG:HH21 1.38 0.89
1:m:238:ARG:HG2 1:m:238:ARG:HH21 1.38 0.89
1:n:238:ARG:HG2 1:n:238:ARG:HH21 1.38 0.89
1:1:238:ARG:HH21 1:1:238:ARG:HG2 1.38 0.89
2:¢h:25:GLU:HG3 2:¢h:116:CYS:SG 2.12 0.89
2:ph:25:GLU:HG3 2:ph:116:CYS:SG 2.12 0.89
2:5h:25:GLU:HG3 2:5h:116:CYS:SG 2.12 0.89
2:6h:25:GLU:HG3 2:6h:116:CYS:SG 2.12 0.89
1:P:238:ARG:HG2 1:P:238:ARG:HH21 1.38 0.89
1:Q:238:ARG:HH21 1:Q:238:ARG:HG2 1.38 0.89
1:X:238:ARG:HG2 1:X:238:ARG:HH21 1.38 0.89
2:Nh:25:GLU:HG3 2:Nh:116:CYS:SG 2.12 0.89
2:Jh:25:GLU:HG3 2:Jh:116:CYS:SG 2.12 0.89
2:7h:25:GLU:HG3 2:7h:116:CYS:SG 2.12 0.89
2:1h:25:GLU:HG3 2:1h:116:CYS:SG 2.12 0.89
2:uh:25:GLU:HG3 2:uh:116:CYS:SG 2.12 0.89
1:E:238:ARG:HG2 1:E:238:ARG:HH21 1.38 0.89
1:V:238:ARG:HH21 1:V:238:ARG:HG2 1.38 0.89
1:£:238:ARG:HG2 1:£:238:ARG:HH21 1.38 0.89
1:3:238:ARG:HG2 1:3:238:ARG:HH21 1.38 0.89
2:Ah:25:GLU:HG3 2:Ah:116:CYS:SG 2.12 0.89
2:Dh:25:GLU:HG3 2:Dh:116:CYS:SG 2.12 0.89
2:Xh:25:GLU:HG3 2:Xh:116:CYS:SG 2.12 0.89
2:jh:25:GLU:HG3 2:jh:116:CYS:SG 2.12 0.89
2:sh:25:GLU:HG3 2:3h:116:CYS:SG 2.12 0.89
1:1:238:ARG:HG2 1:1:238:ARG:HH21 1.38 0.88
2:qh:25:GLU:HG3 2:qh:116:CYS:SG 2.12 0.88
2:yh:25:GLU:HG3 2:yh:116:CYS:SG 2.12 0.88
1:1:238:ARG:HH21 1:1L:238:ARG:HG2 1.38 0.88
1:S:238:ARG:HG2 1:S:238:ARG:HH21 1.38 0.88
1:7:238:ARG:HG2 1:7:238:ARG:HH21 1.38 0.88
1:h:238:ARG:HG2 1:h:238:ARG:HH21 1.38 0.88
1:6:238:ARG:HH21 1:6:238:ARG:HG2 1.38 0.88
2:bh:25:GLU:HG3 2:bh:116:CYS:SG 2.12 0.88
2:kh:25:GLU:HG3 2:kh:116:CYS:SG 2.12 0.88
1:U:238:ARG:HG2 1:U:238:ARG:HH21 1.38 0.88
1:¢:238:ARG:HG2 1:€:238:ARG:HH21 1.38 0.88
2:dh:25:GLU:HG3 2:dh:116:CYS:SG 2.12 0.88
2:4h:25:GLU:HG3 2:4h:116:CYS:SG 2.12 0.88
1:5:238:ARG:HG2 1:5:238:ARG:HH21 1.38 0.88
1:6:657:PRO:HB3 1:6:666:PHE:HZ 1.39 0.88
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Atom-1 Atom-2 distance (A) overlap (A)
1:W:657:PRO:HB3 1:W:666:PHE:HZ 1.39 0.88
1:7:657:PRO:HB3 1:7:666:PHE:HZ 1.39 0.88
1:G:238:ARG:HG2 1:G:238:ARG:HH21 1.38 0.88
1:1:657:PRO:HB3 1:1:666:PHE:HZ 1.39 0.88
1:0:238:ARG:HG2 1:0:238:ARG:HH21 1.38 0.87
1:R:238:ARG:HG2 1:R:238:ARG:HH21 1.38 0.87
1:3:238:ARG:HH21 1:3:238:ARG:HG2 1.38 0.87
1:1:238:ARG:HH21 1:1:238:ARG:HG2 1.38 0.87
1:¢:238:ARG:HG2 1:¢:238:ARG:HH21 1.38 0.87
1:0:657:PRO:HB3 1:0:666:PHE:HZ 1.39 0.87
1:q:657:PRO:HB3 1:q:666:PHE:HZ 1.39 0.87
1:D:238:ARG:HH21 1:D:238:ARG:HG2 1.38 0.87
1:u:657:PRO:HB3 1:u:666:PHE:HZ 1.39 0.87
1:v:657:PRO:HB3 1:v:666:PHE:HZ 1.39 0.87
1:A:657:PRO:HB3 1:A:666:PHE:HZ 1.39 0.87
1:C:238:ARG:HG2 1:C:238:ARG:HH21 1.38 0.87
1:W:238:ARG:HG2 1:W:238:ARG:HH21 1.38 0.87
1:b:657:PRO:HB3 1:b:666:PHE:HZ 1.39 0.87
1:u:238:ARG:HG2 1:u:238:ARG:HH21 1.38 0.87
1:x:238:ARG:HG2 1:x:238:ARG:HH21 1.38 0.87
1:2:238:ARG:HG2 1:2:238:ARG:HH21 1.38 0.87
1:K:238:ARG:HG2 1:K:238:ARG:HH21 1.38 0.87
1:N:238:ARG:HH21 1:N:238:ARG:HG2 1.38 0.87
1:T:238:ARG:HH21 1:T:238:ARG:HG2 1.38 0.87
1:1:238:ARG:HH21 1:1:238:ARG:HG2 1.38 0.87
1:q:238:ARG:HH21 1:q:238:ARG:HG2 1.38 0.87
1:g:238:ARG:HH21 1:g:238:ARG:HG2 1.38 0.87
1:t:238:ARG:HH21 1:t:238:ARG:HG2 1.38 0.87
1:y:238:ARG:HH21 1:y:238:ARG:HG2 1.38 0.87
1:2:238:ARG:HG2 1:2:238:ARG:HH21 1.38 0.87
1:0:657:PRO:HB3 1:0:666:PHE:HZ 1.39 0.87
1:b:238:ARG:HG2 1:b:238:ARG:HH21 1.38 0.87
1:4:657:PRO:HB3 1:4:666:PHE:HZ 1.39 0.87
3:MIL:57: TRP:CH2 3:MI:110:CYS:SG 2.68 0.87
3:QL:57:TRP:CH2 3:QL:110:CYS:SG 2.68 0.87
1:A:238:ARG:HH21 1:A:238:ARG:HG2 1.38 0.87
1:d:657:PRO:HB3 1:d:666:PHE:HZ 1.39 0.87
1:1:238:ARG:HH21 1:1:238:ARG:HG2 1.38 0.87
1:m:657:PRO:HB3 1:m:666:PHE:HZ 1.39 0.87
3:J1:57: TRP:CH2 3:J1:110:CYS:SG 2.68 0.87
3:X1:57:TRP:CH2 3:X1:110:CYS:SG 2.68 0.87
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3:YL:57:-TRP:CH2 3:YL:110:CYS:SG 2.68 0.87
3:7Z1:57:TRP:CH2 3:71:110:CYS:SG 2.68 0.87
3:al:57: TRP:CH2 3:al:110:CYS:SG 2.68 0.87
3:01:57: TRP:CH2 3:01:110:CYS:SG 2.68 0.87
3:vL:57: TRP:CH2 3:v1:110:CYS:SG 2.68 0.87
3:61:57: TRP:CH2 3:61:110:CYS:SG 2.68 0.87
3:71:57: TRP:CH2 3:71:110:CYS:SG 2.68 0.87
3:FL1:57:- TRP:CH2 3:F1:110:CYS:SG 2.68 0.87
3:L:57: TRP:CH2 3:1:110:CYS:SG 2.68 0.87
3:ml:57: TRP:CH2 3:ml:110:CYS:SG 2.68 0.87
3:t1:57: TRP:CH2 3:t1:110:CYS:SG 2.68 0.87
3:x1:57: TRP:CH2 3:x1:110:CYS:SG 2.68 0.87
1:C:657:PRO:HB3 1:C:666:PHE:HZ 1.39 0.86
1:1:657:PRO:HB3 1:r:666:PHE:HZ 1.39 0.86
1:5:238:ARG:HG2 1:5:238:ARG:HH21 1.38 0.86
1:w:657:PRO:HB3 1:w:666:PHE:HZ 1.39 0.86
3:BL:57: TRP:CH2 3:BL:110:CYS:SG 2.68 0.86
3:CL57:TRP:CH2 3:CL:110:CYS:SG 2.68 0.86
3:H1:57:TRP:CH2 3:HI:110:CYS:SG 2.68 0.86
3:NI:57:TRP:CH2 3:NI:110:CYS:SG 2.68 0.86
3:kl:57:TRP:CH2 3:k1:110:CYS:SG 2.68 0.86
3:01:57:TRP:CH2 3:01:110:CYS:SG 2.68 0.86
1:B:238:ARG:HG2 1:B:238:ARG:HH21 1.38 0.86
1:F:238:ARG:HH21 1:F:238:ARG:HG2 1.38 0.86
1:h:657:PRO:HB3 1:h:666:PHE:HZ 1.39 0.86
1:k:238:ARG:HG2 1:k:238:ARG:HH21 1.38 0.86
3:K1:57:TRP:CH2 3:K1:110:CYS:SG 2.68 0.86
3:L1:57:-TRP:CH2 3:L1:110:CYS:SG 2.68 0.86
3:RL:57: TRP:CH2 3:R1:110:CYS:SG 2.68 0.86
3:SL57: TRP:CH2 3:S1:110:CYS:SG 2.68 0.86
3:TL:57:TRP:CH2 3:TL:110:CYS:SG 2.68 0.86
3:sL:57: TRP:CH2 3:81:110:CYS:SG 2.68 0.86
3:zl:57: TRP:CH2 3:z1:110:CYS:SG 2.68 0.86
3:21:57: TRP:CH2 3:21:110:CYS:SG 2.68 0.86
3:31:57: TRP:CH2 3:31:110:CYS:SG 2.68 0.86
1:B:657:PRO:HB3 1:B:666:PHE:HZ 1.39 0.86
1:H:238:ARG:HG2 1:H:238:ARG:HH21 1.38 0.86
1:U:657:PRO:HB3 1:U:666:PHE:HZ 1.39 0.86
1:p:657:PRO:HB3 1:p:666:PHE:HZ 1.39 0.86
1:w:238:ARG:HH21 1:w:238:ARG:HG2 1.38 0.86
3:El:57:TRP:CH2 3:El:110:CYS:SG 2.68 0.86
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3:11:57: TRP:CH2 3:11:110:CYS:SG 2.68 0.86
3:P1:57:TRP:CH2 3:PL1:110:CYS:SG 2.68 0.86
3:cl:57: TRP:CH2 3:cl:110:CYS:SG 2.68 0.86
3:gl:57:"TRP:CH2 3:gl:110:CYS:SG 2.68 0.86
3:nl:57: TRP:CH2 3:nl:110:CYS:SG 2.68 0.86
3:pl:57:TRP:CH2 3:pl:110:CYS:SG 2.68 0.86
3:wl:57: TRP:CH2 3:wl:110:CYS:SG 2.68 0.86
3:11:57: TRP:CH2 3:11:110:CYS:SG 2.68 0.86
3:51:57: TRP:CH2 3:51:110:CYS:SG 2.68 0.86
1:Q:657:PRO:HB3 1:Q:666:PHE:HZ 1.39 0.86
1:j:657:PRO:HB3 1:j:666:PHE:HZ 1.39 0.86
1:x:657:PRO:HB3 1:x:666:PHE:HZ 1.39 0.86
1:2z:657:PRO:HB3 1:2:666:PHE:HZ 1.39 0.86
3:ALl:57:-TRP:CH2 3:Al:110:CYS:SG 2.68 0.86
3:WL57:TRP:CH2 3:WI1:110:CYS:SG 2.68 0.86
3:bl:57:TRP:CH2 3:bl:110:CYS:SG 2.68 0.86
3:dL:57:TRP:CH2 3:dl:110:CYS:SG 2.68 0.86
3:el:57: TRP:CH2 3:el:110:CYS:SG 2.68 0.86
3:hl:57: TRP:CH2 3:hl:110:CYS:SG 2.68 0.86
3:j1:57: TRP:CH2 3:j1:110:CYS:SG 2.68 0.86
3:11:57: TRP:CH2 3:11:110:CYS:SG 2.68 0.86
3:41:57:TRP:CH2 3:41:110:CYS:SG 2.68 0.86
3:UL:57:TRP:CH2 3:UL:110:CYS:SG 2.68 0.86
3:rl:57:TRP:CH2 3:r1:110:CYS:SG 2.68 0.86
1:Y:238:ARG:HH21 1:Y:238:ARG:HG2 1.38 0.86
1:p:238:ARG:HG2 1:p:238:ARG:HH21 1.38 0.86
1:M:657:PRO:HB3 1:M:666:PHE:HZ 1.39 0.86
1:V:657:PRO:HB3 1:V:666:PHE:HZ 1.39 0.86
1:5:657:PRO:HB3 1:5:666:PHE:HZ 1.39 0.86
3:ql:57: TRP:CH2 3:ql:110:CYS:SG 2.68 0.86
3:yl:57: TRP:CH2 3:y1:110:CYS:SG 2.68 0.86
1:0:657:PRO:HB3 1:0:666:PHE:HZ 1.39 0.86
1:£:657:PRO:HB3 1:1:666:PHE:HZ 1.39 0.86
1:5:657:PRO:HB3 1:5:666:PHE:HZ 1.39 0.86
3:DL:57: TRP:CH2 3:D1:110:CYS:SG 2.68 0.86
3:GL:57: TRP:CH2 3:Gl:110:CYS:SG 2.68 0.86
3:01:57:TRP:CH2 3:01:110:CYS:SG 2.68 0.86
1:H:657:PRO:HB3 1:H:666:PHE:HZ 1.39 0.86
1:S:657:PRO:HB3 1:S:666:PHE:HZ 1.39 0.86
1:e:657:PRO:HB3 1:e:666:PHE:HZ 1.39 0.86
3:ul:57: TRP:CH2 3:ul:110:CYS:SG 2.68 0.86
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1:1:657:PRO:HB3 1:1:666:PHE:HZ 1.39 0.86
1:4:238:ARG:HG2 1:4:238:ARG:HH21 1.38 0.86
1:G:657:PRO:HB3 1:G:666:PHE:HZ 1.39 0.85
1:K:657:PRO:HB3 1:K:666:PHE:HZ 1.39 0.85
1:R:657:PRO:HB3 1:R:666:PHE:HZ 1.39 0.85
1:k:657:PRO:HB3 1:k:666:PHE:HZ 1.39 0.85
1:E:657:PRO:HB3 1:E:666:PHE:HZ 1.39 0.85
1:L:657:PRO:HB3 1:L:666:PHE:HZ 1.39 0.85
1:Y:657:PRO:HB3 1:Y:666:PHE:HZ 1.39 0.85
1:7:657:PRO:HB3 1:7:666:PHE:HZ 1.39 0.85
1:d:238:ARG:HH21 1:d:238:ARG:HG2 1.38 0.85
1:F:657:PRO:HB3 1:F:666:PHE:HZ 1.39 0.85
1:a:657:PRO:HB3 1:a:666:PHE:HZ 1.39 0.85
1:n:657:PRO:HB3 1:n:666:PHE:HZ 1.39 0.85
1:1:657:PRO:HB3 1:1:666:PHE:HZ 1.39 0.85
3:V9I:57:TRP:CH2 3:V1:110:CYS:SG 2.68 0.85
3:4:57:TRP:CH2 3:4:110:CYS:SG 2.68 0.85
1:P:657:PRO:HB3 1:P:666:PHE:HZ 1.39 0.85
1:t:657:PRO:HB3 1:t:666:PHE:HZ 1.39 0.85
1:N:657:PRO:HB3 1:N:666:PHE:HZ 1.39 0.85
1:T:657:PRO:HB3 1:T:666:PHE:HZ 1.39 0.85
1:D:657:PRO:HB3 1:D:666:PHE:HZ 1.39 0.85
1:g:657:PRO:HB3 1:g:666:PHE:HZ 1.39 0.85
1:1:657:PRO:HB3 1:1:666:PHE:HZ 1.39 0.85
1:2:657:PRO:HB3 1:2:666:PHE:HZ 1.39 0.85
1:y:657:PRO:HB3 1:y:666:PHE:HZ 1.39 0.85
1:A:324:THR:0G1 2:Ah:130: THR:HG22 1.75 0.85
1:J:657:PRO:HB3 1:J:666:PHE:HZ 1.39 0.84
1:7:238:ARG:HG2 1:7:238:ARG:HH21 1.38 0.84
1:X:657:PRO:HB3 1:X:666:PHE:HZ 1.39 0.84
1:a:238:ARG:HH21 1:a:238:ARG:HG2 1.38 0.84
1:3:657:PRO:HB3 1:3:666:PHE:HZ 1.39 0.84
3:Y1:60:GLN:O 3:Y1:106:ALA:HB1 1.78 0.84
3:H1:60:GLN:O 3:HI1:106:ALA:HB1 1.78 0.84
3:MI1:60:GLN:O 3:MI1:106:ALA:HB1 1.78 0.84
3:QL:60:GLN:O 3:Ql:106:ALA:HB1 1.78 0.84
3:¢l:60:GLN:O 3:cl:106:ALA:HB1 1.78 0.84
3:K1:60: GLN:O 3:KI1:106:ALA:HB1 1.78 0.84
3:RI1:60:GLN:O 3:RI1:106:ALA:HB1 1.78 0.84
3:UL:42:CYS:HB3 3:UL:110:CYS:SG 2.18 0.84
3:WI:60:GLN:O 3:WIL:106:ALA:HB1 1.78 0.84
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3:h1:42:CYS:HB3 3:hl:110:CYS:SG 2.18 0.84

3:31:60:GLN:O 3:31:106:ALA:HB1 1.78 0.84
1:¢:657:PRO:HB3 1:¢:666:PHE:HZ 1.39 0.84
3:Bl:42:CYS:HB3 3:BL:110:CYS:SG 2.18 0.84

3:11:60: GLN:O 3:11:106:ALA:HB1 1.78 0.84

3:TL:60:GLN:O 3:T1:106:ALA:HB1 1.78 0.84

3:¢1:60: GLN:O 3:¢1:106:ALA:HB1 1.78 0.84
3:j1:42:CYS:HB3 3:j1:110:CYS:SG 2.18 0.84
3:kl:42:CYS:HB3 3:kl:110:CYS:SG 2.18 0.84
3:11:42:CYS:HB3 3:r1:110:CYS:SG 2.18 0.84
3:s1:42:CYS:HB3 3:81:110:CYS:SG 2.18 0.84
3:z1:42:CYS:HB3 3:z1:110:CYS:SG 2.18 0.84
3:71:42:CYS:HB3 3:71:110:CYS:SG 2.18 0.84
1:u:385:GLN:OE1 1:0:706:LYS:HD3 1.78 0.84
3:P1:42:CYS:HB3 3:PL1:110:CYS:SG 2.18 0.84
3:al:42:CYS:HB3 3:al:110:CYS:SG 2.18 0.84

3:el:60:GLN:O 3:el:106:ALA:HB1 1.78 0.84
3:nl:42:CYS:HB3 3:nl:110:CYS:SG 2.18 0.84
3:11:42:CYS:HB3 3:11:110:CYS:SG 2.18 0.84

3:51:60: GLN:O 3:51:106:ALA:HB1 1.78 0.84
3:D1:42:CYS:HB3 3:DL:110:CYS:SG 2.18 0.84
3:El:42:CYS:HB3 3:El:110:CYS:SG 2.18 0.84
3:R1:42:CYS:HB3 3:RI1:110:CYS:SG 2.18 0.84

3:UL:60:GLN:O 3:Ul:106:ALA:HB1 1.78 0.84
3:y1:42:CYS:HB3 3:y1:110:CYS:SG 2.18 0.84
3:01:42:CYS:HB3 3:01:110:CYS:SG 2.18 0.84

3:G1:60:GLN:O 3:Gl:106:ALA:HB1 1.78 0.83
3:K1:42:CYS:HB3 3:KI1:110:CYS:SG 2.18 0.83

3:hl:60: GLN:O 3:hl:106:ALA:HB1 1.78 0.83
3:11:42:CYS:HB3 3:1:110:CYS:SG 2.18 0.83
3:ml:42:CYS:HB3 3:ml:110:CYS:SG 2.18 0.83
3:t1:42:CYS:HB3 3:t1:110:CYS:SG 2.18 0.83
3:Cl:42:CYS:HB3 3:CL:110:CYS:SG 2.18 0.83
3:G1:42:CYS:HB3 3:Gl:110:CYS:SG 2.18 0.83

3:01:60:GLN:O 3:01:106:ALA:HB1 1.78 0.83
3:T1:42:CYS:HB3 3:TL:110:CYS:SG 2.18 0.83
3:01:42:CYS:HB3 3:01:110:CYS:SG 2.18 0.83
3:x1:42:CYS:HB3 3:x1:110:CYS:SG 2.18 0.83
3:51:42:CYS:HB3 3:51:110:CYS:SG 2.18 0.83
3:71:42:CYS:HB3 3:71:110:CYS:SG 2.18 0.83
3:el:42:CYS:HB3 3:el:110:CYS:SG 2.18 0.83
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3:¢1:42:CYS:HB3 3:gl:110:CYS:SG 2.18 0.83
3:Ml1:42:CYS:HB3 3:MI:110:CYS:SG 2.18 0.83
3:pl:42:CYS:HB3 3:pl:110:CYS:SG 2.18 0.83
3:wl:42:CYS:HB3 3:wl:110:CYS:SG 2.18 0.83
1:0:385:GLN:OE1 1:u:706:LYS:HD3 1.79 0.83
3:Al:42:CYS:HB3 3:Al:110:CYS:SG 2.18 0.83
3:QL:42:CYS:HB3 3:Ql:110:CYS:SG 2.18 0.83
3:V1:60:GLN:O 3:VI9:106:ALA:HB1 1.78 0.83
3:al:60:GLN:O 3:al:106:ALA:HB1 1.78 0.83
3:01:42:CYS:HB3 3:01:110:CYS:SG 2.18 0.83
3:vl:42:CYS:HB3 3:v1:110:CYS:SG 2.18 0.83
3:61:42:CYS:HB3 3:61:110:CYS:SG 2.18 0.83
3:L1:60:GLN:O 3:L1:106:ALA:HB1 1.78 0.83
3:Y1:42:CYS:HB3 3:YL:110:CYS:SG 2.18 0.83
3:s1:60:GLN:O 3:s1:106:ALA:HB1 1.78 0.83
3:71:60:GLN:O 3:71:106:ALA:HB1 1.78 0.83
2:Mh:36: THR:HA 2:Mh:103:LEU:O 1.79 0.83
3:E1:60:GLN:O 3:El:106:ALA:HB1 1.78 0.83
3:H1:42:CYS:HB3 3:HI:110:CYS:SG 2.18 0.83
3:J1:42:CYS:HB3 3:J1:110:CYS:SG 2.18 0.83
3:S1:42:CYS:HB3 3:S1:110:CYS:SG 2.18 0.83
3:cl:42:CYS:HB3 3:cl:110:CYS:SG 2.18 0.83
3:4:60:GLN:O 3:4:106:ALA:HB1 1.78 0.83
3:11:60:GLN:O 3:11:106:ALA:HB1 1.78 0.83
3:pl:60:GLN:O 3:pl:106:ALA:HB1 1.78 0.83
3:v1:60:GLN:O 3:v1:106:ALA:HB1 1.78 0.83
2:Kh:36:THR:HA 2:Kh:103:LEU:O 1.79 0.83
2:Qh:36: THR:HA 2:Qh:103:LEU:O 1.79 0.83
2:Rh:36: THR:HA 2:Rh:103:LEU:O 1.79 0.83
3:L1:42:CYS:HB3 3:L1:110:CYS:SG 2.18 0.83
3:S1:60:GLN:O 3:51:106:ALA:HB1 1.78 0.83
3:bl:42:CYS:HB3 3:bl:110:CYS:SG 2.18 0.83
3:kl:60:GLN:O 3:kl:106:ALA:HB1 1.78 0.83
3:21:60: GLN:O 3:z1:106:ALA:HB1 1.78 0.83
2:kh:36: THR:HA 2:kh:103:LEU:O 1.79 0.83
2:sh:36: THR:HA 2:sh:103:LEU:O 1.79 0.83
3:P1:60:GLN:O 3:P1:106:ALA:HB1 1.78 0.83
3:X1:42:CYS:HB3 3:X1:110:CYS:SG 2.18 0.83
3:X1:60:GLN:O 3:X1:106:ALA:HB1 1.78 0.83
3:01:60: GLN:O 3:0l:106:ALA:HB1 1.78 0.83
3:ql:42:CYS:HB3 3:ql:110:CYS:SG 2.18 0.83
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3:ul:42:CYS:HB3 3:ul:110:CYS:SG 2.18 0.83
3:wl:60: GLN:O 3:wl:106:ALA:HB1 1.78 0.83
3:21:60: GLN:O 3:21:106:ALA:HB1 1.78 0.83
1:V:706:LYS:HD3 1:x:385:GLN:OE1 1.79 0.82
2:qh:36: THR:HA 2:¢h:103:LEU:O 1.79 0.82
2:zh:36: THR:HA 2:zh:103:LEU:O 1.79 0.82
3:Al:60:GLN:O 3:Al:106:ALA:HB1 1.78 0.82
3:B1:60:GLN:O 3:B1:106:ALA:HB1 1.78 0.82
3:N1:60: GLN:O 3:N1:106:ALA:HB1 1.78 0.82
3:dl:60:GLN:O 3:dl:106:ALA:HB1 1.78 0.82
3:31:42:CYS:HB3 3:31:110:CYS:SG 2.18 0.82
2:Bh:36: THR:HA 2:Bh:103:LEU:O 1.79 0.82
2:Jh:36: THR:HA 2:Jh:103:LEU:O 1.79 0.82
2:uh:36: THR:HA 2:uh:103:LEU:O 1.79 0.82
3:F1:60:GLN:O 3:F1:106:ALA:HB1 1.78 0.82
3:GL57:TRP:CZ3 3:Gl:110:CYS:SG 2.72 0.82
3:01:57:TRP:CZ3 3:01:110:CYS:SG 2.73 0.82
3:l:57:TRP:CZ3 3:1:110:CYS:SG 2.73 0.82
3:i1:60:GLN:O 3:11:106:ALA:HB1 1.78 0.82
3:t1:57: TRP:CZ3 3:t1:110:CYS:SG 2.73 0.82
3:41:57:-TRP:CZ3 3:41:110:CYS:SG 2.73 0.82
2:Ah:36:THR:HA 2:Ah:103:LEU:O 1.79 0.82
2:Lh:36: THR:HA 2:Lh:103:LEU:O 1.79 0.82
2:Xh:36: THR:HA 2:Xh:103:LEU:O 1.79 0.82
2:Yh:36:THR:HA 2:Yh:103:LEU:O 1.79 0.82
2:bh:36: THR:HA 2:bh:103:LEU:O 1.79 0.82
3:HI:57:TRP:CZ3 3:H1:110:CYS:SG 2.73 0.82
3:11:42:CYS:HB3 3:11:110:CYS:SG 2.18 0.82
3:J1:60:GLN:O 3:J1:106:ALA:HB1 1.78 0.82
3:LLI:57:TRP:CZ3 3:L1:110:CYS:SG 2.73 0.82
3:SLS7T:TRP:CZ3 3:S1:110:CYS:SG 2.73 0.82
3:V1:42:CYS:HB3 3:VI:110:CYS:SG 2.18 0.82
3:Y1:57:TRP:CZ3 3:Y1:110:CYS:SG 2.73 0.82
3:dL:57: TRP:CZ3 3:dl:110:CYS:SG 2.73 0.82
3:41:42:CYS:HB3 3:41:110:CYS:SG 2.18 0.82
3:ql:60:GLN:O 3:ql:106:ALA:HB1 1.78 0.82
3:t1:60: GLN:O 3:t1:106:ALA:HB1 1.78 0.82
3:21:42:CYS:HB3 3:21:110:CYS:SG 2.18 0.82
3:41:42:CYS:HB3 3:41:110:CYS:SG 2.18 0.82
3:41:60: GLN:O 3:41:106:ALA:HB1 1.78 0.82
2:Hh:36: THR:HA 2:Hh:103:LEU:O 1.79 0.82
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2:Sh:36: THR:HA 2:Sh:103:LEU:O 1.79 0.82
2:mh:36: THR:HA 2:mh:103:LEU:O 1.79 0.82
2:nh:36: THR:HA 2:nh:103:LEU:O 1.79 0.82
3:QL:57:TRP:CZ3 3:QLl:110:CYS:SG 2.73 0.82
3:bL:57: TRP:CZ3 3:bl:110:CYS:SG 2.73 0.82

3:bl:60:GLN:O 3:bl:106:ALA:HB1 1.78 0.82
3:dl:42:CYS:HB3 3:dl:110:CYS:SG 2.18 0.82
3:gl:57: TRP:CZ3 3:gl:110:CYS:SG 2.72 0.82
3:11:42:CYS:HB3 3:11:110:CYS:SG 2.18 0.82

3:11:60: GLN:O 3:11:106:ALA:HB1 1.78 0.82
1:7:385:GLN:OE1 1:t:706:LYS:HD3 1.80 0.82
1:1:706:LYS:HD3 1:6:385:GLN:OE1 1.80 0.82
2:Vh:36:THR:HA 2:Vh:103:LEU:O 1.79 0.82
2:th:36: THR:HA 2:th:103:LEU:O 1.79 0.82
2:0h:36:THR:HA 2:0h:103:LEU:O 1.79 0.82
3:Al:57:TRP:CZ3 3:Al:110:CYS:SG 2.73 0.82
3:K1:57: TRP:CZ3 3:K1:110:CYS:SG 2.72 0.82
3:MIL:57: TRP:CZ3 3:MI1:110:CYS:SG 2.73 0.82
3:RL:57:-TRP:CZ3 3:RI1:110:CYS:SG 2.72 0.82
3:TL:57:TRP:CZ3 3:TL:110:CYS:SG 2.73 0.82
3:WIL:42:CYS:HB3 3:WI:110:CYS:SG 2.18 0.82
3:el:57: TRP:CZ3 3:el:110:CYS:SG 2.73 0.82

3:ul:60:GLN:O 3:ul:106:ALA:HB1 1.78 0.82

3:y1:60:GLN:O 3:y1:106:ALA:HB1 1.78 0.82
1:G:706:LYS:HD3 1:L:385:GLN:OE1 1.80 0.82
1:0:706:LYS:HD3 1:S:385:GLN:OE1 1.80 0.82
1:s:706:LYS:HD3 1:w:385:GLN:OE1 1.80 0.82
2:Ch:36: THR:HA 2:Ch:103:LEU:O 1.79 0.82
2:1h:36:THR:HA 2:1h:103:LEU:O 1.79 0.82
3:11:57:TRP:CZ3 3:11:110:CYS:SG 2.73 0.82
3:P1:57:TRP:CZ3 3:P1:110:CYS:SG 2.73 0.82

3:71:60:GLN:O 3:71:106:ALA:HB1 1.78 0.82
3:cl:57:TRP:CZ3 3:cl:110:CYS:SG 2.73 0.82

3:j1:60:GLN:O 3:j1:106:ALA:HB1 1.78 0.82

3:01:60:GLN:O 3:01:106:ALA:HB1 1.78 0.82
3:31:57: TRP:CZ3 3:31:110:CYS:SG 2.73 0.82
3:51:57: TRP:CZ3 3:51:110:CYS:SG 2.73 0.82
1:k:706:LYS:HD3 1:p:385:GLN:OE1 1.80 0.82
2:Gh:36:THR:HA 2:Gh:103:LEU:O 1.79 0.82
2:xh:36: THR:HA 2:xh:103:LEU:O 1.79 0.82

3:D1:60:GLN:O 3:DI:106:ALA:HB1 1.78 0.82

Continued on next page...



Page 106

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

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

3:EL:57:-TRP:CZ3 3:El:110:CYS:SG 2.73 0.82
3:WL57:TRP:CZ3 3:WI:110:CYS:SG 2.73 0.82
3:721:57:TRP:CZ3 3:71:110:CYS:SG 2.73 0.82
3:l:57:TRP:CZ3 3:nl:110:CYS:SG 2.73 0.82

3:nl:60:GLN:O 3:nl:106:ALA:HB1 1.78 0.82
3:61:57: TRP:CZ3 3:61:110:CYS:SG 2.73 0.82
1:0:385:GLN:OE1 1:x:706:LYS:HD3 1.80 0.82
2:0h:36:THR:HA 2:0h:103:LEU:O 1.79 0.82
2:ph:36:THR:HA 2:ph:103:LEU:O 1.79 0.82
2:vh:36: THR:HA 2:vh:103:LEU:O 1.79 0.82
2:vh:36: THR:HA 2:vh:103:LEU:O 1.79 0.82
3:CL:57: TRP:CZ3 3:CL:110:CYS:SG 2.72 0.82

3:ml:60:GLN:O 3:ml:106:ALA:HB1 1.78 0.82

3:11:60:GLN:O 3:r1:106:ALA:HB1 1.78 0.82
3:11:57:TRP:CZ3 3:11:110:CYS:SG 2.73 0.82

3:61:60:GLN:O 3:61:106:ALA:HB1 1.78 0.82
1:C:706:LYS:HD3 1:G:385:GLN:OE1 1.80 0.82
1:D:706:LYS:HD3 1:1:385:GLN:OE1 1.80 0.82
1:a:385:GLN:OE1 1:1:706:LYS:HD3 1.80 0.82
2:¢h:36: THR:HA 2:¢h:103:LEU:O 1.79 0.82
2:0h:36:THR:HA 2:0h:103:LEU:O 1.79 0.82
3:4:57:TRP:CZ3 3:4:110:CYS:SG 2.73 0.82
1:A:706:LYS:HD3 1:j:385:GLN:OE1 1.79 0.82
1:y:706:LYS:HD3 1:2:385:GLN:OFE1 1.80 0.82
1:2:706:LYS:HD3 1:7:385:GLN:OE1 1.80 0.82
2:jh:36: THR:HA 2:jh:103:LEU:O 1.79 0.82
2:wh:36: THR:HA 2:wh:103:LEU:O 1.79 0.82
2:5h:36: THR:HA 2:5h:103:LEU:O 1.79 0.82
3:J1:57:TRP:CZ3 3:J1:110:CYS:SG 2.73 0.82
3:VI:57:TRP:CZ3 3:VI:110:CYS:SG 2.73 0.82
3:al:57: TRP:CZ3 3:al:110:CYS:SG 2.73 0.82
3:x1:57:TRP:CZ3 3:x1:110:CYS:SG 2.73 0.82
1:B:706:LYS:HD3 1:2:385:GLN:OE1 1.80 0.81
1:1:706:LYS:HD3 1:M:385:GLN:OE1 1.80 0.81
1:J:706:LYS:HD3 1:£:385:GLN:OE1 1.80 0.81
1:P:385:GLN:OE1 1:R:706:LYS:HD3 1.80 0.81
1:m:706:LYS:HD3 1:q:385:GLN:OE1 1.80 0.81
1:q:706:LYS:HD3 1:v:385:GLN:OE1 1.80 0.81
2:1h:36: THR:HA 2:1h:103:LEU:O 1.79 0.81
2:Ph:36:THR:HA 2:Ph:103:LEU:O 1.79 0.81
2:Th:36: THR:HA 2:Th:103:LEU:O 1.79 0.81
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:Wh:36: THR:HA 2:Wh:103:LEU:O 1.79 0.81
2:ah:36: THR:HA 2:ah:103:LEU:O 1.79 0.81
2:1h:36: THR:HA 2:1h:103:LEU:O 1.79 0.81
3:F1:42:CYS:HB3 3:F1:110:CYS:SG 2.18 0.81
3:FL:57:TRP:CZ3 3:F1:110:CYS:SG 2.73 0.81
3:X1:57:TRP:CZ3 3:X1:110:CYS:SG 2.73 0.81
3:ul:57: TRP:CZ3 3:ul:110:CYS:SG 2.73 0.81
3:71:57: TRP:CZ3 3:71:110:CYS:SG 2.73 0.81
1:H:385:GLN:OE1 1:h:706:LYS:HD3 1.80 0.81
1:T:385:GLN:OE1 1:2:706:LYS:HD3 1.80 0.81
1:Y:706:LYS:HD3 1:d:385:GLN:OE1 1.80 0.81
2:¢h:36: THR:HA 2:¢h:103:LEU:O 1.79 0.81
2:th:36: THR:HA 2:th:103:LEU:O 1.79 0.81
3:N1:42:CYS:HB3 3:NL:110:CYS:SG 2.18 0.81
3:ql:57: TRP:CZ3 3:ql:110:CYS:SG 2.73 0.81
1:C:385:GLN:OE1 1:£:706:LYS:HD3 1.80 0.81
1:E:385:GLN:OE1 1:K:706:LYS:HD3 1.80 0.81
1:H:706:LYS:HD3 1:4:385:GLN:OE1 1.80 0.81
1:Q:385:GLN:OE1 1:W:706:LYS:HD3 1.80 0.81
1:U:706:LYS:HD3 1:Y:385:GLN:OE1 1.80 0.81
1:1:385:GLN:OE1 1:p:706:LYS:HD3 1.80 0.81
1:w:706:LYS:HD3 1:1:385:GLN:OE1 1.80 0.81
2:Ch:106:VAL:CG2 2:Ch:110:ASP:HB2 2.11 0.81
2:Eh:36: THR:HA 2:Eh:103:LEU:O 1.79 0.81
2:Zh:36:THR:HA 2:7h:103:LEU:O 1.79 0.81
2:th:106:VAL:CG2 2:th:110:ASP:HB2 2.11 0.81
2:vh:106:VAL:CG2 2:vh:110:ASP:HB2 2.11 0.81
2:xh:106:VAL:CG2 2:xh:110:ASP:HB2 2.11 0.81
2:6h:36:THR:HA 2:6h:103:LEU:O 1.79 0.81
2:7h:36: THR:HA 2:7h:103:LEU:O 1.79 0.81
3:D1:57:TRP:CZ3 3:D1:110:CYS:SG 2.73 0.81
3:NI:57:TRP:CZ3 3:NI:110:CYS:SG 2.73 0.81
3:UL57:TRP:CZ3 3:UL:110:CYS:SG 2.73 0.81
3:j1:57:TRP:CZ3 3:j1:110:CYS:SG 2.73 0.81
3:k1:57:TRP:CZ3 3:k1:110:CYS:SG 2.72 0.81
3:01:57: TRP:CZ3 3:01:110:CYS:SG 2.73 0.81
3:rl:57: TRP:CZ3 3:r1:110:CYS:SG 2.73 0.81
3:vl:57: TRP:CZ3 3:v1:110:CYS:SG 2.72 0.81
3:yl:57: TRP:CZ3 3:y1:110:CYS:SG 2.73 0.81
1:b:385:GLN:OE1 1:d:706:LYS:HD3 1.80 0.81
2:Uh:36: THR:HA 2:Uh:103:LEU:O 1.79 0.81

Continued on next page...



Page 108

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

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

2:Vh:106:VAL:CG2 2:Vh:110:ASP:HB2 2.11 0.81
2:0h:106:VAL:CG2 2:0h:110:ASP:HB2 2.11 0.81
2:4h:36: THR:HA 2:4h:103:LEU:O 1.79 0.81
3:hl:57: TRP:CZ3 3:hl:110:CYS:SG 2.73 0.81
1:F:385:GLN:OE1 1:e:706:LYS:HD3 1.80 0.81
1:U:385:GLN:OE1 1:r:706:LYS:HD3 1.80 0.81
1:W:385:GLN:OE1 1:¢:706:LYS:HD3 1.80 0.81
2:Fh:36: THR:HA 2:Fh:103:LEU:O 1.79 0.81
2:Hh:106:VAL:CG2 2:Hh:110:ASP:HB2 2.11 0.81
2:Yh:106:VAL:CG2 2:Yh:110:ASP:HB2 2.11 0.81
2:dh:36: THR:HA 2:dh:103:LEU:O 1.79 0.81
2:hh:36: THR:HA 2:hh:103:LEU:O 1.79 0.81
3:BL:57: TRP:CZ3 3:Bl:110:CYS:SG 2.73 0.81
3:11:57:TRP:CZ3 3:11:110:CYS:SG 2.73 0.81
3:8l:57: TRP:CZ3 3:81:110:CYS:SG 2.72 0.81
3:x1:60:GLN:O 3:x1:106:ALA:HB1 1.78 0.81
3:z1:57: TRP:CZ3 3:z1:110:CYS:SG 2.73 0.81
3:21:57: TRP:CZ3 3:21:110:CYS:SG 2.73 0.81
1:A:385:GLN:OE1 1:4:706:LYS:HD3 1.80 0.81
1:h:385:GLN:OE1 1:j:706:LYS:HD3 1.80 0.81
2:7h:106:VAL:CG2 2:7h:110:ASP:HB2 2.11 0.81
3:ml:57: TRP:CZ3 3:ml:110:CYS:SG 2.73 0.81
3:pl:57:TRP:CZ3 3:pl:110:CYS:SG 2.73 0.81
1:1:385:GLN:OE1 1:3:706:LYS:HD3 1.80 0.81
1:J:385:GLN:OE1 1:L:706:LYS:HD3 1.80 0.81
1:S:706:LYS:HD3 1:X:385:GLN:OE1 1.80 0.81
1:¢:314:LYS:HG3 1:c:410:THR:HG22 1.63 0.81
1:n:314:LYS:HG3 1:n:410: THR:HG22 1.63 0.81
1:1:314:LYS:HG3 1:1:410: THR:HG22 1.63 0.81
2:1h:106:VAL:CG2 2:Th:110:ASP:HB2 2.11 0.81
2:Uh:106:VAL:CG2 2:Uh:110:ASP:HB2 2.11 0.81
2:Wh:106:VAL:CG2 2:Wh:110:ASP:HB2 2.11 0.81
2:ah:106:VAL:CG2 2:ah:110:ASP:HB2 2.11 0.81
2:hh:106:VAL:CG2 2:hh:110:ASP:HB2 2.11 0.81
2:th:106:VAL:CG2 2:th:110:ASP:HB2 2.11 0.81
3:CL:60:GLN:O 3:CL:106:ALA:HB1 1.78 0.81
3:wl:57: TRP:CZ3 3:wl:110:CYS:SG 2.73 0.81
3:01:57: TRP:CZ3 3:01:110:CYS:SG 2.73 0.81
1:K:385:GLN:OE1 1:Q:706:LYS:HD3 1.80 0.81
1:N:385:GLN:OE1 1:5:706:LYS:HD3 1.80 0.81
1:V:385:GLN:OE1 1:X:706:LYS:HD3 1.80 0.81
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Atom-1 Atom-2 distance (A) overlap (A)
1:7:706:LYS:HD3 1:m:385:GLN:OE1 1.80 0.81
1:b:706:LYS:HD3 1:1:385:GLN:OE1 1.80 0.81
1:j:314:LYS:HG3 1:j:410: THR:HG22 1.63 0.81
1:r:314:LYS:HG3 1:r:410: THR:HG22 1.63 0.81
1:0:385:GLN:OE1 1:6:706:LYS:HD3 1.80 0.81
1:3:314:LYS:HG3 1:3:410: THR:HG22 1.63 0.81
2:Nh:36: THR:HA 2:Nh:103:LEU:O 1.79 0.81
2:dh:106:VAL:CG2 2:dh:110:ASP:HB2 2.11 0.81
2:1h:106:VAL:CG2 2:ih:110:ASP:HB2 2.11 0.81
2:uh:106:VAL:CG2 2:uh:110:ASP:HB2 2.11 0.81
2:yh:36: THR:HA 2:yh:103:LEU:O 1.79 0.81
2:5h:106: VAL:CG2 2:5h:110:ASP:HB2 2.11 0.81
1:K:314:LYS:HG3 1:K:410:THR:HG22 1.63 0.81
1:R:314:LYS:HG3 1:R:410: THR:HG22 1.63 0.81
1:V:314:LYS:HG3 1:V:410: THR:HG22 1.63 0.81
1:m:314:LYS:HG3 1:m:410: THR:HG22 1.63 0.81
1:0:314:LYS:HG3 1:0:410: THR:HG22 1.63 0.81
1:5:314:LYS:HG3 1:5:410: THR:HG22 1.63 0.81
2:¢h:106:VAL:CG2 2:eh:110:ASP:HB2 2.11 0.81
2:kh:106:VAL:CG2 2:kh:110:ASP:HB2 2.11 0.81
2:1h:36: THR:HA 2:1h:103:LEU:O 1.79 0.81
2:qh:106:VAL:CG2 2:qh:110:ASP:HB2 2.11 0.81
2:2h:36: THR:HA 2:2h:103:LEU:O 1.79 0.81
2:4h:106:VAL:CG2 2:4h:110:ASP:HB2 2.11 0.81
1:M:706:LYS:HD3 1:R:385:GLN:OE1 1.80 0.81
1:e:314:LYS:HG3 1:e:410:THR:HG22 1.63 0.81
1:g:706:LYS:HD3 1:k:385:GLN:OE1 1.80 0.81
1:1:314:LYS:HG3 1:1:410: THR:HG22 1.63 0.81
2:Dh:36:THR:HA 2:Dh:103:LEU:O 1.79 0.81
2:Fh:106:VAL:CG2 2:Fh:110:ASP:HB2 2.11 0.81
2:Nh:106:VAL:CG2 2:Nh:110:ASP:HB2 2.11 0.81
2:ph:106:VAL:CG2 2:ph:110:ASP:HB2 2.11 0.81
2:sh:106:VAL:CG2 2:sh:110:ASP:HB2 2.11 0.81
1:D:385:GLN:OE1 1:F:706:LYS:HD3 1.80 0.80
1:t:314:LYS:HG3 1:t:410: THR:HG22 1.63 0.80
2:Bh:106:VAL:CG2 2:Bh:110:ASP:HB2 2.11 0.80
2:Eh:106:VAL:CG2 2:Eh:110:ASP:HB2 2.11 0.80
2:Jh:106:VAL:CG2 2:Jh:110:ASP:HB2 2.11 0.80
1:D:314:LYS:HG3 1:D:410: THR:HG22 1.63 0.80
1:H:314:LYS:HG3 1:H:410: THR:HG22 1.63 0.80
1:N:706:LYS:HD3 1:y:385:GLN:OE1 1.80 0.80
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Atom-1 Atom-2 distance (A) overlap (A)
1:Q:314:LYS:HG3 1:Q:410: THR:HG22 1.63 0.80
1:T:706:LYS:HD3 1:5:385:GLN:OE1 1.80 0.80
1:0:314:LYS:HG3 1:0:410: THR:HG22 1.63 0.80
1:t:385:GLN:OE1 1:v:706:LYS:HD3 1.80 0.80
1:v:314:LYS:HG3 1:v:410: THR:HG22 1.63 0.80
1:5:385:GLN:OE1 1:7:706:LYS:HD3 1.80 0.80
2:Ah:106:VAL:CG2 2:Ah:110:ASP:HB2 2.11 0.80
2:Mh:36: THR:CB 2:Mh:103:LEU:O 2.30 0.80
2:Nh:36: THR:CB 2:Nh:103:LEU:O 2.30 0.80
2:Ph:106:VAL:CG2 2:Ph:110:ASP:HB2 2.11 0.80
2:Qh:36: THR:CB 2:Qh:103:LEU:O 2.30 0.80
2:Uh:36: THR:CB 2:Uh:103:LEU:O 2.30 0.80
2:Xh:106:VAL:CG2 2:Xh:110:ASP:HB2 2.11 0.80
2:bh:106:VAL:CG2 2:bh:110:ASP:HB2 2.11 0.80
2:¢h:106:VAL:CG2 2:ch:110:ASP:HB2 2.11 0.80
2:th:36: THR:CB 2:th:103:LEU:O 2.30 0.80
2:hh:36:THR:CB 2:hh:103:LEU:O 2.30 0.80
2:1h:106:VAL:CG2 2:1h:110:ASP:HB2 2.11 0.80
2:wh:106:VAL:CG2 2:wh:110:ASP:HB2 2.11 0.80
2:yh:106:VAL:CG2 2:yh:110:ASP:HB2 2.11 0.80
2:0h:36:THR:CB 2:0h:103:LEU:O 2.30 0.80
1:J:314:LYS:HG3 1:J:410: THR:HG22 1.63 0.80
1:M:314:LYS:HG3 1:M:410: THR:HG22 1.63 0.80
1:Y:314:LYS:HG3 1:Y:410: THR:HG22 1.63 0.80
1:£:314:LYS:HG3 1:1:410: THR:HG22 1.63 0.80
1:y:314:LYS:HG3 1:y:410: THR:HG22 1.63 0.80
2:Fh:36: THR:CB 2:Fh:103:LEU:O 2.30 0.80
2:Gh:106:VAL:CG2 2:Gh:110:ASP:HB2 2.11 0.80
2:Kh:106:VAL:CG2 2:Kh:110:ASP:HB2 2.11 0.80
2:Lh:36:THR:CB 2:Lh:103:LEU:O 2.30 0.80
2:Sh:36:THR:CB 2:Sh:103:LEU:O 2.30 0.80
2:Sh:106:VAL:CG2 2:Sh:110:ASP:HB2 2.11 0.80
2:Vh:36: THR:CB 2:Vh:103:LEU:O 2.30 0.80
2:mh:36: THR:CB 2:mh:103:LEU:O 2.30 0.80
2:mh:106:VAL:CG2 2:mh:110:ASP:HB2 2.11 0.80
2:zh:106:VAL:CG2 2:zh:110:ASP:HB2 2.11 0.80
2:2h:106:VAL:CG2 2:2h:110:ASP:HB2 2.11 0.80
1:X:314:LYS:HG3 1:X:410: THR:HG22 1.63 0.80
1:a:706:LYS:HD3 1::385:GLN:OE1 1.80 0.80
1:1:314:LYS:HG3 1:1:410: THR:HG22 1.63 0.80
1:2:385:GLN:OE1 1:1:706:LYS:HD3 1.80 0.80
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Atom-1 Atom-2 distance (A) overlap (A)
2:Dh:106:VAL:CG2 2:Dh:110:ASP:HB2 2.11 0.80
2:Lh:106:VAL:CG2 2:Lh:110:ASP:HB2 2.11 0.80
2:0h:106:VAL:CG2 2:0h:110:ASP:HB2 2.11 0.80
2:Rh:106:VAL:CG2 2:Rh:110:ASP:HB2 2.11 0.80
2:dh:36: THR:CB 2:dh:103:LEU:O 2.30 0.80
2:0h:106:VAL:CG2 2:0h:110:ASP:HB2 2.11 0.80
2:3h:106:VAL:CG2 2:3h:110:ASP:HB2 2.11 0.80
2:4h:36:THR:CB 2:4h:103:LEU:O 2.30 0.80
1:B:385:GLN:OE1 1:n:706:LYS:HD3 1.80 0.80
1:L:314:LYS:HG3 1:L:410: THR:HG22 1.63 0.80
1:1:385:GLN:OE1 1:0:706:LYS:HD3 1.80 0.80
2:Jh:36: THR:CB 2:Jh:103:LEU:O 2.30 0.80
2:Yh:36: THR:CB 2:Yh:103:LEU:O 2.30 0.80
2:7h:36:.THR:CB 2:7h:103:LEU:O 2.30 0.80
2:7h:106:VAL:CG2 2:7h:110:ASP:HB2 2.11 0.80
2:¢h:36: THR:CB 2:¢h:103:LEU:O 2.30 0.80
2:0h:36: THR:CB 2:0h:103:LEU:O 2.30 0.80
2:vh:36: THR:CB 2:vh:103:LEU:O 2.30 0.80
2:zh:36: THR:CB 2:zh:103:LEU:O 2.30 0.80
2:6h:36: THR:CB 2:6h:103:LEU:O 2.30 0.80
1:S:314:LYS:HG3 1:S:410: THR:HG22 1.63 0.80
1:q:314:LYS:HG3 1:q:410: THR:HG22 1.63 0.80
1:u:314:LYS:HG3 1:u:410: THR:HG22 1.63 0.80
1:2:314:LYS:HG3 1:2:410: THR:HG22 1.63 0.80
2:Bh:36:THR:CB 2:Bh:103:LEU:O 2.30 0.80
2:Hh:36: THR:CB 2:Hh:103:LEU:O 2.30 0.80
2:Th:36:THR:CB 2:Th:103:LEU:O 2.30 0.80
2:Xh:36: THR:CB 2:Xh:103:LEU:O 2.30 0.80
2:kh:36: THR:CB 2:kh:103:LEU:O 2.30 0.80
2:1h:36: THR:CB 2:1h:103:LEU:O 2.30 0.80
2:sh:36: THR:CB 2:sh:103:LEU:O 2.30 0.80
2:5h:36: THR:CB 2:5h:103:LEU:O 2.30 0.80
2:6h:106:VAL:CG2 2:6h:110:ASP:HB2 2.11 0.80
2:gh:36: THR:CB 2:¢h:103:LEU:O 2.30 0.80
2:2h:36:THR:CB 2:2h:103:LEU:O 2.30 0.80
2:7h:36: THR:CB 2:7h:103:LEU:O 2.30 0.80
2:ch:36: THR:HA 2:¢ch:103:LEU:O 1.79 0.80
2:3h:36:THR:HA 2:3h:103:LEU:O 1.79 0.80
1:E:706:LYS:HD3 1:¢:385:GLN:OE1 1.80 0.80
2:Eh:36: THR:CB 2:Eh:103:LEU:O 2.30 0.80
2:Gh:36:THR:CB 2:Gh:103:LEU:O 2.30 0.80

Continued on next page...



Page 112

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:0h:36:THR:CB 2:0h:103:LEU:O 2.30 0.80
2:Ph:36:THR:CB 2:Ph:103:LEU:O 2.30 0.80
2:ah:36: THR:CB 2:ah:103:LEU:O 2.30 0.80
2:3h:36: THR:CB 2:3h:103:LEU:O 2.30 0.80
1:F:314:LYS:HG3 1:F:410: THR:HG22 1.63 0.80
1:P:706:LYS:HD3 1:3:385:GLN:OFE1 1.80 0.80
2:ch:36: THR:CB 2:ch:103:LEU:O 2.30 0.80
2:1h:106:VAL:CG2 2:nh:110:ASP:HB2 2.11 0.80
1:B:314:LYS:HG3 1:B:410: THR:HG22 1.63 0.79
1:C:314:LYS:HG3 1:C:410: THR:HG22 1.63 0.79
1:5:314:LYS:HG3 1:5:410: THR:HG22 1.63 0.79
1:x:314:LYS:HG3 1:x:410: THR:HG22 1.63 0.79
2:Qh:106:VAL:CG2 2:Qh:110:ASP:HB2 2.11 0.79
2:ph:36: THR:CB 2:ph:103:LEU:O 2.30 0.79
2:wh:36: THR:CB 2:wh:103:LEU:O 2.30 0.79
1:w:314:LYS:HG3 1:w:410: THR:HG22 1.63 0.79
2:nh:36:THR:CB 2:nh:103:LEU:O 2.30 0.79
2:1h:106:VAL:CG2 2:1h:110:ASP:HB2 2.11 0.79
1:N:314:LYS:HG3 1:N:410: THR:HG22 1.63 0.79
1:T:314:LYS:HG3 1:T:410: THR:HG22 1.63 0.79
1:k:314:LYS:HG3 1:k:410: THR:HG22 1.63 0.79
1:2:314:LYS:HG3 1:2:410: THR:HG22 1.63 0.79
1:6:314:LYS:HG3 1:6:410: THR:HG22 1.63 0.79
2:Mh:106:VAL:CG2 2:Mh:110:ASP:HB2 2.11 0.79
2:uh:36:THR:CB 2:uh:103:LEU:O 2.30 0.79
2:1h:36: THR:CB 2:1h:103:LEU:O 2.30 0.79
1:p:314:LYS:HG3 1:p:410: THR:HG22 1.63 0.79
2:Th:106:VAL:CG2 2:Th:110:ASP:HB2 2.11 0.79
2:Wh:36:THR:CB 2:Wh:103:LEU:O 2.30 0.79
2:¢h:36:THR:CB 2:¢h:103:LEU:O 2.30 0.79
1:7:314:LYS:HG3 1:7:410: THR:HG22 1.63 0.79
1:g:314:LYS:HG3 1:g:410: THR:HG22 1.63 0.79
1:4:314:LYS:HG3 1:4:410: THR:HG22 1.63 0.79
2:1h:106:VAL:CG2 2:th:110:ASP:HB2 2.11 0.79
2:Ah:36:THR:CB 2:Ah:103:LEU:O 2.30 0.79
2:1h:36: THR:CB 2:1h:103:LEU:O 2.30 0.79
2:¢h:106:VAL:CG2 2:gh:110:ASP:HB2 2.11 0.79
2:1h:36: THR:CB 2:1h:103:LEU:O 2.30 0.79
2:vh:25:GLU:OE2 2:vh:144:GLY:HA3 1.83 0.79
1:W:314:LYS:HG3 1:W:410: THR:HG22 1.63 0.79
1:d:314:LYS:HG3 1:d:410: THR:HG22 1.63 0.79
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:Kh:36:THR:CB 2:Kh:103:LEU:O 2.30 0.79
2:Rh:36: THR:CB 2:Rh:103:LEU:O 2.30 0.79
2:bh:36:THR:CB 2:bh:103:LEU:O 2.30 0.79
2:jh:36: THR:CB 2:jh:103:LEU:O 2.30 0.79
2:jh:106:VAL:CG2 2:jh:110:ASP:HB2 2.11 0.79
2:nh:25:GLU:OE2 2:nh:144:GLY:HA3 1.83 0.79
2:0h:25:GLU:OE2 2:0h:144:GLY:HA3 1.83 0.79
2:1h:25:GLU:OE2 2:1h:144:GLY:HA3 1.83 0.79
1:P:314:LYS:HG3 1:P:410: THR:HG22 1.63 0.79
2:Ch:25:GLU:OE2 2:Ch:144:GLY:HA3 1.83 0.79
2:Dh:25:GLU:OE2 2:Dh:144:GLY:HA3 1.83 0.79
2:Dh:36: THR:CB 2:Dh:103:LEU:O 2.30 0.79
2:vh:36: THR:CB 2:vh:103:LEU:O 2.30 0.79
2:th:36: THR:CB 2:th:103:LEU:O 2.30 0.79
2:xh:25:GLU:OE2 2:xh:144:GLY:HA3 1.83 0.79
2:yh:36: THR:CB 2:yh:103:LEU:O 2.30 0.79
1:E:314:LYS:HG3 1:E:410: THR:HG22 1.63 0.79
1:1:314:LYS:HG3 1:1:410: THR:HG22 1.63 0.79
1:0:314:LYS:HG3 1:0:410: THR:HG22 1.63 0.79
2:Ch:36:THR:CB 2:Ch:103:LEU:O 2.30 0.79
2:Qh:25:GLU:OE2 2:Qh:144:GLY:HA3 1.83 0.79
2:yh:25:GLU:OE2 2:yh:144:GLY:HA3 1.83 0.79
1:G:314:LYS:HG3 1:G:410: THR:HG22 1.63 0.79
2:Ah:25:GLU:OE2 2:Ah:144:GLY:HA3 1.83 0.79
2:Gh:25:GLU:OE2 2:Gh:144:GLY:HA3 1.83 0.79
2:Mh:25:GLU:OE2 2:Mh:144:GLY:HA3 1.83 0.79
2:7h:25:GLU:OE2 2:7h:144:GLY:HA3 1.83 0.79
2:xh:36: THR:CB 2:xh:103:LEU:O 2.30 0.79
2:Nh:37:LEU:HD21 2:Nh:149:VAL:CG1 2.13 0.78
2:0h:25:GLU:OE2 2:0h:144:GLY:HA3 1.83 0.78
2:bh:25:GLU:OE2 2:bh:144:GLY:HA3 1.83 0.78
2:jh:25:GLU:OE2 2:jh:144:GLY:HA3 1.83 0.78
2:1h:25:GLU:OE2 2:th:144:GLY:HA3 1.83 0.78
2:6h:25:GLU:OE2 2:6h:144:GLY:HA3 1.83 0.78
2:Fh:37:LEU:HD21 2:Fh:149:VAL:CG1 2.13 0.78
2:Yh:25:GLU:OE2 2:Yh:144:GLY:HA3 1.83 0.78
2:7h:37:LEU:HD21 2:7Zh:149:VAL:CG1 2.13 0.78
2:1h:25:GLU:OE2 2:1h:144:GLY:HA3 1.83 0.78
2:6h:37:LEU:HD21 2:6h:149:VAL:CG1 2.13 0.78
1:U:314:LYS:HG3 1:U:410: THR:HG22 1.63 0.78
2:Xh:37:LEU:HD21 2:Xh:149:VAL:CG1 2.13 0.78
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Atom-1 Atom-2 distance (A) overlap (A)

2:th:25:GLU:OE2 2:th:144:GLY:HA3 1.83 0.78
1:h:314:LYS:HG3 1:h:410: THR:HG22 1.63 0.78
2:Hh:25:GLU:OE2 2:Hh:144:GLY:HA3 1.83 0.78
2:Jh:37:LEU:HD21 2:Jh:149:VAL:CG1 2.13 0.78
2:5h:25:GLU:OE2 2:Sh:144:GLY:HA3 1.83 0.78
2:Uh:25:GLU:OE2 2:Uh:144:GLY:HA3 1.83 0.78
2:Wh:25:GLU:OE2 2:Wh:144:GLY:HA3 1.83 0.78
2:0h:37:LEU:HD21 2:0h:149:VAL:CG1 2.13 0.78
2:vh:37:LEU:HD21 2:vh:149:VAL:CG1 2.13 0.78
1:A:314:LYS:HG3 1:A:410: THR:HG22 1.63 0.78
1:u:324: THR:OG1 2:uh:130: THR:HG22 1.84 0.78
2:1h:25:GLU:OE2 2:Th:144:GLY:HA3 1.83 0.78
2:Lh:25:GLU:OE2 2:Lh:144:GLY:HA3 1.83 0.78
2:ah:37:LEU:HD21 2:ah:149:VAL:CG1 2.13 0.78
2:hh:25:GLU:OE2 2:hh:144:GLY:HA3 1.83 0.78
2:mh:25:GLU:OE2 2:mh:144:GLY:HA3 1.83 0.78
2:Fh:25:GLU:OE2 2:Fh:144:GLY:HA3 1.83 0.78
2:th:25:GLU:OE2 2:th:144:GLY:HA3 1.83 0.78
2:7h:37:LEU:HD21 2:7h:149:VAL:CG1 2.13 0.78
2:Rh:25:GLU:OE2 2:Rh:144:GLY:HA3 1.83 0.78
2:ah:25:GLU:OE2 2:ah:144:GLY:HA3 1.83 0.78
2:0h:25:GLU:OE2 2:0h:144:GLY:HA3 1.83 0.78
1:b:314:LYS:HG3 1:b:410: THR:HG22 1.63 0.78
2:Nh:25:GLU:OE2 2:Nh:144:GLY:HA3 1.83 0.78
2:Vh:25:GLU:OE2 2:Vh:144:GLY:HA3 1.83 0.78
2:kh:25:GLU:OE2 2:kh:144:GLY:HA3 1.83 0.78
2:sh:25:GLU:OE2 2:sh:144:GLY:HA3 1.83 0.78
1:7:314:LYS:HG3 1:7:410: THR:HG22 1.63 0.78
2:Jh:25:GLU:OE2 2:Jh:144:GLY:HA3 1.83 0.78
2:Kh:25:GLU:OE2 2:Kh:144:GLY:HA3 1.83 0.78
2:Xh:25:GLU:OE2 2:Xh:144:GLY:HA3 1.83 0.78
2:ph:37:LEU:HD21 2:ph:149:VAL:CG1 2.13 0.78
2:4h:25:GLU:OE2 2:4h:144:GLY:HA3 1.83 0.78
2:7h:25:GLU:OE2 2:7h:144:GLY:HA3 1.83 0.78
1:a:314:LYS:HG3 1:a:410: THR:HG22 1.63 0.78
2:dh:25:GLU:OE2 2:dh:144:GLY:HA3 1.83 0.78
2:uh:25:GLU:OE2 2:uh:144:GLY:HA3 1.83 0.78
2:1h:37:LEU:HD21 2:1h:149:VAL:CG1 2.13 0.77
2:qh:25:GLU:OE2 2:qh:144:GLY:HA3 1.83 0.77
2:wh:37.LEU:HD21 2:wh:149:VAL:CG1 2.13 0.77
2:Ph:25:GLU:OE2 2:Ph:144:GLY:HA3 1.83 0.77

Continued on next page...



Page 115

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:Vh:106:VAL:HG23 2:Vh:110:ASP:CB 2.15 0.77
2:th:37:LEU:HD21 2:th:149:VAL:CG1 2.13 0.77
2:2h:37:LEU:HD21 2:2h:149:VAL:CG1 2.13 0.77
2:Dh:106:VAL:HG23 2:Dh:110:ASP:CB 2.15 0.77
2:Sh:106:VAL:HG23 2:Sh:110:ASP:CB 2.15 0.77
2:¢h:25:GLU:OE2 2:eh:144:GLY:HA3 1.83 0.77
2:th:106:VAL:HG23 2:th:110:ASP:CB 2.15 0.77
2:wh:25:GLU:OE2 2:wh:144:GLY:HA3 1.83 0.77
2:yh:106:VAL:HG23 2:yh:110:ASP:CB 2.15 0.77
2:Eh:25:GLU:OE2 2:Eh:144:GLY:HA3 1.83 0.77
2:Hh:106:VAL:HG23 2:Hh:110:ASP:CB 2.15 0.77
2:Lh:106:VAL:HG23 2:Lh:110:ASP:CB 2.15 0.77
2:Rh:106:VAL:HG23 2:Rh:110:ASP:CB 2.15 0.77
2:Vh:37:LEU:HD21 2:Vh:149:VAL:CG1 2.13 0.77
2:Wh:106:VAL:HG23 2:Wh:110:ASP:CB 2.15 0.77
2:Yh:106:VAL:HG23 2:Yh:110:ASP:CB 2.15 0.77
2:kh:106:VAL:HG23 2:kh:110:ASP:CB 2.15 0.77
2:sh:106:VAL:HG23 2:sh:110:ASP:CB 2.15 0.77
2:5h:25:GLU:OE2 2:5h:144:GLY:HA3 1.83 0.77
2:Bh:25:GLU:OE2 2:Bh:144:GLY:HA3 1.83 0.77
2:Kh:106:VAL:HG23 2:Kh:110:ASP:CB 2.15 0.77
2:gh:25:GLU:OE2 2:gh:144:GLY:HA3 1.83 0.77
2:1h:106:VAL:HG23 2:1h:110:ASP:CB 2.15 0.77
2:ph:25:GLU:OE2 2:ph:144:GLY:HA3 1.83 0.77
2:th:106: VAL:HG23 2:th:110:ASP:CB 2.15 0.77
2:7h:106:VAL:HG23 2:7h:110:ASP:CB 2.15 0.77
2:Th:106:VAL:HG23 2:Th:110:ASP:CB 2.15 0.77
2:ah:106:VAL:HG23 2:ah:110:ASP:CB 2.15 0.77
2:dh:106:VAL:HG23 2:dh:110:ASP:CB 2.15 0.77
2:wh:106:VAL:HG23 2:wh:110:ASP:CB 2.15 0.77
2:3h:25:GLU:OE2 2:3h:144:GLY:HA3 1.83 0.77
2:Dh:106:VAL:CG2 2:Dh:110:ASP:OD2 2.33 0.77
2:Rh:106:VAL:CG2 2:Rh:110:ASP:0D2 2.33 0.77
2:Th:25:GLU:OE2 2:Th:144:GLY:HA3 1.83 0.77
2:1h:25:GLU:OE2 2:1h:144:GLY:HA3 1.83 0.77
2:ph:106:VAL:CG2 2:ph:110:ASP:0D2 2.33 0.77
2:wh:106:VAL:CG2 2:wh:110:ASP:0OD2 2.33 0.77
2:zh:25:GLU:OE2 2:zh:144:GLY:HA3 1.83 0.77
2:4h:106:VAL:HG23 2:4h:110:ASP:CB 2.15 0.77
1:x:324:THR:OG1 2:xh:130: THR:HG22 1.85 0.77
2:Ch:106:VAL:CG2 2:Ch:110:ASP:0OD2 2.33 0.77
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Atom-1 Atom-2 distance (A) overlap (A)
2:Eh:37:LEU:HD21 2:Eh:149:VAL:CG1 2.13 0.77
2:Fh:106:VAL:CG2 2:Fh:110:ASP:0OD2 2.33 0.77
2:Kh:106:VAL:CG2 2:Kh:110:ASP:0OD2 2.33 0.77
2:Nh:106:VAL:CG2 2:Nh:110:ASP:0OD2 2.33 0.77
2:ch:25:GLU:OE2 2:ch:144:GLY:HA3 1.83 0.77
2:ph:106:VAL:HG23 2:ph:110:ASP:CB 2.15 0.77
2:uh:37:LEU:HD21 2:uh:149:VAL:CG1 2.13 0.77
2:xh:106:VAL:CG2 2:xh:110:ASP:0OD2 2.33 0.77
2:yh:106:VAL:CG2 2:yh:110:ASP:0OD2 2.33 0.77
1:6:324: THR:OG1 2:6h:130: THR:HG22 1.85 0.77
2:0h:106:VAL:HG23 2:0h:110:ASP:CB 2.15 0.77
2:jh:106:VAL:CG2 2:3h:110:ASP:OD2 2.33 0.77
2:mh:106:VAL:CG2 2:mh:110:ASP:0D2 2.33 0.77
2:qh:37:LEU:HD21 2:qh:149:VAL:CG1 2.13 0.77
2:0h:106:VAL:CG2 2:0h:110:ASP:0OD2 2.33 0.77
2:7h:106:VAL:CG2 2:7h:110:ASP:0OD2 2.33 0.77
1:X:614:GLN:HE22 1:X:725:PRO:HA 1.50 0.77
1:7:324:THR:OG1 2:Zh:130: THR:HG22 1.85 0.77
1:a:614:GLN:HE22 1:a:725:PRO:HA 1.50 0.77
1:7:614:GLN:HE22 1:7:725:PRO:HA 1.50 0.77
2:Gh:106:VAL:HG23 2:Gh:110:ASP:CB 2.15 0.77
2:Ph:37:LEU:HD21 2:Ph:149:VAL:CG1 2.13 0.77
2:Ph:106:VAL:HG23 2:Ph:110:ASP:CB 2.15 0.77
2:Th:106:VAL:HG23 2:Th:110:ASP:CB 2.15 0.77
2:bh:106:VAL:CG2 2:bh:110:ASP:0D2 2.33 0.77
2:¢h:106:VAL:HG23 2:¢h:110:ASP:CB 2.15 0.77
2:2h:25:GLU:OE2 2:2h:144:GLY:HA3 1.83 0.77
2:5h:106:VAL:HG23 2:5h:110:ASP:CB 2.15 0.77
3:D1:53:ASN:ND2 3:DI:88:LYS:HD2 2.00 0.77
3:G1:53:ASN:ND2 3:G1:88:LYS:HD2 2.00 0.77
3:01:53:ASN:ND2 3:01:88:LYS:HD2 2.00 0.77
3:T1:53:ASN:ND2 3:TL:88:LYS:HD?2 2.00 0.77
3:dl:53:ASN:ND2 3:dl:88:LYS:HD?2 2.00 0.77
3:¢1:53: ASN:ND2 3:gl:88:LYS:HD2 2.00 0.77
3:y1:53:ASN:ND2 3:y1:88:LYS:HD2 2.00 0.77
3:41:53: ASN:ND2 3:41:88:LYS:HD2 2.00 0.77
1:C:614:GLN:HE22 1:C:725:PRO:HA 1.50 0.76
1:J:614:GLN:HE22 1:J:725:PRO:HA 1.50 0.76
1:1L:324: THR:OG1 2:Lh:130: THR:HG22 1.85 0.76
1:S:324: THR:0OG1 2:Sh:130: THR:HG22 1.85 0.76
1:j:614:GLN:HE22 1:j:725:PRO:HA 1.51 0.76

Continued on next page...



Page 117

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

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

1:1:614:GLN:HE22 1:1:725:PRO:HA 1.50 0.76
1:1:614:GLN:HE22 1:r:725:PRO:HA 1.51 0.76
2:Ah:106:VAL:HG23 2:Ah:110:ASP:CB 2.15 0.76
2:Ah:106:VAL:CG2 2:Ah:110:ASP:0OD2 2.33 0.76
2:Eh:106:VAL:HG23 2:Eh:110:ASP:CB 2.15 0.76
2:¢h:106:VAL:HG23 2:¢h:110:ASP:CB 2.15 0.76
2:1h:106:VAL:HG23 2:1h:110:ASP:CB 2.15 0.76
2:1h:106:VAL:CG2 2:1nh:110:ASP:0OD2 2.33 0.76
2:0h:106:VAL:HG23 2:0h:110:ASP:CB 2.15 0.76
2:vh:106:VAL:HG23 2:vh:110:ASP:CB 2.15 0.76
2:1h:106:VAL:CG2 2:1h:110:ASP:OD2 2.33 0.76
2:2h:106:VAL:HG23 2:2h:110:ASP:CB 2.15 0.76
3:71:53:ASN:ND2 3:71:88:LYS:HD2 2.00 0.76
3:¢cl:53:ASN:ND2 3:¢cl:88:LYS:HD2 2.00 0.76
3:61:53:ASN:ND2 3:61:88:LYS:HD2 2.00 0.76
1:G:614:GLN:HE22 1:G:725:PRO:HA 1.51 0.76
1:1:614:GLN:HE22 1:1:725:PRO:HA 1.50 0.76
1:Y:614:GLN:HE22 1:Y:725:PRO:HA 1.50 0.76
1:a:324:THR:OG1 2:ah:130: THR:HG22 1.85 0.76
1:e:324: THR:OG1 2:¢h:130: THR:HG22 1.86 0.76
1:k:324:THR:OG1 2:kh:130: THR:HG22 1.86 0.76
1:q:324: THR:OG1 2:qh:130: THR:HG22 1.85 0.76
1:5:324:THR:OG1 2:sh:130: THR:HG22 1.86 0.76
1:x:614:GLN:HE22 1:x:725:PRO:HA 1.51 0.76
1:2:614:GLN:HE22 1:2:725:PRO:HA 1.50 0.76
1:5:324: THR:OG1 2:5h:130: THR:HG22 1.86 0.76
2:Bh:106:VAL:HG23 2:Bh:110:ASP:CG 2.11 0.76
2:1h:37.LEU:HD21 2:Th:149:VAL:CG1 2.13 0.76
2:Mh:106:VAL:HG23 2:Mh:110:ASP:CB 2.15 0.76
2:bh:106:VAL:HG23 2:bh:110:ASP:CB 2.15 0.76
2:nh:106:VAL:HG23 2:nh:110:ASP:CB 2.15 0.76
2:vh:106:VAL:HG23 2:vh:110:ASP:CG 2.11 0.76
2:zh:106:VAL:HG23 2:zh:110:ASP:CG 2.11 0.76
2:1h:106:VAL:HG23 2:1h:110:ASP:CB 2.15 0.76
3:B1:53:ASN:ND2 3:B1:88:LYS:HD2 2.00 0.76
3:N1:53:ASN:ND2 3:NI1:88:LYS:HD?2 2.00 0.76
3:Ul:53:ASN:ND2 3:UL:88:LYS:HD?2 2.00 0.76
3:ql:53:ASN:ND2 3:ql:88:LYS:HD2 2.00 0.76
3:31:53:ASN:ND2 3:31:88:LYS:HD2 2.00 0.76
1:0:614:GLN:HE22 1:0:725:PRO:HA 1.51 0.76
1:Q:614:GLN:HE22 1:Q:725:PRO:HA 1.51 0.76
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Atom-1 Atom-2 distance (A) overlap (A)
1:W:614:GLN:HE22 1:W:725:PRO:HA 1.50 0.76
1:m:324:THR:OG1 2:mh:130: THR:HG22 1.86 0.76
1:t:324: THR:OG1 2:th:130: THR:HG22 1.85 0.76
1:7:324: THR:OG1 2:7h:130: THR:HG22 1.85 0.76
2:7h:106:VAL:HG23 2:7h:110:ASP:CB 2.15 0.76
2:ch:106:VAL:HG23 2:ch:110:ASP:CB 2.15 0.76
2:ph:106:VAL:HG23 2:ph:110:ASP:CG 2.11 0.76
2:wh:106:VAL:HG23 2:wh:110:ASP:CG 2.11 0.76
2:xh:106:VAL:HG23 2:xh:110:ASP:CB 2.15 0.76
2:0h:106:VAL:HG23 2:0h:110:ASP:CG 2.10 0.76
2:4h:106:VAL:HG23 2:4h:110:ASP:CG 2.11 0.76
3:F1:53:ASN:ND2 3:F1:88:LYS:HD?2 2.00 0.76
3:M1:53:ASN:ND2 3:MIL:88:LYS:HD2 2.00 0.76
3:Ql:53:ASN:ND2 3:QL:88:LYS:HD2 2.00 0.76
3:X1:53:ASN:ND2 3:X1:88:LYS:HD2 2.00 0.76
3:al:53:ASN:ND2 3:al:88:LYS:HD2 2.00 0.76
3:hl:53:ASN:ND2 3:hl:88:LYS:HD?2 2.00 0.76
3:01:53:ASN:ND2 3:01:88:LYS:HD2 2.00 0.76
3:ul:53:ASN:ND2 3:ul:88:LYS:HD?2 2.00 0.76
3:71:53:ASN:ND2 3:71:88:LYS:HD2 2.00 0.76
1:B:324:THR:OG1 2:Bh:130: THR:HG22 1.85 0.76
1:H:614:GLN:HE22 1:H:725:PRO:HA 1.50 0.76
1:M:614:GLN:HE22 1:M:725:PRO:HA 1.51 0.76
1:t:614:GLN:HE22 1:t:725:PRO:HA 1.51 0.76
1:2:324:THR:OG1 2:zh:130: THR:HG22 1.85 0.76
1:0:324: THR:OG1 2:0h:130: THR:HG22 1.86 0.76
2:Qh:106:VAL:HG23 2:Qh:110:ASP:CB 2.15 0.76
2:dh:106:VAL:HG23 2:dh:110:ASP:CG 2.11 0.76
2:jh:106:VAL:HG23 2:jh:110:ASP:CB 2.15 0.76
2:mh:106:VAL:HG23 2:mh:110:ASP:CG 2.10 0.76
2:0h:106:VAL:HG23 2:0h:110:ASP:CG 2.11 0.76
2:th:106:VAL:HG23 2:th:110:ASP:CB 2.15 0.76
2:vh:106:VAL:CG2 2:vh:110:ASP:CB 2.64 0.76
2:6h:106:VAL:HG23 2:6h:110:ASP:CB 2.15 0.76
3:J1:53:ASN:ND2 3:J1:88:LYS:HD2 2.00 0.76
3:v1:53:ASN:ND2 3:v1:88:LYS:HD2 2.00 0.76
3:z1:53:ASN:ND2 3:z1:88:LYS:HD2 2.00 0.76
1:b:324: THR:OG1 2:bh:130: THR:HG22 1.86 0.76
1:1:324:THR:OG1 2:1h:130: THR:HG22 1.85 0.76
1:w:324: THR:OG1 2:wh:130: THR:HG22 1.85 0.76
2:Ch:106:VAL:HG23 2:Ch:110:ASP:CB 2.15 0.76
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2:Jh:106:VAL:HG23 2:Jh:110:ASP:CB 2.15 0.76
2:Th:106:VAL:CG2 2:Th:110:ASP:0OD2 2.33 0.76
2:Wh:37:LEU:HD21 2:Wh:149:VAL:CG1 2.13 0.76
2:kh:37:LEU:HD21 2:kh:149:VAL:CG1 2.13 0.76
2:sh:37:LEU:HD21 2:sh:149:VAL:CG1 2.13 0.76
2:2h:106:VAL:CG2 2:2h:110:ASP:CB 2.64 0.76
2:3h:106:VAL:HG23 2:3h:110:ASP:CB 2.15 0.76
2:6h:106:VAL:HG23 2:6h:110:ASP:CG 2.11 0.76
3:pl:53:ASN:ND2 3:pl:88:LYS:HD2 2.00 0.76
1:d:324: THR:OG1 2:dh:130: THR:HG22 1.85 0.76
1:1:614:GLN:HE22 1:1:725:PRO:HA 1.51 0.76
1:w:614:GLN:HE22 1:w:725:PRO:HA 1.51 0.76
2:Bh:106:VAL:HG23 2:Bh:110:ASP:CB 2.15 0.76
2:Dh:106:VAL:HG23 2:Dh:110:ASP:CG 2.11 0.76
2:Eh:106:VAL:CG2 2:Eh:110:ASP:CB 2.64 0.76
2:Nh:106:VAL:HG23 2:Nh:110:ASP:CB 2.15 0.76
2:Ph:106:VAL:CG2 2:Ph:110:ASP:CB 2.64 0.76
2:Uh:37:LEU:HD21 2:Uh:149:VAL:CG1 2.13 0.76
2:Xh:106:VAL:HG23 2:Xh:110:ASP:CB 2.15 0.76
2:7h:106:VAL:HG23 2:7h:110:ASP:CG 2.11 0.76
2:bh:106:VAL:HG23 2:bh:110:ASP:CG 2.11 0.76
2:¢h:106:VAL:CG2 2:ch:110:ASP:CB 2.64 0.76
2:gh:106:VAL:CG2 2:gh:110:ASP:OD2 2.33 0.76
2:1h:106:VAL:CG2 2:1h:110:ASP:CB 2.64 0.76
2:0h:106:VAL:CG2 2:0h:110:ASP:CB 2.64 0.76
2:yh:106:VAL:HG23 2:yh:110:ASP:CG 2.11 0.76
2:0h:106:VAL:HG23 2:0h:110:ASP:CB 2.15 0.76
2:3h:106:VAL:CG2 2:3h:110:ASP:CB 2.64 0.76
3:k1:53:ASN:ND2 3:k1:88:LYS:HD2 2.00 0.76
3:s1:53:ASN:ND2 3:s1:88:LYS:HD?2 2.00 0.76
3:wl:53:ASN:ND2 3:wl:88:LYS:HD?2 2.00 0.76
1:C:324: THR:OG1 2:Ch:130: THR:HG22 1.86 0.76
1:7:614:GLN:HE22 1:7:725:PRO:HA 1.51 0.76
1:h:324:THR:OG1 2:hh:130: THR:HG22 1.85 0.76
1:n:324:THR:OG1 2:1h:130: THR:HG22 1.86 0.76
1:p:324:THR:O0G1 2:ph:130: THR:HG22 1.85 0.76
2:Ah:106:VAL:HG23 2:Ah:110:ASP:CG 2.11 0.76
2:Gh:106:VAL:CG2 2:Gh:110:ASP:0OD2 2.33 0.76
2:Sh:106:VAL:HG23 2:Sh:110:ASP:CG 2.11 0.76
2:Vh:106:VAL:HG23 2:Vh:110:ASP:CG 2.11 0.76
2:th:106:VAL:HG23 2:th:110:ASP:CG 2.11 0.76
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Atom-1 Atom-2 distance (A) overlap (A)

2:kh:106:VAL:HG23 2:kh:110:ASP:CG 2.11 0.76
2:¢h:106:VAL:HG23 2:¢h:110:ASP:CB 2.15 0.76
2:qh:106:VAL:CG2 2:¢h:110:ASP:CB 2.64 0.76
2:uh:106:VAL:CG2 2:uh:110:ASP:CB 2.64 0.76
2:zh:106:VAL:HG23 2:zh:110:ASP:CB 2.15 0.76
3:Al:53:ASN:ND2 3:Al:88:LYS:HD2 2.00 0.76
3:K1:53:ASN:ND2 3:K1:88:LYS:HD2 2.00 0.76
1:D:614:GLN:HE22 1:D:725:PRO:HA 1.51 0.76
1:d:614:GLN:HE22 1:d:725:PRO:HA 1.50 0.76
1:p:614:GLN:HE22 1:p:725:PRO:HA 1.51 0.76
1:1:324: THR:OG1 2:1h:130: THR:HG22 1.86 0.76
1:3:324: THR:OG1 2:3h:130: THR:HG22 1.85 0.76
1:4:324: THR:OG1 2:4h:130: THR:HG22 1.85 0.76
2:Fh:106:VAL:HG23 2:Fh:110:ASP:CB 2.15 0.76
2:Lh:106:VAL:HG23 2:Lh:110:ASP:CG 2.11 0.76
2:Nh:106:VAL:CG2 2:Nh:110:ASP:CB 2.64 0.76
2:0h:36:THR:CA 2:0h:103:LEU:O 2.34 0.76
2:¢h:106:VAL:HG23 2:¢h:110:ASP:CG 2.11 0.76
2:kh:106:VAL:CG2 2:kh:110:ASP:CB 2.64 0.76
2:kh:106:VAL:CG2 2:kh:110:ASP:0OD2 2.33 0.76
2:1h:106:VAL:CG2 2:1h:110:ASP:0OD2 2.33 0.76
2:mh:106:VAL:HG23 2:mh:110:ASP:CB 2.15 0.76
2:nh:106:VAL:CG2 2:nh:110:ASP:CB 2.64 0.76
2:sh:106:VAL:CG2 2:sh:110:ASP:CB 2.64 0.76
2:sh:106:VAL:CG2 2:sh:110:ASP:0D2 2.33 0.76
2:uh:106:VAL:HG23 2:uh:110:ASP:CB 2.15 0.76
2:2h:106:VAL:CG2 2:2h:110:ASP:0OD2 2.33 0.76
2:5h:106:VAL:CG2 2:5h:110:ASP:CB 2.64 0.76
3:H1:53:ASN:ND2 3:H1:88:LYS:HD2 2.00 0.76
3:R1:53:ASN:ND2 3:RI1:88:LYS:HD2 2.00 0.76
3:bl:53:ASN:ND2 3:bl:88:LYS:HD?2 2.00 0.76
3:j1:53: ASN:ND2 3:j1:88:LYS:HD2 2.00 0.76
1:U:324:THR:OG1 2:Uh:130:THR:HG22 1.85 0.76
1:¢:324:THR:OG1 2:ch:130: THR:HG22 1.85 0.76
1:6:614:GLN:HE22 1:6:725:PRO:HA 1.51 0.76
2:Ah:36: THR:CA 2:Ah:103:LEU:O 2.34 0.76
2:Fh:106:VAL:CG2 2:Fh:110:ASP:CB 2.64 0.76
2:Gh:36:THR:CA 2:Gh:103:LEU:O 2.34 0.76
2:Hh:36: THR:CA 2:Hh:103:LEU:O 2.34 0.76
2:Kh:106:VAL:HG23 2:Kh:110:ASP:CG 2.11 0.76
2:Lh:106:VAL:CG2 2:Lh:110:ASP:CB 2.64 0.76
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Atom-1 Atom-2 distance (A) overlap (A)

2:0h:106:VAL:CG2 2:0h:110:ASP:0OD2 2.33 0.76
2:Ph:36: THR:CA 2:Ph:103:LEU:O 2.34 0.76
2:Rh:36: THR:CA 2:Rh:103:LEU:O 2.34 0.76
2:Rh:106:VAL:HG23 2:Rh:110:ASP:CG 2.11 0.76
2:Th:106:VAL:HG23 2:Th:110:ASP:CG 2.11 0.76
2:Vh:106:VAL:CG2 2:Vh:110:ASP:CB 2.64 0.76
2:Yh:36: THR:CA 2:Yh:103:LEU:O 2.34 0.76
2:bh:36: THR:CA 2:bh:103:LEU:O 2.34 0.76
2:dh:106:VAL:CG2 2:dh:110:ASP:CB 2.64 0.76
2:¢h:106:VAL:CG2 2:¢h:110:ASP:CB 2.64 0.76
2:th:106:VAL:CG2 2:th:110:ASP:CB 2.64 0.76
2:hh:37:LEU:HD21 2:hh:149:VAL:CG1 2.13 0.76
2:sh:106:VAL:HG23 2:sh:110:ASP:CG 2.11 0.76
2:1h:106:VAL:CG2 2:1h:110:ASP:CB 2.64 0.76
3:Y1:53:ASN:ND2 3:Y1:88:LYS:HD2 2.00 0.76
3:11:53:ASN:ND2 3:r1:88:LYS:HD?2 2.00 0.76
1:J:324: THR:OG1 2:Jh:130: THR:HG22 1.86 0.76
1:L:614:GLN:HE22 1:L:725:PRO:HA 1.51 0.76
1:S:614:GLN:HE22 1:S:725:PRO:HA 1.51 0.76
1:T:324: THR:OG1 2:Th:130: THR:HG22 1.86 0.76
1:0:614:GLN:HE22 1:0:725:PRO:HA 1.50 0.76
1:5:614:GLN:HE22 1:5:725:PRO:HA 1.51 0.76
1:v:324:THR:OG1 2:vh:130: THR:HG22 1.86 0.76
1:y:614:GLN:HE22 1:y:725:PRO:HA 1.51 0.76
1:3:614:GLN:HE22 1:3:725:PRO:HA 1.51 0.76
1:4:614:GLN:HE22 1:4:725:PRO:HA 1.50 0.76
2:Dh:106:VAL:CG2 2:Dh:110:ASP:CB 2.64 0.76
2:Eh:36:THR:CA 2:Eh:103:LEU:O 2.34 0.76
2:Eh:106:VAL:CG2 2:Eh:110:ASP:0OD2 2.33 0.76
2:Hh:106:VAL:HG23 2:Hh:110:ASP:CG 2.10 0.76
2:Jh:36: THR:CA 2:Jh:103:LEU:O 2.34 0.76
2:Kh:36:THR:CA 2:Kh:103:LEU:O 2.34 0.76
2:Ph:106:VAL:CG2 2:Ph:110:ASP:0OD2 2.33 0.76
2:Sh:106:VAL:CG2 2:Sh:110:ASP:CB 2.64 0.76
2:Uh:106:VAL:CG2 2:Uh:110:ASP:CB 2.64 0.76
2:Wh:106:VAL:HG23 2:Wh:110:ASP:CG 2.10 0.76
2:Xh:36: THR:CA 2:Xh:103:LEU:O 2.34 0.76
2:Xh:106:VAL:HG23 2:Xh:110:ASP:CG 2.11 0.76
2:Yh:106:VAL:HG23 2:Yh:110:ASP:CG 2.11 0.76
2:dh:37:LEU:HD21 2:dh:149:VAL:CG1 2.13 0.76
2:hh:106:VAL:CG2 2:hh:110:ASP:CB 2.64 0.76
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Atom-1 Atom-2 distance (A) overlap (A)
2:1h:106:VAL:HG23 2:1h:110:ASP:CG 2.11 0.76
2:¢h:36: THR:CA 2:qh:103:LEU:O 2.34 0.76
2:uh:36: THR:CA 2:uh:103:LEU:O 2.34 0.76
2:yh:106:VAL:CG2 2:yh:110:ASP:CB 2.64 0.76
2:zh:106:VAL:CG2 2:zh:110:ASP:0OD2 2.33 0.76
2:0h:106:VAL:CG2 2:0h:110:ASP:CB 2.64 0.76
2:4h:106:VAL:CG2 2:4h:110:ASP:CB 2.64 0.76
3:11:53: ASN:ND2 3:11:88:LYS:HD2 2.00 0.76
3:x1:53:ASN:ND2 3:x1:88:LYS:HD2 2.00 0.76
1:R:324:THR:0G1 2:Rh:130: THR:HG22 1.86 0.75
1:T:614:GLN:HE22 1:T:725:PRO:HA 1.50 0.75
1:X:324:THR:OG1 2:Xh:130: THR:HG22 1.86 0.75
1:¢c:614:GLN:HE22 1:¢:725:PRO:HA 1.51 0.75
1:5:614:GLN:HE22 1:5:725:PRO:HA 1.50 0.75
2:Dh:37:LEU:HD21 2:Dh:149:VAL:CG1 2.13 0.75
2:Gh:106:VAL:CG2 2:Gh:110:ASP:CB 2.64 0.75
2:Hh:106:VAL:CG2 2:Hh:110:ASP:CB 2.64 0.75
2:Jh:106:VAL:HG23 2:Jh:110:ASP:CG 2.11 0.75
2:Rh:106:VAL:CG2 2:Rh:110:ASP:CB 2.64 0.75
2:Yh:106:VAL:CG2 2:Yh:110:ASP:0D2 2.33 0.75
2:7h:106:VAL:CG2 2:7h:110:ASP:0OD2 2.33 0.75
2:dh:36: THR:CA 2:dh:103:LEU:O 2.34 0.75
2:¢h:106:VAL:CG2 2:¢h:110:ASP:0D2 2.33 0.75
2:¢h:36: THR:CA 2:¢h:103:LEU:O 2.34 0.75
2:hh:106:VAL:HG23 2:hh:110:ASP:CB 2.15 0.75
2:nh:106:VAL:HG23 2:nh:110:ASP:CG 2.11 0.75
2:yh:37:LEU:HD21 2:yh:149:VAL:CG1 2.13 0.75
2:zh:106:VAL:CG2 2:zh:110:ASP:CB 2.64 0.75
2:2h:36: THR:CA 2:2h:103:LEU:O 2.34 0.75
2:5h:106:VAL:CG2 2:5h:110:ASP:0OD2 2.33 0.75
3:ClL:53:ASN:ND2 3:CL:88:LYS:HD?2 2.00 0.75
3:P1:53:ASN:ND2 3:P1:88:LYS:HD2 2.00 0.75
3:WIL:53:ASN:ND2 3:WI:88:LYS:HD2 2.00 0.75
3:11:53:ASN:ND2 3:11:88:LYS:HD2 2.00 0.75
1:B:614:GLN:HE22 1:B:725:PRO:HA 1.50 0.75
1:e:614:GLN:HE22 1:e:725:PRO:HA 1.51 0.75
1:¢:324: THR:OG1 2:¢h:130: THR:HG22 1.86 0.75
1:j:324: THR:OG1 2:jh:130: THR:HG22 1.86 0.75
1:k:614:GLN:HE22 1:k:725:PRO:HA 1.51 0.75
1:v:614:GLN:HE22 1:v:725:PRO:HA 1.51 0.75
2:Ah:106:VAL:CG2 2:Ah:110:ASP:CB 2.64 0.75
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Atom-1 Atom-2 distance (A) overlap (A)

2:Bh:106:VAL:CG2 2:Bh:110:ASP:CB 2.64 0.75
2:Hh:106:VAL:CG2 2:Hh:110:ASP:0OD2 2.33 0.75
2:1h:106:VAL:HG23 2:Th:110:ASP:CG 2.11 0.75
2:Kh:106:VAL:CG2 2:Kh:110:ASP:CB 2.64 0.75
2:0h:106:VAL:CG2 2:0h:110:ASP:CB 2.64 0.75
2:Ph:106:VAL:HG23 2:Ph:110:ASP:CG 2.11 0.75
2:Th:36: THR:CA 2:Th:103:LEU:O 2.34 0.75
2:Yh:106:VAL:CG2 2:Yh:110:ASP:CB 2.64 0.75
2:ah:106:VAL:CG2 2:ah:110:ASP:CB 2.64 0.75
2:bh:106:VAL:CG2 2:bh:110:ASP:CB 2.64 0.75
2:1h:36: THR:CA 2:1h:103:LEU:O 2.34 0.75
2:1h:106:VAL:HG23 2:1h:110:ASP:CG 2.11 0.75
2:mh:106:VAL:CG2 2:mh:110:ASP:CB 2.64 0.75
2:rh:37:LEU:HD21 2:1h:149:VAL:CG1 2.13 0.75
2:th:106:VAL:HG23 2:th:110:ASP:CG 2.11 0.75
2:1h:106:VAL:HG23 2:1h:110:ASP:CG 2.11 0.75
2:3h:36: THR:CA 2:3h:103:LEU:O 2.34 0.75
2:4h:36:THR:CA 2:4h:103:LEU:O 2.34 0.75
2:4h:37:LEU:HD21 2:4h:149:VAL:CG1 2.13 0.75
2:6h:106:VAL:CG2 2:6h:110:ASP:0OD2 2.33 0.75
2:7h:106:VAL:CG2 2:7h:110:ASP:CB 2.64 0.75
3:El:53:ASN:ND2 3:E1:88:LYS:HD2 2.00 0.75
3:L1:53:ASN:ND2 3:L1:88:LYS:HD2 2.00 0.75
3:51:53:ASN:ND2 3:51:88:LYS:HD2 2.00 0.75
1:E:614:GLN:HE22 1:E:725:PRO:HA 1.50 0.75
1:1:324:THR:OG1 2:1h:130: THR:HG22 1.86 0.75
1:K:324:THR:OG1 2:Kh:130: THR:HG22 1.86 0.75
1:£:614:GLN:HE22 1:£:725:PRO:HA 1.50 0.75
1:1:324: THR:OG1 2:1h:130: THR:HG22 1.86 0.75
1:0:324: THR:OG1 2:0h:130: THR:HG22 1.86 0.75
1:r:324:THR:O0G1 2:rh:130: THR:HG22 1.86 0.75
1:2:614:GLN:HE22 1:2:725:PRO:HA 1.51 0.75
2:Bh:36: THR:CA 2:Bh:103:LEU:O 2.34 0.75
2:Eh:106:VAL:HG23 2:Eh:110:ASP:CG 2.11 0.75
2:Mh:106:VAL:CG2 2:Mh:110:ASP:CB 2.64 0.75
2:Uh:106:VAL:HG23 2:Uh:110:ASP:CB 2.15 0.75
2:ch:36: THR:CA 2:¢ch:103:LEU:O 2.34 0.75
2:jh:106:VAL:CG2 2:jh:110:ASP:CB 2.64 0.75
2:ph:106:VAL:CG2 2:ph:110:ASP:CB 2.64 0.75
2:1h:106:VAL:CG2 2:th:110:ASP:CB 2.64 0.75
2:wh:36: THR:CA 2:wh:103:LEU:O 2.34 0.75
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Atom-1 Atom-2 distance (A) overlap (A)

2:zh:36: THR:CA 2:zh:103:LEU:O 2.34 0.75
2:2h:106:VAL:HG23 2:2h:110:ASP:CG 2.11 0.75
3:el:53:ASN:ND2 3:el:88:LYS:HD2 2.00 0.75
3:nl:53:ASN:ND2 3:nl:88:LYS:HD?2 2.00 0.75
1:P:324: THR:OG1 2:Ph:130: THR:HG22 1.85 0.75
1:P:614:GLN:HE22 1:P:725:PRO:HA 1.51 0.75
1:£:324:THR:0G1 2:fh:130: THR:HG22 1.85 0.75
1:g:614:GLN:HE22 1:g:725:PRO:HA 1.50 0.75
1:2:324: THR:OG1 2:2h:130: THR:HG22 1.86 0.75
2:Jh:106:VAL:CG2 2:Jh:110:ASP:CB 2.64 0.75
2:Qh:106:VAL:CG2 2:Qh:110:ASP:CB 2.64 0.75
2:¢h:106:VAL:HG23 2:eh:110:ASP:CG 2.11 0.75
2:ph:36: THR:CA 2:ph:103:LEU:O 2.34 0.75
2:th:106:VAL:CG2 2:th:110:ASP:CB 2.64 0.75
2:wh:106:VAL:CG2 2:wh:110:ASP:CB 2.64 0.75
2:5h:106:VAL:HG23 2:5h:110:ASP:CG 2.11 0.75
3:S1:53:ASN:ND2 3:S1:88:LYS:HD?2 2.00 0.75
3:s1:53:ASN:O 3:81:73:GLY:CA 2.35 0.75
1:E:324: THR:OG1 2:Eh:130: THR:HG22 1.85 0.75
1:H:324: THR:OG1 2:Hh:130: THR:HG22 1.86 0.75
1:Y:324:THR:0G1 2:Yh:130: THR:HG22 1.86 0.75
2:Ch:106:VAL:CG2 2:Ch:110:ASP:CB 2.64 0.75
2:Kh:37:LEU:HD21 2:Kh:149:VAL:CG1 2.13 0.75
2:Qh:106:VAL:CG2 2:Qh:110:ASP:OD2 2.33 0.75
2:Uh:106:VAL:CG2 2:Uh:110:ASP:0D2 2.33 0.75
2:Xh:106:VAL:CG2 2:Xh:110:ASP:CB 2.64 0.75
2:Xh:106:VAL:CG2 2:Xh:110:ASP:0D2 2.33 0.75
2:1h:36: THR:CA 2:1h:103:LEU:O 2.34 0.75
2:1h:106:VAL:CG2 2:ih:110:ASP:CB 2.64 0.75
2:jh:37:-LEU:HD21 2:jh:149:VAL:CG1 2.13 0.75
2:7h:106:VAL:HG23 2:7h:110:ASP:CG 2.11 0.75
3:Al:53:ASN:O 3:AL:73:GLY:CA 2.35 0.75
3:bl:53:ASN:O 3:bl:73:GLY:CA 2.35 0.75
3:j1:53:ASN:O 3:j1:73:GLY:CA 2.35 0.75
3:k1:53:ASN:O 3:k1:73:GLY:CA 2.35 0.75
3:11:53:ASN:O 3:11:73:GLY:CA 2.35 0.75
1:0:324: THR:OG1 2:0h:130: THR:HG22 1.86 0.75
1:V:324: THR:OG1 2:Vh:130: THR:HG22 1.85 0.75
1:W:324:THR:OG1 | 2:Wh:130:THR:HG22 1.86 0.75
2:Lh:36: THR:CA 2:Lh:103:LEU:O 2.34 0.75
2:ah:106:VAL:HG23 2:ah:110:ASP:CG 2.11 0.75
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Atom-1 Atom-2 distance (A) overlap (A)
2:th:106:VAL:CG2 2:th:110:ASP:0D2 2.33 0.75
2:jh:106:VAL:HG23 2:jh:110:ASP:CG 2.11 0.75
2:qh:106:VAL:CG2 2:¢h:110:ASP:0D2 2.33 0.75
2:th:36: THR:CA 2:vh:103:LEU:O 2.34 0.75
2:1h:106:VAL:HG23 2:th:110:ASP:CG 2.11 0.75
2:th:36: THR:CA 2:th:103:LEU:O 2.34 0.75
2:uh:106:VAL:CG2 2:uh:110:ASP:0OD2 2.33 0.75
2:xh:106:VAL:CG2 2:xh:110:ASP:CB 2.64 0.75
3:ml:53:ASN:ND2 3:ml:88:LYS:HD?2 2.00 0.75
3:31:53:ASN:O 3:31:73:GLY:CA 2.35 0.75
1:G:324:THR:OG1 2:Gh:130: THR:HG22 1.86 0.75
1:V:614:GLN:HE22 1:V:725:PRO:HA 1.51 0.75
2:Th:36: THR:CA 2:1h:103:LEU:O 2.34 0.75
2:Jh:106:VAL:CG2 2:Jh:110:ASP:0OD2 2.33 0.75
2:Lh:106:VAL:CG2 2:Lh:110:ASP:OD2 2.33 0.75
2:Mh:106:VAL:CG2 2:Mh:110:ASP:0OD2 2.33 0.75
2:0h:106:VAL:HG23 2:0h:110:ASP:CG 2.11 0.75
2:Sh:36:THR:CA 2:Sh:103:LEU:O 2.34 0.75
2:Vh:106:VAL:CG2 2:Vh:110:ASP:0D2 2.33 0.75
2:dh:106:VAL:CG2 2:dh:110:ASP:0OD2 2.33 0.75
2:hh:106:VAL:CG2 2:hh:110:ASP:0OD2 2.33 0.75
2:jh:36: THR:CA 2:jh:103:LEU:O 2.34 0.75
3:01:53:ASN:ND2 3:01:88:LYS:HD2 2.00 0.75
1:D:324:THR:OG1 2:Dh:130: THR:HG22 1.85 0.75
1:U:614:GLN:HE22 1:U:725:PRO:HA 1.51 0.75
2:Ch:106:VAL:HG23 2:Ch:110:ASP:CG 2.11 0.75
2:Qh:36: THR:CA 2:Qh:103:LEU:O 2.34 0.75
2:Rh:37:LEU:HD21 2:Rh:149:VAL:CG1 2.13 0.75
2:Sh:106:VAL:CG2 2:Sh:110:ASP:0OD2 2.33 0.75
2:Th:106:VAL:CG2 2:Th:110:ASP:CB 2.64 0.75
2:Uh:36: THR:CA 2:Uh:103:LEU:O 2.34 0.75
2:Wh:36:THR:CA 2:Wh:103:LEU:O 2.34 0.75
2:¢h:106:VAL:CG2 2:ch:110:ASP:0OD2 2.33 0.75
2:gh:106:VAL:CG2 2:¢h:110:ASP:CB 2.64 0.75
2:uh:106:VAL:HG23 2:uh:110:ASP:CG 2.11 0.75
2:xh:106:VAL:HG23 2:xh:110:ASP:CG 2.11 0.75
1:F:324:THR:0G1 2:Fh:130: THR:HG22 1.86 0.75
1:y:324: THR:0G1 2:yh:130: THR:HG22 1.85 0.75
2:Gh:106:VAL:HG23 2:Gh:110:ASP:CG 2.11 0.75
2:Nh:106:VAL:HG23 2:Nh:110:ASP:CG 2.11 0.75
2:ah:36:THR:CA 2:ah:103:LEU:O 2.34 0.75
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Atom-1 Atom-2 distance (A) overlap (A)
2:bh:37:LEU:HD21 2:bh:149:VAL:CG1 2.13 0.75
2:qh:106:VAL:HG23 2:qh:110:ASP:CG 2.11 0.75
2:4h:106:VAL:CG2 2:4h:110:ASP:0OD2 2.33 0.75
3:11:53:ASN:O 3:11:73:GLY:CA 2.35 0.75
3:11:53:ASN:ND2 3:11:88:LYS:HD2 2.00 0.75
3:21:53:ASN:ND2 3:21:88:LYS:HD2 2.00 0.75
1:K:614:GLN:HE22 1:K:725:PRO:HA 1.51 0.74
1:h:614:GLN:HE22 1:h:725:PRO:HA 1.51 0.74
2:Fh:106:VAL:HG23 2:Fh:110:ASP:CG 2.11 0.74
2:Mh:36: THR:CA 2:Mh:103:LEU:O 2.34 0.74
2:Mh:37:LEU:HD21 2:Mh:149:VAL:CG1 2.13 0.74
2:7h:106:VAL:CG2 2:7h:110:ASP:CB 2.64 0.74
2:hh:36: THR:CA 2:hh:103:LEU:O 2.34 0.74
2:0h:36:THR:CA 2:0h:103:LEU:O 2.34 0.74
2:7h:36:THR:CA 2:7h:103:LEU:O 2.34 0.74
3:W1:53:ASN:O 3:WI1:73:GLY:CA 2.35 0.74
3:1:53:ASN:O 3:4:73:GLY:CA 2.35 0.74
3:2z1:53:ASN:O 3:z1:73:GLY:CA 2.35 0.74
1:0:614:GLN:HE22 1:0:725:PRO:HA 1.50 0.74
2:Ah:37:LEU:HD21 2:Ah:149:VAL:CG1 2.13 0.74
2:Bh:106:VAL:CG2 2:Bh:110:ASP:0OD2 2.33 0.74
2:mh:36: THR:CA 2:mh:103:LEU:O 2.34 0.74
2:3h:106:VAL:CG2 2:3h:110:ASP:0OD2 2.33 0.74
2:6h:106:VAL:CG2 2:6h:110:ASP:CB 2.64 0.74
3:B1:53:ASN:O 3:Bl1:73:GLY:CA 2.35 0.74
3:V1:53:ASN:ND2 3:V9:88:LYS:HD2 2.00 0.74
3:t1:53:ASN:ND2 3:t1:88:LYS:HD?2 2.00 0.74
1:N:324: THR:0G1 2:Nh:130: THR:HG22 1.86 0.74
1:R:614:GLN:HE22 1:R:725:PRO:HA 1.51 0.74
2:1h:106:VAL:CG2 2:1h:110:ASP:CB 2.64 0.74
2:Wh:106: VAL:CG2 2:Wh:110:ASP:0OD2 2.33 0.74
2:6h:36:THR:CA 2:6h:103:LEU:O 2.34 0.74
3:El:53:ASN:O 3:ELl:73:GLY:CA 2.35 0.74
3:V1:53:ASN:O 3:VL:73:GLY:CA 2.35 0.74
3:61:53:ASN:ND2 3:41:88:LYS:HD2 2.00 0.74
3:ql:53:ASN:O 3:ql:73:GLY:CA 2.35 0.74
2:Hh:37:LEU:HD21 2:Hh:149:VAL:CG1 2.13 0.74
2:Mh:106:VAL:HG23 2:Mh:110:ASP:CG 2.11 0.74
2:Qh:37:LEU:HD21 2:Qh:149:VAL:CG1 2.13 0.74
2:Wh:106:VAL:CG2 2:Wh:110:ASP:CB 2.64 0.74
2:Yh:37:LEU:HD21 2:Yh:149:VAL:CG1 2.13 0.74
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Atom-1 Atom-2 distance (A) overlap (A)
2:7h:36: THR:CA 2:7h:103:LEU:O 2.34 0.74
2:nh:36:THR:CA 2:nh:103:LEU:O 2.34 0.74
2:vh:106:VAL:CG2 2:vh:110:ASP:0D2 2.33 0.74
2:5h:36: THR:CA 2:5h:103:LEU:O 2.34 0.74
3:PL:53:ASN:O 3:PL:73:GLY:CA 2.35 0.74
3:11:53:ASN:ND2 3:l:88:LYS:HD2 2.00 0.74
1:Q:324:THR:0G1 2:Qh:130: THR:HG22 1.85 0.74
1:n:614:GLN:HE22 1:n:725:PRO:HA 1.50 0.74
2:Fh:36: THR:CA 2:Fh:103:LEU:O 2.34 0.74
2:1h:106:VAL:CG2 2:Th:110:ASP:0D2 2.33 0.74
2:Uh:106:VAL:HG23 2:Uh:110:ASP:CG 2.11 0.74
2:Vh:36: THR:CA 2:Vh:103:LEU:O 2.34 0.74
2:¢h:106:VAL:HG23 2:ch:110:ASP:CG 2.11 0.74
2:eh:36: THR:CA 2:¢h:103:LEU:O 2.34 0.74
2:0h:36:THR:CA 2:0h:103:LEU:O 2.34 0.74
2:0h:106:VAL:CG2 2:0h:110:ASP:0OD2 2.33 0.74
2:1h:36: THR:CA 2:1h:103:LEU:O 2.34 0.74
3:71:53:ASN:O 3:71:73:GLY:CA 2.35 0.74
3:61:53:ASN:O 3:61:73:GLY:CA 2.35 0.74
1:m:614:GLN:HE22 1:m:725:PRO:HA 1.50 0.74
2:Dh:36:THR:CA 2:Dh:103:LEU:O 2.34 0.74
2:Nh:36: THR:CA 2:Nh:103:LEU:O 2.34 0.74
2:Qh:106:VAL:HG23 2:Qh:110:ASP:CG 2.11 0.74
2:Sh:37:LEU:HD21 2:Sh:149:VAL:CG1 2.13 0.74
2:hh:106:VAL:HG23 2:hh:110:ASP:CG 2.11 0.74
2:xh:36: THR:CA 2:xh:103:LEU:O 2.34 0.74
2:3h:106:VAL:HG23 2:3h:110:ASP:CG 2.11 0.74
1:M:324:THR:0G1 2:Mh:130: THR:HG22 1.85 0.74
1:q:614:GLN:HE22 1:q:725:PRO:HA 1.51 0.74
1:u:614:GLN:HE22 1:u:725:PRO:HA 1.50 0.74
1:1:614:GLN:HE22 1:1:725:PRO:HA 1.50 0.74
2:Ch:36: THR:CA 2:Ch:103:LEU:O 2.34 0.74
2:th:36: THR:CA 2:th:103:LEU:O 2.34 0.74
2:vh:36: THR:CA 2:vh:103:LEU:O 2.34 0.74
2:yh:36:THR:CA 2:yh:103:LEU:O 2.34 0.74
3:TL:53:ASN:O 3:TL:73:GLY:CA 2.35 0.74
3:01:53:ASN:O 3:01:73:GLY:CA 2.35 0.74
3:gl:53:ASN:O 3:gl:73:GLY:CA 2.35 0.74
2:Lh:37:LEU:HD21 2:Lh:149:VAL:CG1 2.13 0.74
3:S1:53:ASN:O 3:S1:73:GLY:CA 2.35 0.74
3:v1:53:ASN:O 3:v1:73:GLY:CA 2.35 0.74
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1:N:614:GLN:HE22 1:N:725:PRO:HA 1.50 0.74
2:Ch:37:LEU:HD21 2:Ch:149:VAL:CG1 2.13 0.74
2:sh:36: THR:CA 2:sh:103:LEU:O 2.34 0.74
3:L1:53:ASN:O 3:L1:73:GLY:CA 2.35 0.73
3:UL:53:ASN:O 3:UL:73:GLY:CA 2.35 0.73
2:kh:36: THR:CA 2:kh:103:LEU:O 2.34 0.73
3:el:53:ASN:O 3:el:73:GLY:CA 2.35 0.73
3:t1:53:ASN:O 3:t1:73:GLY:CA 2.35 0.73
1:F:614:GLN:HE22 1:F:725:PRO:HA 1.51 0.73
2:ah:106:VAL:CG2 2:ah:110:ASP:0OD2 2.33 0.73
2:xh:37:LEU:HD21 2:xh:149:VAL:CG1 2.13 0.73
3:M1:53:ASN:O 3:MI1:73:GLY:CA 2.35 0.73
3:h1:53:ASN:O 3:hl:73:GLY:CA 2.35 0.73
3:51:53:ASN:O 3:51:73:GLY:CA 2.35 0.73
2:Th:37.LEU:HD21 2:Th:149:VAL:CG1 2.13 0.73
2:gh:37:LEU:HD21 2:¢h:149:VAL:CG1 2.13 0.73
3:Ql:53:ASN:O 3:QL:73:GLY:CA 2.35 0.73
3:al:53:ASN:O 3:al:73:GLY:CA 2.35 0.73
3:11:53:ASN:O 3:11:73:GLY:CA 2.35 0.73
3:ml:53:ASN:O 3:ml:73:GLY:CA 2.35 0.73
3:01:53:ASN:O 3:01:73:GLY:CA 2.35 0.73
1:b:614:GLN:HE22 1:b:725:PRO:HA 1.51 0.73
2:1h:106:VAL:CG2 2:th:110:ASP:0OD2 2.33 0.73
2:0h:37:LEU:HD21 2:0h:149:VAL:CG1 2.13 0.73
2:th:37:LEU:HD21 2:th:149:VAL:CG1 2.13 0.73
2:zh:37:LEU:HD21 2:zh:149:VAL:CG1 2.13 0.73
2:0h:37:LEU:HD21 2:0h:149:VAL:CG1 2.13 0.73
3:G1:53:ASN:O 3:GL:73:GLY:CA 2.35 0.73
3:01:53:ASN:O 3:0L:73:GLY:CA 2.35 0.73
3:71:53:ASN:O 3:71:73:GLY:CA 2.35 0.73
3:K1:52:TYR:O 3:K1:55:VAL:HG23 1.89 0.73
3:nl:52: TYR:O 3:nl:55:VAL:HG23 1.89 0.73
3:pl:53:ASN:O 3:pl:73:GLY:CA 2.35 0.73
3:wl:53:ASN:O 3:wl:73:GLY:CA 2.35 0.73
3:11:52:TYR:O 3:11:55:VAL:HG23 1.89 0.73
1:A:614:GLN:HE22 1:A:725:PRO:HA 1.51 0.73
2:Bh:37:LEU:HD21 2:Bh:149:VAL:CG1 2.13 0.73
3:RLI:52:TYR:O 3:RI1:55:VAL:HG23 1.89 0.73
3:UL:52: TYR:O 3:Ul:55:VAL:HG23 1.89 0.73
3:hl:52:TYR:O 3:hl:55:VAL:HG23 1.89 0.73
3:01:52:TYR:O 3:0l:55:VAL:HG23 1.89 0.73
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Atom-1 Atom-2 distance (A) overlap (A)
3:v1:52:TYR:O 3:v1:55:VAL:HG23 1.89 0.73
2:Gh:37:LEU:HD21 2:Gh:149:VAL:CG1 2.13 0.73
2:mh:37:LEU:HD21 2:mh:149:VAL:CG1 2.13 0.73
3:ClL:53:ASN:O 3:CL:73:GLY:CA 2.35 0.73
3:LLI:52:TYR:O 3:L1:55:VAL:HG23 1.89 0.73
3:SI:52: TYR:O 3:S1:55:VAL:HG23 1.89 0.73
3:t1:52: TYR:O 3:t1:55:VAL:HG23 1.89 0.73
2:1h:37.:LEU:HD21 2:1h:149:VAL:CG1 2.13 0.73
2:th:106:VAL:CG2 2:th:110:ASP:0OD2 2.33 0.73
3:BL:52:TYR:O 3:Bl:55:VAL:HG23 1.89 0.73
3:F1:52: TYR:O 3:F1:55:VAL:HG23 1.89 0.73
3:l:52:TYR:O 3:11:55:VAL:HG23 1.89 0.73
3:j1:52: TYR:O 3:j1:55:VAL:HG23 1.89 0.73
3:11:53:ASN:O 3:11:73:GLY:CA 2.35 0.73
1:1:555:GLU:OE1 1:1:555:GLU:N 2.19 0.72
1:W:555:GLU:OE1 1:W:555:GLU:N 2.20 0.72
3:NI:52: TYR:O 3:N1:55:VAL:HG23 1.89 0.72
3:4:52:TYR:O 3:41:55:VAL:HG23 1.89 0.72
3:nl:53:ASN:O 3:nl:73:GLY:CA 2.35 0.72
3:rl:52: TYR:O 3:rl:55:VAL:HG23 1.89 0.72
3:x1:53:ASN:O 3:x1:73:GLY:CA 2.35 0.72
3:21:52:TYR:O 3:21:55:VAL:HG23 1.89 0.72
3:CL:52:TYR:O 3:CL:55:VAL:HG23 1.89 0.72
3:V1:52: TYR:O 3:V1:55:VAL:HG23 1.89 0.72
3:ul:52: TYR:O 3:ul:55:VAL:HG23 1.89 0.72
3:x1:52:TYR:O 3:x1:55:VAL:HG23 1.89 0.72
3:11:53:ASN:O 3:11:73:GLY:CA 2.35 0.72
3:21:53:ASN:O 3:21:73:GLY:CA 2.35 0.72
1:q:555:GLU:OE1 1:q:555:GLU:N 2.19 0.72
2:1h:106:VAL:CG2 2:1h:110:ASP:0OD2 2.33 0.72
3:D1:52: TYR:O 3:D1:55:VAL:HG23 1.89 0.72
3:ql:52:TYR:O 3:ql:55:VAL:HG23 1.89 0.72
2:kh:37:LEU:CD2 2:kh:149:VAL:HG11 2.16 0.72
3:11:52: TYR:O 3:11:55:VAL:HG23 1.89 0.72
3:WIL:52:TYR:O 3:WIL:55:VAL:HG23 1.89 0.72
3:al:52: TYR:O 3:al:55:VAL:HG23 1.89 0.72
3:pl:52:TYR:O 3:pl:55:VAL:HG23 1.89 0.72
3:y1:52:TYR:O 3:y1:55:VAL:HG23 1.89 0.72
3:71:52: TYR:O 3:71:55:VAL:HG23 1.89 0.72
1:U:555:GLU:OE1 1:U:555:GLU:N 2.19 0.72
1:h:555:GLU:OE1 1:h:555:GLU:N 2.19 0.72
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3:wl:52: TYR:O 3:wl:55:VAL:HG23 1.89 0.72
1:A:322:GLU:OE1 2:Ah:130:THR:HB 1.90 0.72
2:zh:37:LEU:CD2 2:zh:149:VAL:HG11 2.16 0.72
3:F1:53:ASN:O 3:FL1:73:GLY:CA 2.35 0.72
3:X1:52: TYR:O 3:X1:55:VAL:HG23 1.89 0.72
3:81:52: TYR:O 3:s1:55:VAL:HG23 1.89 0.72
3:01:52: TYR:O 3:01:55:VAL:HG23 1.89 0.72
3:31:52:TYR:O 3:31:55:VAL:HG23 1.89 0.72
1:L:555:GLU:OE1 1:1:555:GLU:N 2.19 0.72
1:S:555:GLU:OE1 1:S:555:GLU:N 2.19 0.72
2:Jh:37:LEU:CD2 2:Jh:149:VAL:HG11 2.16 0.72
2:sh:37:LEU:CD2 2:sh:149:VAL:HG11 2.16 0.72
3:J1:52:TYR:O 3:J1:55:VAL:HG23 1.89 0.72
3:QL:52:TYR:O 3:QL:55:VAL:HG23 1.89 0.72
3:bl:52: TYR:O 3:bl:55:VAL:HG23 1.89 0.72
3:cl:52:TYR:O 3:cl:55:VAL:HG23 1.89 0.72
3:kl:52:TYR:O 3:kl:55:VAL:HG23 1.89 0.72
3:ml:52: TYR:O 3:ml:55:VAL:HG23 1.89 0.72
3:61:52: TYR:O 3:61:55:VAL:HG23 1.89 0.72
1:5:555:GLU:OFE1 1:s:555:GLU:N 2.19 0.72
2:Xh:37:LEU:CD2 2:Xh:149:VAL:HG11 2.16 0.72
2:3h:37:LEU:HD21 2:3h:149:VAL:CG1 2.13 0.72
3:H1:52: TYR:O 3:H1:55:VAL:HG23 1.89 0.72
1:X:555:GLU:OE1 1:X:555:GLU:N 2.20 0.72
1:k:555:GLU:OE1 1:k:555:GLU:N 2.19 0.72
2:Bh:37:LEU:CD2 2:Bh:149:VAL:HG11 2.16 0.72
2:ch:37:LEU:HD21 2:ch:149:VAL:CG1 2.13 0.72
3:Al:52:TYR:O 3:Al:55:VAL:HG23 1.89 0.72
3:M1L:52: TYR:O 3:MI1:55:VAL:HG23 1.89 0.72
3:N1:53:ASN:O 3:N1:73:GLY:CA 2.35 0.72
3:TL:52:TYR:O 3:T1:55:VAL:HG23 1.89 0.72
3:Y1:52: TYR:O 3:Y1:55:VAL:HG23 1.89 0.72
3:71:52:TYR:O 3:71:55:VAL:HG23 1.89 0.72
3:51:52:TYR:O 3:51:55:VAL:HG23 1.89 0.72
2:ph:37:LEU:CD2 2:ph:149:VAL:HG11 2.16 0.71
3:El:52: TYR:O 3:E1:55:VAL:HG23 1.89 0.71
3:L1:110:CYS:0O 3:L1:122:GLY:N 2.23 0.71
3:P1:52:TYR:O 3:PL:55:VAL:HG23 1.89 0.71
3:51:110:CYS:O 3:S1:122:GLY:N 2.23 0.71
3:WI1:110:CYS:0O 3:WI1:122:GLY:N 2.23 0.71
3:0l:110:CYS:O 3:01:122:GLY:N 2.23 0.71
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1:C:555:GLU:OE1 1:C:555:GLU:N 2.19 0.71
2:eh:37:LEU:HD21 2:¢h:149:VAL:CG1 2.13 0.71
2:wh:37:LEU:CD2 2:wh:149:VAL:HG11 2.16 0.71
2:5h:37:LEU:HD21 2:5h:149:VAL:CG1 2.13 0.71
3:11:110:CYS:O 3:11:122:GLY:N 2.23 0.71
3:01:52:TYR:O 3:01:55:VAL:HG23 1.89 0.71
3:el:52:TYR:O 3:el:55:VAL:HG23 1.89 0.71
3:gl:52:TYR:O 3:gl:55:VAL:HG23 1.89 0.71
3:v1:110:CYS:O 3:v1:122:GLY:N 2.23 0.71
1:M:555:GLU:OE1 1:M:555:GLU:N 2.19 0.71
1:a:555:GLU:OE1 1:a:555:GLU:N 2.19 0.71
1:m:555:GLU:OE1 1:m:555:GLU:N 2.20 0.71
2:Ah:37:LEU:CD2 2:Ah:149:VAL:HG11 2.16 0.71
2:ah:37:LEU:CD2 2:ah:149:VAL:HG11 2.16 0.71
2:bh:37:LEU:CD2 2:bh:149:VAL:HG11 2.16 0.71
2:qh:37:LEU:CD2 2:qh:149:VAL:HG11 2.16 0.71
3:j1:110:CYS:0 3:j1:122:GLY:N 2.23 0.71
3:r1:110:CYS:O 3:r:122:GLY:N 2.23 0.71
3:ul:53:ASN:O 3:ul:73:GLY:CA 2.35 0.71
1:J:555:GLU:OE1 1:J:555:GLU:N 2.20 0.71
1:0:555:GLU:OE1 1:0:555:GLU:N 2.20 0.71
2:uh:39:LEU:HD13 2:uh:101:LEU:HD23 1.73 0.71
2:7h:37:LEU:CD2 2:7h:149:VAL:HG11 2.16 0.71
3:Gl:52:TYR:O 3:Gl:55:VAL:HG23 1.89 0.71
3:11:52:TYR:O 3:11:55:VAL:HG23 1.89 0.71
1:x:555:GLU:OE1 1:x:555:GLU:N 2.19 0.71
2:qh:39:LEU:HD13 2:qh:101:LEU:HD23 1.73 0.71
2:uh:37:LEU:CD2 2:uh:149:VAL:HG11 2.16 0.71
3:R1:53:ASN:O 3:R1:73:GLY:CA 2.35 0.71
3:21:52: TYR:O 3:21:55:VAL:HG23 1.89 0.71
1:Q:555:GLU:OE1 1:Q:555:GLU:N 2.19 0.71
1:7:555:GLU:OE1 1:7:555:GLU:N 2.19 0.71
2:ch:39:LEU:HD13 2:ch:101:LEU:HD23 1.73 0.71
2:dh:39:LEU:HD13 2:dh:101:LEU:HD23 1.73 0.71
2:¢h:39:LEU:HD13 2:e¢h:101:LEU:HD23 1.73 0.71
2:3h:39:LEU:HD13 2:3h:101:LEU:HD23 1.73 0.71
2:4h:39:LEU:HD13 2:4h:101:LEU:HD23 1.73 0.71
1:7:555:GLU:OE1 1:7:555:GLU:N 2.19 0.71
2:Fh:39:LEU:HD13 2:Fh:101:LEU:HD23 1.73 0.71
2:Jh:39:LEU:HD13 2:Jh:101:LEU:HD23 1.73 0.71
2:Lh:39:LEU:HD13 2:Lh:101:LEU:HD23 1.73 0.71
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2:Nh:39:LEU:HD13 2:Nh:101:LEU:HD23 1.73 0.71
2:Sh:39:LEU:HD13 2:Sh:101:LEU:HD23 1.73 0.71
2:Xh:39:LEU:HD13 2:Xh:101:LEU:HD23 1.73 0.71
2:5h:39:LEU:HD13 2:5h:101:LEU:HD23 1.73 0.71
2:6h:39:LEU:HD13 2:6h:101:LEU:HD23 1.73 0.71
3:K1:53:ASN:O 3:KIL:73:GLY:CA 2.35 0.71
3:dl:52:TYR:O 3:dl:55:VAL:HG23 1.89 0.71
3:21:53:ASN:HD22 3:21:53:ASN:H 1.39 0.71
2:Fh:37:LEU:CD2 2:Fh:149:VAL:HG11 2.16 0.71
2:1h:39:LEU:HD13 2:1h:101:LEU:HD23 1.73 0.71
2:Kh:39:LEU:HD13 2:Kh:101:LEU:HD23 1.73 0.71
2:Rh:39:LEU:HD13 2:Rh:101:LEU:HD23 1.73 0.71
2:Wh:39:LEU:HD13 | 2:Wh:101:LEU:HD23 1.73 0.71
2:7h:39:LEU:HD13 2:7h:101:LEU:HD23 1.73 0.71
2:th:39:LEU:HD13 2:th:101:LEU:HD23 1.73 0.71
3:Bl:53:ASN:HD22 3:Bl:53:ASN:H 1.39 0.71
3:QL:53:ASN:H 3:Q1:53:ASN:HD22 1.39 0.71
3:Y1:110:CYS:O 3:Y1:122:GLY:N 2.23 0.71
3:71:59:GLN:OE1 3:Z1:69:-MET:CE 2.39 0.71
3:¢cl:53:ASN:O 3:cl:73:GLY:CA 2.35 0.71
3:61:59:GLN:OE1 3:61:69:MET:CE 2.39 0.71
2:Vh:39:LEU:HD13 2:Vh:101:LEU:HD23 1.73 0.71
2:bh:39:LEU:HD13 2:bh:101:LEU:HD23 1.73 0.71
2:h:39:LEU:HD13 2:vh:101:LEU:HD23 1.73 0.71
2:wh:39:LEU:HD13 2:wh:101:LEU:HD23 1.73 0.71
3:H1:110:CYS:O 3:H1:122:GLY:N 2.23 0.71
3:M1:53:ASN:HD22 3:MI1:53:ASN:H 1.39 0.71
3:R1:53:ASN:HD22 3:R1:53:ASN:H 1.39 0.71
3:h1:53:ASN:HD22 3:hl:53:ASN:H 1.39 0.71
3:kl:59:GLN:OE1 3:kl:69:MET:CE 2.39 0.71
3:11:59:GLN:OE1 3:11:69:MET:CE 2.39 0.71
3:21:59:GLN:OE1 3:21:69:MET:CE 2.39 0.71
3:41:52: TYR:O 3:41:55:VAL:HG23 1.89 0.71
1:u:555:GLU:OE1 1:u:555:GLU:N 2.19 0.71
2:Ah:39:LEU:HD13 2:Ah:101:LEU:HD23 1.73 0.71
2:Nh:37:LEU:CD2 2:Nh:149:VAL:HG11 2.16 0.71
2:Th:37:LEU:CD2 2:Th:149:VAL:HG11 2.16 0.71
2:Uh:39:LEU:HD13 2:Uh:101:LEU:HD23 1.73 0.71
2:¢h:37:LEU:CD2 2:¢h:149:VAL:HG11 2.16 0.71
2:ph:39:LEU:HD13 2:ph:101:LEU:HD23 1.73 0.71
2:zh:39:LEU:HD13 2:zh:101:LEU:HD23 1.73 0.71
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3:C1:53:ASN:H 3:C1:53:ASN:HD22 1.39 0.71
3:DI:53:ASN:O 3:DL:73:GLY:CA 2.35 0.71
3:K1:53:ASN:H 3:K1:53:ASN:HD22 1.39 0.71
3:ULl:53:ASN:HD22 3:Ul:53:ASN:H 1.39 0.71
3:j1:59:GLN:OE1 3:j1:69:MET:CE 2.39 0.71
3:r1:59:GLN:OE1 3:11:69:MET:CE 2.39 0.71
3:x1:53:ASN:HD22 3:x1:53:ASN:H 1.39 0.71
3:y1:53:ASN:O 3:yl:73:GLY:CA 2.35 0.71
3:01:59:GLN:OE1 3:01:69:MET:CE 2.39 0.71
1:6:555:GLU:OE1 1:6:555:GLU:N 2.19 0.70
2:Bh:39:LEU:HD13 2:Bh:101:LEU:HD23 1.73 0.70
2:hh:39:LEU:HD13 2:hh:101:LEU:HD23 1.73 0.70
2:jh:39:LEU:HD13 2:jh:101:LEU:HD23 1.73 0.70
2:1h:37:LEU:HD21 2:1h:149:VAL:CG1 2.13 0.70
3:Al:59:GLN:OE1 3:Al:69:MET:CE 2.39 0.70
3:41:53:ASN:H 3:41:53:ASN:HD22 1.39 0.70
3:ml:59:GLN:OE1 3:ml:69:MET:CE 2.39 0.70
3:pl:59:GLN:OE1 3:pl:69:MET:CE 2.39 0.70
3:81:59:GLN:OE1 3:s1:69:MET:CE 2.39 0.70
3:wl:59:GLN:OE1 3:wl:69:MET:CE 2.39 0.70
2:Lh:36: THR:HG22 2:Lh:103:LEU:O 1.92 0.70
2:Sh:36: THR:HG22 2:5h:103:LEU:O 1.92 0.70
2:1h:39:LEU:HD13 2:1h:101:LEU:HD23 1.73 0.70
2:nh:37:LEU:HD21 2:nh:149:VAL:CG1 2.13 0.70
2:nh:39:LEU:HD13 2:nh:101:LEU:HD23 1.73 0.70
2:2h:39:LEU:HD13 2:2h:101:LEU:HD23 1.73 0.70
3:MI1:59:GLN:OE1 3:M1:69:MET:CE 2.39 0.70
3:T1:59:GLN:OE1 3:T1:69:MET:CE 2.39 0.70
3:X1:53:ASN:O 3:X1:73:GLY:CA 2.35 0.70
3:b1:59:GLN:OE1 3:bl:69:MET:CE 2.39 0.70
3:¢1:59:GLN:OFE1 3:¢gl:69:MET:CE 2.39 0.70
3:01:53:ASN:H 3:01:53:ASN:HD22 1.39 0.70
3:H1:59:GLN:OE1 3:H1:69:MET:CE 2.39 0.70
3:11:59:GLN:OE1 3:11:69:MET:CE 2.39 0.70
3:MI1:110:CYS:O 3:MI1:122:GLY:N 2.23 0.70
3:Q1:59:GLN:OE1 3:Ql:69:MET:CE 2.39 0.70
3:Q1:110:CYS:O 3:QLl:122:GLY:N 2.23 0.70
3:V1:53:ASN:H 3:VIL:53:ASN:HD22 1.39 0.70
3:WI1:59:GLN:OFE1 3:WL69:MET:CE 2.39 0.70
3:dl:53:ASN:O 3:dl:73:GLY:CA 2.35 0.70
3:31:53:ASN:H 3:31:53:ASN:HD22 1.39 0.70
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2:Mh:36: THR:HG22 2:Mh:103:LEU:O 1.92 0.70
2:Qh:36: THR:HG22 2:Qh:103:LEU:O 1.92 0.70
2:Rh:36: THR:HG22 2:Rh:103:LEU:O 1.92 0.70
2:jh:36: THR:HG22 2:jh:103:LEU:O 1.92 0.70
2:vh:36: THR:HG22 2:vh:103:LEU:O 1.92 0.70
2:th:39:LEU:HD13 2:th:101:LEU:HD23 1.73 0.70
2:th:69:ILE:HG23 2:th:88:VAL:HG11 1.74 0.70
2:1h:39:LEU:HD13 2:1h:101:LEU:HD23 1.73 0.70
3:Bl:59:GLN:OE1 3:BL:69:MET:CE 2.39 0.70
3:Y1:59:GLN:OE1 3:Y1:69:MET:CE 2.39 0.70
3:hl:59:GLN:OE1 3:hl:69:MET:CE 2.39 0.70
3:z1:59:GLN:OE1 3:z1:69:MET:CE 2.39 0.70
3:11:53:ASN:H 3:11:53:ASN:HD22 1.39 0.70
2:Kh:36:THR:HG22 2:Kh:103:LEU:O 1.92 0.70
2:1h:69:1ILE:HG23 2:1h:88:VAL:HG11 1.74 0.70
3:E1:59:GLN:OE1 3:El:69:MET:CE 2.39 0.70
3:J1:53:ASN:O 3:J1:73:GLY:CA 2.35 0.70
3:P1:59:GLN:OE1 3:P1:.69:MET:CE 2.39 0.70
3:UL:59:GLN:OE1 3:UL:69:MET:CE 2.39 0.70
3:al:59:GLN:OFE1 3:al:69:-MET:CE 2.39 0.70
3:cl:53:ASN:H 3:cl:53:ASN:HD22 1.39 0.70
3:nl:59:GLN:OE1 3:nl:69:MET:CE 2.39 0.70
3:x1:59:GLN:OE1 3:x1:69:MET:CE 2.39 0.70
3:51:53:ASN:HD22 3:51:53:ASN:H 1.39 0.70
2:Gh:69:ILE:HG23 2:Gh:88:VAL:HG11 1.74 0.70
2:Hh:36: THR:HG22 2:Hh:103:LEU:O 1.92 0.70
2:Mh:69:ILE:HG23 2:Mh:88:VAL:HG11 1.74 0.70
2:Qh:69:1LE:HG23 2:Qh:88:VAL:HG11 1.74 0.70
2:Yh:36: THR:HG22 2:Yh:103:LEU:O 1.92 0.70
2:1h:39:LEU:HD13 2:ih:101:LEU:HD23 1.73 0.70
2:kh:39:LEU:HD13 2:kh:101:LEU:HD23 1.73 0.70
2:0h:39:LEU:HD13 2:0h:101:LEU:HD23 1.73 0.70
3:CL:59:GLN:OE1 3:CL.69:MET:CE 2.39 0.70
3:S1:59:GLN:OE1 3:SL:69:MET:CE 2.39 0.70
3:Y1:53:ASN:O 3:YL:73:GLY:CA 2.35 0.70
3:¢l:110:CYS:O 3:el:122:GLY:N 2.23 0.70
3:ml:53:ASN:HD22 3:ml:53:ASN:H 1.39 0.70
3:nl:53:ASN:H 3:nl:53:ASN:HD22 1.39 0.70
3:nl:110:CYS:O 3:nl:122:GLY:N 2.23 0.70
3:ul:53:ASN:HD22 3:ul:53:ASN:H 1.39 0.70
3:11:59:GLN:OE1 3:11:69:-MET:CE 2.39 0.70
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3:11:110:CYS:O 3:11:122:GLY:N 2.23 0.70
3:41:53:ASN:O 3:41:73:GLY:CA 2.35 0.70
3:71:59:GLN:OE1 3:71:69:-MET:CE 2.39 0.70
1:V:555:GLU:OE1 1:V:555:GLU:N 2.19 0.70
2:0h:69:ILE:HG23 2:0h:88:VAL:HG11 1.74 0.70
2:sh:39:LEU:HD13 2:sh:101:LEU:HD23 1.73 0.70
2:vh:39:LEU:HD13 2:vh:101:LEU:HD23 1.73 0.70
3:L1:59:GLN:OE1 3:L1:69:MET:CE 2.39 0.70
3:el:53:ASN:HD22 3:el:53:ASN:H 1.39 0.70
3:01:53:ASN:HD22 3:01:53:ASN:H 1.39 0.70
3:pl:53:ASN:HD22 3:pl:53:ASN:H 1.39 0.70
2:Th:36: THR:HG22 2:Th:103:LEU:O 1.92 0.70
2:gh:36: THR:HG22 2:¢h:103:LEU:O 1.92 0.70
2:mh:39:LEU:HD13 2:mh:101:LEU:HD23 1.73 0.70
2:ph:36:THR:HG22 2:ph:103:LEU:O 1.92 0.70
2:0h:39:LEU:HD13 2:0h:101:LEU:HD23 1.73 0.70
3:CL:110:CYS:O 3:CL:122:GLY:N 2.23 0.70
3:J1:59:GLN:OE1 3:J1:69:-MET:CE 2.39 0.70
3:K1:59:GLN:OE1 3:K1:69:MET:CE 2.39 0.70
3:P1:53:ASN:HD22 3:P1:53:ASN:H 1.39 0.70
3:V1:59:GLN:OE1 3:V9:69:MET:CE 2.39 0.70
3:b1:110:CYS:0O 3:bl:122:GLY:N 2.23 0.70
3::59:GLN:OE1 3:4:69:MET:CE 2.39 0.70
3:i:59:GLN:OE1 3:1l1:69:MET:CE 2.39 0.70
3:01:59:GLN:OE1 3:01:69:MET:CE 2.39 0.70
3:ql:53:ASN:H 3:ql:53:ASN:HD22 1.39 0.70
3:81:110:CYS:O 3:81:122:GLY:N 2.23 0.70
3:v1:53:ASN:H 3:v1:53:ASN:HD22 1.39 0.70
3:v1:59:GLN:OE1 3:v1:69:MET:CE 2.39 0.70
3:wl:53:ASN:H 3:wl:53:ASN:HD22 1.39 0.70
3:51:110:CYS:O 3:51:122:GLY:N 2.23 0.70
2:wh:36: THR:HG22 2:wh:103:LEU:O 1.92 0.70
3:E1:53:ASN:HD22 3:El:53:ASN:H 1.39 0.70
3:H1:53:ASN:O 3:HIL:73:GLY:CA 2.35 0.70
3:R1:59:GLN:OE1 3:R1:69:MET:CE 2.39 0.70
3:X1:59:GLN:OE1 3:X1:69:MET:CE 2.39 0.70
3:71:53:ASN:HD22 3:71:53:ASN:H 1.39 0.70
3:el:59:GLN:OE1 3:el:69:MET:CE 2.39 0.70
3:x1:110:CYS:O 3:x1:122:GLY:N 2.23 0.70
3:y1:59:GLN:OE1 3:yl:69:MET:CE 2.39 0.70
3:31:59:GLN:OE1 3:31:69:-MET:CE 2.39 0.70
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3:41:59:GLN:OE1 3:41:69:MET:CE 2.39 0.70
3:61:53:ASN:H 3:61:53:ASN:HD22 1.39 0.70
1:1:555:GLU:OE1 1:1:555:GLU:N 2.19 0.70
1:n:555:GLU:OE1 1:n:555:GLU:N 2.20 0.70
1:y:555:GLU:OE1 1:y:555:GLU:N 2.19 0.70
2:Eh:36: THR:HG22 2:Eh:103:LEU:O 1.92 0.70
2:Hh:69:ILE:HG23 2:Hh:88:VAL:HG11 1.74 0.70
2:Wh:36:THR:HG22 2:Wh:103:LEU:O 1.92 0.70
2:1h:37:LEU:CD2 2:1h:149:VAL:HG11 2.16 0.70
2:nh:36: THR:HG22 2:nh:103:LEU:O 1.92 0.70
2:0h:36: THR:HG22 2:0h:103:LEU:O 1.92 0.70
2:xh:69:1ILE:HG23 2:xh:88:VAL:HG11 1.74 0.70
3:Al:110:CYS:O 3:Al:122:GLY:N 2.23 0.70
3:F1:59:GLN:OE1 3:F1.69:MET:CE 2.39 0.70
3:d1:59:GLN:OE1 3:dl:69:MET:CE 2.39 0.70
3:kl:110:CYS:O 3:kl:122:GLY:N 2.23 0.70
3:t1:59:GLN:OE1 3:t1:69:MET:CE 2.39 0.70
2:Ah:36: THR:HG22 2:Ah:103:LEU:O 1.92 0.69
2:Ch:69:ILE:HG23 2:Ch:88:VAL:HG11 1.74 0.69
2:Eh:37:LEU:CD2 2:Eh:149:VAL:HG11 2.16 0.69
2:1h:37:LEU:CD2 2:1h:149:VAL:HG11 2.16 0.69
2:Ph:36:THR:HG22 2:Ph:103:LEU:O 1.92 0.69
2:bh:36: THR:HG22 2:bh:103:LEU:O 1.92 0.69
2:ch:36: THR:HG22 2:¢ch:103:LEU:O 1.92 0.69
2:1h:36: THR:HG22 2:1h:103:LEU:O 1.92 0.69
2:3h:36: THR:HG22 2:3h:103:LEU:O 1.92 0.69
3:D1:59:GLN:OE1 3:D1:69:MET:CE 2.39 0.69
3:Gl:59:GLN:OE1 3:Gl:69:MET:CE 2.39 0.69
3:N1:53:ASN:H 3:N1:53:ASN:HD22 1.39 0.69
3:N1:59:GLN:OE1 3:N1:69:MET:CE 2.39 0.69
3:cl:59:GLN:OE1 3:cl:69:MET:CE 2.39 0.69
3:pl:110:CYS:0 3:pl:122:GLY:N 2.23 0.69
3:wl:110:CYS:O 3:wl:122:GLY:N 2.23 0.69
3:51:59:GLN:OE1 3:51:69:-MET:CE 2.39 0.69
2:Th:36: THR:HG22 2:Th:103:LEU:O 1.92 0.69
2:Lh:37:LEU:CD2 2:Lh:149:VAL:HG11 2.16 0.69
2:Mh:39:LEU:HD13 | 2:Mh:101:LEU:HD23 1.73 0.69
2:Sh:37:LEU:CD2 2:Sh:149:VAL:HG11 2.16 0.69
2:Yh:69:ILE:HG23 2:Yh:88:VAL:HG11 1.74 0.69
2:dh:37:LEU:CD2 2:dh:149:VAL:HG11 2.16 0.69
2:vh:36: THR:HG22 2:vh:103:LEU:O 1.92 0.69
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2:4h:37:LEU:CD2 2:4h:149:VAL:HG11 2.16 0.69
2:5h:37:LEU:CD2 2:5h:149:VAL:HG11 2.16 0.69
3:El:110:CYS:O 3:El:122:GLY:N 2.23 0.69
3:F1:53:ASN:H 3:F1:53:ASN:HD22 1.39 0.69
1:D:555:GLU:OE1 1:D:555:GLU:N 2.19 0.69
1:e:555:GLU:OE1 1:e:555:GLU:N 2.19 0.69
1:1:555:GLU:OE1 1:1:555:GLU:N 2.20 0.69
2:Dh:36: THR:HG22 2:Dh:103:LEU:O 1.92 0.69
2:Jh:36: THR:HG22 2:Jh:103:LEU:O 1.92 0.69
2:Jh:69:1LE:HG23 2:Jh:8%:VAL:HG11 1.74 0.69
2:Ph:37:LEU:CD2 2:Ph:149:VAL:HG11 2.16 0.69
2:¢h:37:LEU:CD2 2:¢h:149:VAL:HG11 2.16 0.69
2:¢h:69:1ILE:HG23 2:¢h:88:VAL:HG11 1.74 0.69
2:th:37:LEU:CD2 2:th:149:VAL:HG11 2.16 0.69
2:7h:39:LEU:HD13 2:7h:101:LEU:HD23 1.73 0.69
3:01:59:GLN:OE1 3:01:69:MET:CE 2.39 0.69
2:Bh:36: THR:HG22 2:Bh:103:LEU:O 1.92 0.69
2:Dh:37:LEU:CD2 2:Dh:149:VAL:HG11 2.16 0.69
2:Th:39:LEU:HD13 2:Th:101:LEU:HD23 1.73 0.69
2:Xh:36: THR:HG22 2:Xh:103:LEU:O 1.92 0.69
2:ah:39:LEU:HD13 2:ah:101:LEU:HD23 1.73 0.69
2:¢h:39:LEU:HD13 2:¢h:101:LEU:HD23 1.73 0.69
2:1h:37:LEU:CD2 2:1h:149:VAL:HG11 2.16 0.69
2:sh:36: THR:HG22 2:sh:103:LEU:O 1.92 0.69
2:yh:36: THR:HG22 2:yh:103:LEU:O 1.92 0.69
2:2h:37:LEU:CD2 2:2h:149:VAL:HG11 2.16 0.69
2:5h:69:ILE:HG23 2:5h:88:VAL:HG11 1.74 0.69
3:P1:110:CYS:O 3:P1:122:GLY:N 2.23 0.69
3:T1:53:ASN:H 3:TL:53:ASN:HD22 1.39 0.69
3:TL:110:CYS:O 3:TL1:122:GLY:N 2.23 0.69
2:Fh:69:1LE:HG23 2:Fh:88:VAL:HG11 1.74 0.69
2:Hh:39:LEU:HD13 2:Hh:101:LEU:HD23 1.73 0.69
2:Nh:36: THR:HG22 2:Nh:103:LEU:O 1.92 0.69
2:Qh:39:LEU:HD13 2:Qh:101:LEU:HD23 1.73 0.69
2:Uh:69:ILE:HG23 2:Uh:88:VAL:HG11 1.74 0.69
2:Wh:37:LEU:CD2 2:Wh:149:VAL:HG11 2.16 0.69
2:Xh:69:ILE:HG23 2:Xh:88:VAL:HG11 1.74 0.69
2:kh:36: THR:HG22 2:kh:103:LEU:O 1.92 0.69
2:zh:69:1LE:HG23 2:zh:88:VAL:HG11 1.74 0.69
2:4h:69:ILE:HG23 2:4h:88:VAL:HG11 1.74 0.69
3:gl:110:CYS:0O 3:gl:122:GLY:N 2.23 0.69
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3:ql:59:GLN:OE1 3:ql:69:MET:CE 2.39 0.69
3:t1:53:ASN:H 3:t1:53:ASN:HD22 1.39 0.69
2:Fh:36: THR:HG22 2:Fh:103:LEU:O 1.92 0.69
2:Nh:69:ILE:HG23 2:Nh:88:VAL:HG11 1.74 0.69
2:0h:36:THR:HG22 2:0h:103:LEU:O 1.92 0.69
2:Yh:39:LEU:HD13 2:Yh:101:LEU:HD23 1.73 0.69
2:dh:69:1LE:HG23 2:dh:88:VAL:HG11 1.74 0.69
2:¢h:36: THR:HG22 2:¢h:103:LEU:O 1.92 0.69
2:zh:36: THR:HG22 2:zh:103:LEU:O 1.92 0.69
3:g1:53:ASN:HD22 3:gl:53:ASN:H 1.39 0.69
3:11:53:ASN:H 3:11:53:ASN:HD22 1.39 0.69
3:s1:53:ASN:HD22 3:s1:53:ASN:H 1.39 0.69
1:5:555:GLU:OE1 1:5:555:GLU:N 2.19 0.69
2:Bh:69:ILE:HG23 2:Bh:88:VAL:HG11 1.74 0.69
2:Ph:39:LEU:HD13 2:Ph:101:LEU:HD23 1.73 0.69
2:Yh:37:LEU:CD2 2:Yh:149:VAL:HG11 2.16 0.69
2:Zh:69:1LE:HG23 2:Zh:88:VAL:HG11 1.74 0.69
2:hh:69:ILE:HG23 2:hh:88:VAL:HG11 1.74 0.69
2:4h:36: THR:HG22 2:4h:103:LEU:O 1.92 0.69
2:7h:69:ILE:HG23 2:7h:88:VAL:HG11 1.74 0.69
3:j1:53:ASN:HD22 3:j1:53:ASN:H 1.39 0.69
3:kl:53:ASN:H 3:k1:53:ASN:HD22 1.39 0.69
3:ul:59:GLN:OE1 3:ul:69:MET:CE 2.39 0.69
1:A:324:THR:OG1 2:Ah:130: THR:CG2 2.41 0.69
1:N:555:GLU:OE1 1:N:555:GLU:N 2.19 0.69
2:Eh:39:LEU:HD13 2:Eh:101:LEU:HD23 1.73 0.69
2:Gh:36:THR:HG22 2:Gh:103:LEU:O 1.92 0.69
2:Lh:69:ILE:HG23 2:Lh:88:VAL:HG11 1.74 0.69
2:0h:37:LEU:CD2 2:0h:149:VAL:HG11 2.16 0.69
2:Sh:69:1LE:HG23 2:Sh:88:VAL:HG11 1.74 0.69
2:Vh:69:ILE:HG23 2:Vh:88:VAL:HG11 1.74 0.69
2:ah:69:ILE:HG23 2:ah:88:VAL:HG11 1.74 0.69
2:dh:36: THR:HG22 2:dh:103:LEU:O 1.92 0.69
2:th:69:ILE:HG23 2:th:88:VAL:HG11 1.74 0.69
2:1h:36: THR:HG22 2:1h:103:LEU:O 1.92 0.69
2:mh:69:ILE:HG23 2:mh:88:VAL:HG11 1.74 0.69
2:yh:37:LEU:CD2 2:vh:149:VAL:HG11 2.16 0.69
2:yh:39:LEU:HD13 2:yvh:101:LEU:HD23 1.73 0.69
2:0h:69:ILE:HG23 2:0h:88:VAL:HG11 1.74 0.69
2:2h:36: THR:HG22 2:2h:103:LEU:O 1.92 0.69
2:2h:69:ILE:HG23 2:2h:88:VAL:HG11 1.74 0.69
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Atom-1 Atom-2 distance (A) overlap (A)

2:5h:36: THR:HG22 2:5h:103:LEU:O 1.92 0.69
2:6h:69:1LE:HG23 2:6h:88:VAL:HG11 1.74 0.69
3:J1:53:ASN:HD22 3:J1:53:ASN:H 1.39 0.69
3:X1:53:ASN:HD22 3:X1:53:ASN:H 1.39 0.69
3:r1:53:ASN:HD22 3:r1:53:ASN:H 1.39 0.69
3:41:53:ASN:HD22 3:41:53:ASN:H 1.39 0.69
3:71:53:ASN:HD22 3:71:53:ASN:H 1.39 0.69
2:Ch:39:LEU:HD13 2:Ch:101:LEU:HD23 1.73 0.69
2:Dh:39:LEU:HD13 2:Dh:101:LEU:HD23 1.73 0.69
2:Hh:37:LEU:CD2 2:Hh:149:VAL:HG11 2.16 0.69
2:0h:39:LEU:HD13 2:0h:101:LEU:HD23 1.73 0.69
2:kh:69:ILE:HG23 2:kh:88:VAL:HG11 1.74 0.69
2:1h:36: THR:HG22 2:1h:103:LEU:O 1.92 0.69
2:1h:69:1LE:HG23 2:1h:88:VAL:HG11 1.74 0.69
2:th:36: THR:HG22 2:th:103:LEU:O 1.92 0.69
1:E:555:GLU:OE1 1:E:555:GLU:N 2.19 0.69
1:F:555:GLU:OE1 1:F:555:GLU:N 2.19 0.69
1:P:555:GLU:OE1 1:P:555:GLU:N 2.19 0.69
2:Gh:37:LEU:CD2 2:Gh:149:VAL:HG11 2.16 0.69
2:Ph:69:ILE:HG23 2:Ph:88:VAL:HG11 1.74 0.69
2:7h:36: THR:HG22 2:7h:103:LEU:O 1.92 0.69
2:sh:69:ILE:HG23 2:sh:88:VAL:HG11 1.74 0.69
3:d1:53:ASN:H 3:dl:53:ASN:HD22 1.39 0.69
3:y1:53:ASN:H 3:y1:53:ASN:HD22 1.39 0.69
2:Eh:69:1LE:HG23 2:Eh:88:VAL:HG11 1.74 0.68
2:Gh:39:LEU:HD13 2:Gh:101:LEU:HD23 1.73 0.68
2:Vh:36: THR:HG22 2:Vh:103:LEU:O 1.92 0.68
2:hh:36: THR:HG22 2:hh:103:LEU:O 1.92 0.68
2:qh:69:ILE:HG23 2:qh:88:VAL:HG11 1.74 0.68
2:uh:69:1LE:HG23 2:uh:88:VAL:HG11 1.74 0.68
2:vh:69:1LE:HG23 2:vh:88:VAL:HG11 1.74 0.68
2:yh:69:ILE:HG23 2:yh:88:VAL:HG11 1.74 0.68
3:Al:53:ASN:H 3:Al:53:ASN:HD22 1.39 0.68
3:Gl:53:ASN:HD22 3:Gl:53:ASN:H 1.39 0.68
3:al:53:ASN:H 3:al:53:ASN:HD22 1.39 0.68
2:Ch:36: THR:HG22 2:Ch:103:LEU:O 1.92 0.68
2:Dh:69:ILE:HG23 2:Dh:88:VAL:HG11 1.74 0.68
2:Kh:37:LEU:CD2 2:Kh:149:VAL:HG11 2.16 0.68
2:Uh:36: THR:HG22 2:Uh:103:LEU:O 1.92 0.68
2:xh:36: THR:HG22 2:xh:103:LEU:O 1.92 0.68
2:xh:39:LEU:HD13 2:xh:101:LEU:HD23 1.73 0.68
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Atom-1 Atom-2 distance (A) overlap (A)
2:6h:36:THR:HG22 2:6h:103:LEU:O 1.92 0.68
3:Bl:110:CYS:O 3:B1:122:GLY:N 2.23 0.68
3:D1:53:ASN:HD22 3:D1:53:ASN:H 1.39 0.68
2:Qh:37:LEU:CD2 2:Qh:149:VAL:HG11 2.16 0.68
2:Rh:69:ILE:HG23 2:Rh:88:VAL:HG11 1.74 0.68
2:th:36: THR:HG22 2:th:103:LEU:O 1.92 0.68
2:mh:36: THR:HG22 2:mh:103:LEU:O 1.92 0.68
2:0h:69:1LE:HG23 2:0h:88:VAL:HG11 1.74 0.68
2:ph:69:ILE:HG23 2:ph:88:VAL:HG11 1.74 0.68
2:vh:69:ILE:HG23 2:1h:88:VAL:HG11 1.74 0.68
2:wh:69:ILE:HG23 2:wh:88:VAL:HG11 1.74 0.68
2:7h:36:THR:HG22 2:7h:103:LEU:O 1.92 0.68
3:F1:110:CYS:O 3:F1:122:GLY:N 2.23 0.68
3:N1:110:CYS:0O 3:N1:122:GLY:N 2.23 0.68
3:01:53:ASN:HD22 3:01:53:ASN:H 1.39 0.68
3:bl:53:ASN:HD22 3:bl:53:ASN:H 1.39 0.68
1:R:555:GLU:OE1 1:R:555:GLU:N 2.20 0.68
2:ah:36: THR:HG22 2:ah:103:LEU:O 1.92 0.68
2:jh:69:1LE:HG23 2:jh:88:VAL:HG11 1.74 0.68
2:qh:36: THR:HG22 2:qh:103:LEU:O 1.92 0.68
3:WIL:53:ASN:HD22 3:WI:53:ASN:H 1.39 0.68
1:G:555:GLU:OE1 1:G:555:GLU:N 2.19 0.68
1:K:555:GLU:OE1 1:K:555:GLU:N 2.20 0.68
2:Kh:69:ILE:HG23 2:Kh:88:VAL:HG11 1.74 0.68
2:0h:36: THR:HG22 2:0h:103:LEU:O 1.92 0.68
3:11:53:ASN:H 3:11:53:ASN:HD22 1.39 0.68
3:al:110:CYS:0O 3:al:122:GLY:N 2.23 0.68
3:21:110:CYS:0O 3:21:122:GLY:N 2.23 0.68
1:M:242: THR:HG22 1:M:681:GLU:HB2 1.76 0.68
2:uh:36: THR:HG22 2:uh:103:LEU:O 1.92 0.68
1:Q:242: THR:HG22 1:Q:681:GLU:HB2 1.76 0.68
1:¢:555:GLU:OE1 1:¢:555:GLU:N 2.19 0.68
2:Mh:37:LEU:CD2 2:Mh:149:VAL:HG11 2.16 0.68
2:Rh:37:LEU:CD2 2:Rh:149:VAL:HG11 2.16 0.68
2:1h:69:1ILE:HG23 2:1h:88:VAL:HG11 1.74 0.68
3:RI1:110:CYS:O 3:RI1:122:GLY:N 2.23 0.68
3:S1:53:ASN:H 3:S1:53:ASN:HD22 1.39 0.68
3:11:110:CYS:O 3:11:122:GLY:N 2.23 0.68
1:A:242: THR:HG22 1:A:681:GLU:HB2 1.76 0.68
1:b:242: THR:HG22 1:b:681:GLU:HB2 1.76 0.68
1:d:555:GLU:OE1 1:d:555:GLU:N 2.19 0.68
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Atom-1 Atom-2 distance (A) overlap (A)

1:1:242: THR:HG22 1:1:681:GLU:HB2 1.76 0.68
1:1:242: THR:HG22 1:1:681:GLU:HB2 1.76 0.68
1:2:242: THR:HG22 1:2:681:GLU:HB2 1.76 0.68
2:Ah:69:ILE:HG23 2:Ah:88:VAL:HG11 1.74 0.68
2:bh:69:ILE:HG23 2:bh:88:VAL:HG11 1.74 0.68
2:gh:69:1LE:HG23 2:¢h:88:VAL:HG11 1.74 0.68
3:K1:110:CYS:0O 3:K1:122:GLY:N 2.23 0.68
3:21:110:CYS:O 3:21:122:GLY:N 2.23 0.68
3:71:110:CYS:O 3:71:122:GLY:N 2.23 0.68
1:E:242: THR:HG22 1:E:681:GLU:HB2 1.76 0.68
1:0:555:GLU:OE1 1:0:555:GLU:N 2.19 0.68
1:P:242: THR:HG22 1:P:681:GLU:HB2 1.76 0.68
1:T:242: THR:HG22 1:T:681:GLU:HB2 1.76 0.68
1:k:242: THR:HG22 1:k:681:GLU:HB2 1.76 0.68
1:n:242: THR:HG22 1:n:681:GLU:HB2 1.76 0.68
1:3:555:GLU:OE1 1:3:555:GLU:N 2.19 0.68
1:4:555:GLU:OE1 1:4:555:GLU:N 2.19 0.68
2:Th:69:ILE:HG23 2:Th:88:VAL:HG11 1.74 0.68
2:ch:69:ILE:HG23 2:ch:88:VAL:HG11 1.74 0.68
3:L1:53:ASN:HD22 3:L1:53:ASN:H 1.39 0.68
3:Y1:53:ASN:H 3:Y1L:53:ASN:HD22 1.39 0.68
1:H:555:GLU:OE1 1:H:555:GLU:N 2.19 0.68
1:Y:555:GLU:OE1 1:Y:555:GLU:N 2.19 0.68
1:g:242: THR:HG22 1:g:681:GLU:HB2 1.76 0.68
1:p:242: THR:HG22 1:p:681:GLU:HB2 1.76 0.68
1:5:242: THR:HG22 1:5:681:GLU:HB2 1.76 0.68
1:w:242: THR:HG22 1:w:681:GLU:HB2 1.76 0.68
2:mh:37:LEU:CD2 2:mh:149:VAL:HG11 2.16 0.68
2:nh:69:1LE:HG23 2:nh:88:VAL:HG11 1.74 0.68
3:D1:110:CYS:O 3:D1:122:GLY:N 2.23 0.68
3:G1:110:CYS:0O 3:Gl:122:GLY:N 2.23 0.68
3:UL:110:CYS:O 3:UL:122:GLY:N 2.23 0.68
1:1:555:GLU:OE1 1:1:555:GLU:N 2.19 0.67
1:3:242: THR:HG22 1:3:681:GLU:HB2 1.76 0.67
2:3h:69:1LE:HG23 2:3h:88:VAL:HG11 1.74 0.67
3:HI1:53:ASN:H 3:H1:53:ASN:HD22 1.39 0.67
3:71:110:CYS:0O 3:71:122:GLY:N 2.23 0.67
3:hl:110:CYS:O 3:hl:122:GLY:N 2.23 0.67
1:L:242:THR:HG22 1:L:681:GLU:HB2 1.76 0.67
1:1:242: THR:HG22 1:1:681:GLU:HB2 1.76 0.67
1:m:242: THR:HG22 1:m:681:GLU:HB2 1.76 0.67
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Atom-1 Atom-2 distance (A) overlap (A)
1:0:242: THR:HG22 1:0:681:GLU:HB2 1.76 0.67
1:t:242: THR:HG22 1:t:681:GLU:HB2 1.76 0.67
1:t:555:GLU:OE1 1:t:555:GLU:N 2.19 0.67
1:v:242: THR:HG22 1:v:681:GLU:HB2 1.76 0.67
1:0:242: THR:HG22 1:0:681:GLU:HB2 1.76 0.67
1:6:242: THR:HG22 1:6:681:GLU:HB2 1.76 0.67
2:6h:37:LEU:CD2 2:6h:149:VAL:HG11 2.16 0.67
3:¢cl:110:CYS:0 3:cl:122:GLY:N 2.23 0.67
3:ql:110:CYS:O 3:ql:122:GLY:N 2.23 0.67
3:ul:110:CYS:O 3:ul:122:GLY:N 2.23 0.67
3:y1:110:CYS:O 3:yl:122:GLY:N 2.23 0.67
1:S:242: THR:HG22 1:S:681:GLU:HB2 1.76 0.67
1:7:242: THR:HG22 1:7:681:GLU:HB2 1.76 0.67
1:¢:242: THR:HG22 1:¢:681:GLU:HB2 1.76 0.67
1:3:555:GLU:OE1 1:3:555:GLU:N 2.19 0.67
2:Ch:106:VAL:HG22 2:Ch:110:ASP:HB2 1.77 0.67
2:0h:37:LEU:CD2 2:0h:149:VAL:HG11 2.16 0.67
2:1h:37:LEU:CD2 2:1h:149:VAL:HG11 2.16 0.67
3:01:110:CYS:0O 3:01:122:GLY:N 2.23 0.67
3:11:53:ASN:H 3:11:53:ASN:HD22 1.39 0.67
3:ml:110:CYS:0O 3:ml:122:GLY:N 2.23 0.67
3:21:53:ASN:HD22 3:21:53:ASN:H 1.39 0.67
1:1:555:GLU:OE1 1:1:555:GLU:N 2.19 0.67
2:xh:106:VAL:HG22 2:xh:110:ASP:HB2 1.77 0.67
3:61:110:CYS:O 3:61:122:GLY:N 2.23 0.67
1:V:242: THR:HG22 1:V:681:GLU:HB2 1.76 0.67
1:£:242: THR:HG22 1:£:681:GLU:HB2 1.76 0.67
1:u:322:GLU:OE1 2:uh:130: THR:HB 1.94 0.67
1:2:555:GLU:OE1 1:2:555:GLU:N 2.19 0.67
2:Wh:69:ILE:HG23 2:Wh:88:VAL:HG11 1.74 0.67
2:Zh:37:LEU:CD2 2:7Zh:149:VAL:HG11 2.16 0.67
2:kh:106:VAL:HG22 2:kh:110:ASP:HB2 1.77 0.67
3:11:32:GLY:HA3 3:11:100:LEU:HD13 1.77 0.67
3:WI:32:GLY:HA3 3:WI1:100:LEU:HD13 1.77 0.67
3:31:110:CYS:O 3:31:122:GLY:N 2.23 0.67
1:G:242: THR:HG22 1:G:681:GLU:HB2 1.76 0.67
1:r:555:GLU:OE1 1:r:555:GLU:N 2.19 0.67
2:0h:106:VAL:HG22 2:0h:110:ASP:HB2 1.77 0.67
2:sh:106: VAL:HG22 2:sh:110:ASP:HB2 1.77 0.67
3:F1:32:GLY:HA3 3:F1:100:LEU:HD13 1.77 0.67
3:N1:32:GLY:HA3 3:N1:100:LEU:HD13 1.77 0.67
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Atom-1 Atom-2 distance (A) overlap (A)
3:V1:110:CYS:0O 3:V1:122:GLY:N 2.23 0.67
3:11:32:GLY:HA3 3:f1:100:LEU:HD13 1.77 0.67
3:ql:32:GLY:HA3 3:ql:100:LEU:HD13 1.77 0.67
3:ul:32:GLY:HA3 3:ul:100:LEU:HD13 1.77 0.67
1:0:242: THR:HG22 1:0:681:GLU:HB2 1.76 0.67
1:X:242: THR:HG22 1:X:681:GLU:HB2 1.76 0.67
1:d:242: THR:HG22 1:d:681:GLU:HB2 1.76 0.67
2:1h:69:ILE:HG23 2:Th:88:VAL:HG11 1.74 0.67
2:jh:106:VAL:HG22 2:jh:110:ASP:HB2 1.77 0.67
2:vh:106:VAL:HG22 2:vh:110:ASP:HB2 1.77 0.67
3:V1:32:GLY:HA3 3:V1:100:LEU:HD13 1.77 0.67
3:01:110:CYS:O 3:01:122:GLY:N 2.23 0.67
1:J:242:THR:HG22 1:J:681:GLU:HB2 1.76 0.67
1:p:555:GLU:OE1 1:p:555:GLU:N 2.19 0.67
1:w:555:GLU:OE1 1:w:555:GLU:N 2.19 0.67
1:4:242: THR:HG22 1:4:681:GLU:HB2 1.76 0.67
2:Gh:106:VAL:HG22 2:Gh:110:ASP:HB2 1.77 0.67
2:Qh:106:VAL:HG22 | 2:Qh:110:ASP:HB2 1.77 0.67
2:bh:106:VAL:HG22 2:bh:110:ASP:HB2 1.77 0.67
2:1h:106:VAL:HG22 2:ih:110:ASP:HB2 1.77 0.67
2:mh:106:VAL:HG22 2:mh:110:ASP:HB2 1.77 0.67
2:nh:37:LEU:CD2 2:nh:149:VAL:HG11 2.16 0.67
2:th:106:VAL:HG22 2:th:110:ASP:HB2 1.77 0.67
2:yh:106:VAL:HG22 2:vh:110:ASP:HB2 1.77 0.67
3:T1:32:GLY:HA3 3:T1:100:LEU:HD13 1.77 0.67
3:Ul:32:GLY:HA3 3:Ul:100:LEU:HD13 1.77 0.67
3:ml:32:GLY:HA3 3:ml:100:LEU:HD13 1.77 0.67
1:a:242: THR:HG22 1:a:681:GLU:HB2 1.76 0.67
1:b:555:GLU:OE1 1:b:555:GLU:N 2.19 0.67
1:u:242: THR:HG22 1:u:681:GLU:HB2 1.76 0.67
2:Ah:106:VAL:HG22 2:Ah:110:ASP:HB2 1.77 0.67
2:Dh:106:VAL:HG22 2:Dh:110:ASP:HB2 1.77 0.67
2:Lh:106:VAL:HG22 2:Lh:110:ASP:HB2 1.77 0.67
2:Mh:106:VAL:HG22 | 2:Mh:110:ASP:HB2 1.77 0.67
2:0h:106:VAL:HG22 2:0h:110:ASP:HB2 1.77 0.67
3:D1:32:GLY:HA3 3:D1:100:LEU:HD13 1.77 0.67
3:El:32:GLY:HA3 3:El:100:LEU:HD13 1.77 0.67
3:4:110:CYS:O 3:4:122:GLY:N 2.23 0.67
3:y1:32:GLY:HA3 3:y1:100:LEU:HD13 1.77 0.67
3:01:32:GLY:HA3 3:01:100:LEU:HD13 1.77 0.67
1:C:242: THR:HG22 1:C:681:GLU:HB2 1.76 0.67
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1:x:322:GLU:OE1 2:xh:130: THR:HB 1.95 0.67
2:Sh:106:VAL:HG22 2:Sh:110:ASP:HB2 1.77 0.67
3:M1:32:GLY:HA3 3:MI1:100:LEU:HD13 1.77 0.67
3:P1:32:GLY:HA3 3:P1:100:LEU:HD13 1.77 0.67
3:QL:32:GLY:HA3 3:Q1:100:LEU:HD13 1.77 0.67
3:¢1:32:GLY:HA3 3:¢l:100:LEU:HD13 1.77 0.67
3:hl:32:GLY:HA3 3:hl:100:LEU:HD13 1.77 0.67
3:11:32: GLY:HA3 3:il:100:LEU:HD13 1.77 0.67
3:nl:32:GLY:HA3 3:nl:100:LEU:HD13 1.77 0.67
3:t1:110:CYS:O 3:t1:122:GLY:N 2.23 0.67
3:x1:32:GLY:HA3 3:x1:100:LEU:HD13 1.77 0.67
3:11:32:GLY:HA3 3:11:100:LEU:HD13 1.77 0.67
1:q:242:THR:HG22 1:q:681:GLU:HB2 1.76 0.66
1:5:322:GLU:OE1 2:sh:130: THR:HB 1.96 0.66
1:x:242: THR:HG22 1:x:681:GLU:HB2 1.76 0.66
1:7:242: THR:HG22 1:7:681:GLU:HB2 1.76 0.66
2:Nh:106:VAL:HG22 2:Nh:110:ASP:HB2 1.77 0.66
3:Cl:32:GLY:HA3 3:CL:100:LEU:HD13 1.77 0.66
3:K1:32:GLY:HA3 3:K1:100:LEU:HD13 1.77 0.66
3:R1:32: GLY:HA3 3:RI1:100:LEU:HD13 1.77 0.66
3:al:32:GLY:HA3 3:al:100:LEU:HD13 1.77 0.66
3:t1:32: GLY:HA3 3:t1:100:LEU:HD13 1.77 0.66
3:71:32:GLY:HA3 3:71:100:LEU:HD13 1.77 0.66
1:¢:322:GLU:OE1 2:ch:130:THR:HB 1.96 0.66
1:k:322:GLU:OE1 2:kh:130: THR:HB 1.96 0.66
1:v:555:GLU:OE1 1:v:555:GLU:N 2.20 0.66
1:3:322:GLU:OE1 2:3h:130: THR:HB 1.96 0.66
2:Fh:106:VAL:HG22 2:Fh:110:ASP:HB2 1.77 0.66
2:7h:106:VAL:HG22 2:7h:110:ASP:HB2 1.77 0.66
2:6h:106:VAL:HG22 2:6h:110:ASP:HB2 1.77 0.66
3:bl:32:GLY:HA3 3:bl:100:LEU:HD13 1.77 0.66
3:j1:32:GLY:HA3 3:j1:100:LEU:HD13 1.77 0.66
3:rl:32:GLY:HA3 3:r1:100:LEU:HD13 1.77 0.66
1:A:555:GLU:OE1 1:A:555:GLU:N 2.19 0.66
1:C:322:GLU:OE1 2:Ch:130:THR:HB 1.96 0.66
1:0:555:GLU:OE1 1:0:555:GLU:N 2.20 0.66
2:Xh:106:VAL:HG22 2:Xh:110:ASP:HB2 1.77 0.66
2:th:37:LEU:CD2 2:th:149:VAL:HG11 2.16 0.66
1:7:322:GLU:OE1 2:7h:130: THR:HB 1.96 0.66
1:w:322:GLU:OE1 2:wh:130: THR:HB 1.95 0.66
1:6:322:GLU:OE1 2:6h:130: THR:HB 1.96 0.66
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2:uh:106:VAL:HG22 2:uh:110:ASP:HB2 1.77 0.66
2:2h:106:VAL:HG22 2:2h:110:ASP:HB2 1.77 0.66
3:Al1:32:GLY:HA3 3:Al:100:LEU:HD13 1.77 0.66
3:L1:42:CYS:CB 3:L1:110:CYS:SG 2.84 0.66
3:51:42:CYS:CB 3:S51:110:CYS:SG 2.84 0.66
3:dl:110:CYS:O 3:dl:122:GLY:N 2.23 0.66
3:1:110:CYS:O 3:1:122:GLY:N 2.23 0.66
3:41:110:CYS:O 3:41:122:GLY:N 2.23 0.66
1:J:322:GLU:OE1 2:Jh:130: THR:HB 1.96 0.66
1:S:322:GLU:OE1 2:Sh:130: THR:HB 1.95 0.66
1:T:322:GLU:OE1 2:Th:130: THR:HB 1.96 0.66
1:X:322:GLU:OE1 2:Xh:130:THR:HB 1.96 0.66
1:e:242: THR:HG22 1::681:GLU:HB2 1.76 0.66
1:g:322:GLU:OE1 2:¢h:130: THR:HB 1.96 0.66
1:1:322:GLU:OE1 2:1h:130:THR:HB 1.96 0.66
1:p:322:GLU:OE1 2:ph:130: THR:HB 1.95 0.66
1:2:322:GLU:OE1 2:2h:130: THR:HB 1.96 0.66
2:Jh:106:VAL:HG22 2:Jh:110:ASP:HB2 1.77 0.66
2:¢h:106:VAL:HG22 2:eh:110:ASP:HB2 1.77 0.66
2:0h:106: VAL:HG22 2:0h:110:ASP:HB2 1.77 0.66
2:th:54:TYR:CE1 2:th:73: TYR:HB2 2.31 0.66
2:vh:106:VAL:HG22 2:vh:110:ASP:HB2 1.77 0.66
2:7h:31:VAL:HG11 2:7h:106:VAL:HG11 1.78 0.66
3:Ul:42:CYS:CB 3:UL:110:CYS:SG 2.84 0.66
3:71:42:CYS:CB 3:71:110:CYS:SG 2.84 0.66
3:hl:42:CYS:CB 3:hl:110:CYS:SG 2.84 0.66
3:61:42:CYS:CB 3:61:110:CYS:SG 2.84 0.66
1:D:242: THR:HG22 1:D:681:GLU:HB2 1.76 0.66
1:1:242: THR:HG22 1:1:681:GLU:HB2 1.76 0.66
1:1:322:GLU:OE1 2:Lh:130: THR:HB 1.95 0.66
1:0:322:GLU:OE1 2:0h:130: THR:HB 1.96 0.66
1:R:242: THR:HG22 1:R:681:GLU:HB2 1.76 0.66
1:5:242: THR:HG22 1:5:681:GLU:HB2 1.76 0.66
2:Vh:54:TYR:CE1 2:Vh:73: TYR:HB2 2.31 0.66
2:7h:31:VAL:HG11 2:7h:106:VAL:HG11 1.78 0.66
2:ah:31:VAL:HG11 2:ah:106:VAL:HG11 1.78 0.66
2:fh:54: TYR:CE1 2:th:73: TYR:HB2 2.31 0.66
2:ih:54:TYR:CE1 2:ih:73: TYR:HB2 2.31 0.66
2:1h:106:VAL:HG22 2:1h:110:ASP:HB2 1.77 0.66
2:qh:106:VAL:HG22 2:¢h:110:ASP:HB2 1.77 0.66
2:th:54:TYR:CE1 2:vh:73: TYR:HB2 2.31 0.66
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2:6h:31:VAL:HG11 2:6h:106:VAL:HG11 1.78 0.66
2:7h:54:TYR:CE1 2:7h:73:TYR:HB2 2.31 0.66
1:B:242:THR:HG22 1:B:681:GLU:HB2 1.76 0.66
1:B:322:GLU:OE1 2:Bh:130: THR:HB 1.96 0.66
1:D:322:GLU:QOE1 2:Dh:130: THR:HB 1.96 0.66
1:G:322:GLU:OE1 2:Gh:130: THR:HB 1.96 0.66
1:H:242: THR:HG22 1:H:681:GLU:HB2 1.76 0.66
1:W:242: THR:HG22 1:W:681:GLU:HB2 1.76 0.66
1:Y:242: THR:HG22 1:Y:681:GLU:HB2 1.76 0.66
1:a:322:GLU:OE1 2:ah:130: THR:HB 1.96 0.66
1:¢:322:GLU:OE1 2:¢h:130: THR:HB 1.96 0.66
1:h:322:GLU:OE1 2:hh:130: THR:HB 1.96 0.66
1:r:242: THR:HG22 1:r:681:GLU:HB2 1.76 0.66
1:y:322:GLU:OE1 2:yh:130:THR:HB 1.96 0.66
1:2:322:GLU:OE1 2:zh:130:THR:HB 1.96 0.66
1:5:322:GLU:OE1 2:5h:130: THR:HB 1.96 0.66
1:7:322:GLU:OE1 2:7h:130: THR:HB 1.96 0.66
2:Eh:54:TYR:CE1 2:Eh:73:TYR:HB2 2.31 0.66
2:Hh:31:VAL:HG11 2:Hh:106:VAL:HG11 1.78 0.66
2:Jh:54:TYR:CE1 2:Jh:73:TYR:HB2 2.31 0.66
2:Lh:31:VAL:HG11 2:Lh:106:VAL:HG11 1.78 0.66
2:Ph:54:TYR:CE1 2:Ph:73:TYR:HB2 2.31 0.66
2:Sh:31:VAL:HG11 2:Sh:106:VAL:HG11 1.78 0.66
2:Vh:37:LEU:CD2 2:Vh:149:VAL:HG11 2.16 0.66
2:Xh:54:TYR:CE1 2:Xh:73: TYR:HB2 2.31 0.66
2:ah:54: TYR:CE1 2:ah:73:TYR:HB2 2.31 0.66
2:jh:54:TYR:CE1 2:jh:73:TYR:HB2 2.31 0.66
2:sh:54:TYR:CE1 2:sh:73: TYR:HB2 2.31 0.66
2:1h:106:VAL:HG22 2:1h:110:ASP:HB2 1.77 0.66
2:5h:106:VAL:HG22 2:5h:110:ASP:HB2 1.77 0.66
3:D1:42:CYS:CB 3:D1:110:CYS:SG 2.84 0.66
3:H1:42:CYS:CB 3:HI:110:CYS:SG 2.84 0.66
3:01:42:CYS:CB 3:01:110:CYS:SG 2.84 0.66
3:T1:42:CYS:CB 3:T1:110:CYS:SG 2.84 0.66
3:Y1:42:CYS:CB 3:YL:110:CYS:SG 2.84 0.66
3:dl:32:GLY:HA3 3:d1:100:LEU:HD13 1.77 0.66
3:¢1:42:CYS:CB 3:g1:110:CYS:SG 2.84 0.66
3:y1:42:CYS:CB 3:y1:110:CYS:SG 2.84 0.66
1:K:242: THR:HG22 1:K:681:GLU:HB2 1.76 0.66
1:R:322:GLU:OE1 2:Rh:130:THR:HB 1.96 0.66
1:U:322:GLU:OE1 2:Uh:130:THR:HB 1.96 0.66
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1:q:322:GLU:OE1 2:qh:130: THR:HB 1.96 0.66
1:y:242: THR:HG22 1:y:681:GLU:HB2 1.76 0.66
1:2:242: THR:HG22 1:2z:681:GLU:HB2 1.76 0.66
2:Bh:106:VAL:HG22 2:Bh:110:ASP:HB2 1.77 0.66
2:Qh:54:TYR:CE1 2:Qh:73:TYR:HB2 2.31 0.66
2:Vh:106:VAL:HG22 2:Vh:110:ASP:HB2 1.77 0.66
2:th:106: VAL:HG22 2:th:110:ASP:HB2 1.77 0.66
2:kh:54:TYR:CE1 2:kh:73:TYR:HB2 2.31 0.66
2:ph:106:VAL:HG22 2:ph:110:ASP:HB2 1.77 0.66
2:wh:106:VAL:HG22 2:wh:110:ASP:HB2 1.77 0.66
2:3h:31:VAL:HG11 2:3h:106: VAL:HG11 1.78 0.66
2:6h:54: TYR:CE1 2:6h:73:TYR:HB2 2.31 0.66
3:Gl:42:CYS:CB 3:GLl:110:CYS:SG 2.84 0.66
3:HI:32:GLY:HA3 3:H1:100:LEU:HD13 1.77 0.66
3:X1:42:CYS:CB 3:X1:110:CYS:SG 2.84 0.66
3:11:32:GLY:HA3 3:11:100:LEU:HD13 1.77 0.66
3:ql:42:CYS:CB 3:ql:110:CYS:SG 2.84 0.66
3:ul:42:CYS:CB 3:ul:110:CYS:SG 2.84 0.66
3:41:32:GLY:HA3 3:41:100:LEU:HD13 1.77 0.66
1:E:322:GLU:OFE1 2:Eh:130: THR:HB 1.96 0.66
1:V:322:GLU:OE1 2:Vh:130:THR:HB 1.95 0.66
1:j:242: THR:HG22 1:j:681:GLU:HB2 1.76 0.66
1:3:322:GLU:OE1 2:jh:130: THR:HB 1.96 0.66
2:Ch:54:TYR:CE1 2:Ch:73: TYR:HB2 2.31 0.66
2:Dh:54:TYR:CE1 2:Dh:73:TYR:HB2 2.31 0.66
2:Mh:54: TYR:CE1 2:Mh:73: TYR:HB2 2.31 0.66
2:Ph:31:VAL:HG11 2:Ph:106:VAL:HG11 1.78 0.66
2:Yh:31:VAL:HG11 2:Yh:106:VAL:HG11 1.78 0.66
2:Zh:54:TYR:CE1 2:7h:73:TYR:HB2 2.31 0.66
2:ah:106:VAL:HG22 2:ah:110:ASP:HB2 1.77 0.66
2:ch:31:VAL:HG11 2:ch:106:VAL:HG11 1.78 0.66
2:dh:31:VAL:HG11 2:dh:106:VAL:HG11 1.78 0.66
2:1nh:106:VAL:HG22 2:nh:110:ASP:HB2 1.77 0.66
2:yh:54:TYR:CE1 2:yh:73:TYR:HB2 2.31 0.66
2:0h:54:TYR:CE1 2:0h:73: TYR:HB2 2.31 0.66
2:4h:31:VAL:HG11 2:4h:106:VAL:HG11 1.78 0.66
2:4h:106:VAL:HG22 2:4h:110:ASP:HB2 1.77 0.66
3:Bl:32:GLY:HA3 3:Bl:100:LEU:HD13 1.77 0.66
3:Bl:42:CYS:CB 3:Bl:110:CYS:SG 2.84 0.66
3:P1:53:ASN:HD22 3:PL:53:ASN:N 1.94 0.66
3:WIL:53:ASN:HD22 3:WI:53:ASN:N 1.94 0.66
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3:pl:42:CYS:CB 3:pl:110:CYS:SG 2.84 0.66
3:wl:42:CYS:CB 3:wl:110:CYS:SG 2.84 0.66
3:z1:42:CYS:CB 3:z1:110:CYS:SG 2.84 0.66
3:11:42:CYS:CB 3:11:110:CYS:SG 2.84 0.66
1:K:322:GLU:OE1 2:Kh:130: THR:HB 1.96 0.66
1:P:322:GLU:OE1 2:Ph:130: THR:HB 1.96 0.66
1:1:322:GLU:OE1 2:vh:130: THR:HB 1.96 0.66
2:Eh:31:VAL:HG11 2:Eh:106:VAL:HG11 1.78 0.66
2:Kh:31:VAL:HG11 2:Kh:106:VAL:HG11 1.78 0.66
2:Rh:31:VAL:HG11 2:Rh:106:VAL:HG11 1.78 0.66
2:mh:54: TYR:CE1 2:mh:73: TYR:HB2 2.31 0.66
2:nh:54:TYR:CE1 2:nh:73: TYR:HB2 2.31 0.66
2:xh:54:TYR:CE1 2:xh:73:TYR:HB2 2.31 0.66
2:zh:106:VAL:HG22 2:zh:110:ASP:HB2 1.77 0.66
2:1h:54:TYR:CE1 2:1h:73:TYR:HB2 2.31 0.66
3:El:53:ASN:HD22 3:E1:53:ASN:N 1.94 0.66
3:11:53:ASN:HD22 3:11:53:ASN:N 1.94 0.66
3:J1:42:CYS:CB 3:J1:110:CYS:SG 2.84 0.66
3:i1:42:CYS:CB 3:1:110:CYS:SG 2.84 0.66
3:k1:53:ASN:HD22 3:k1:53:ASN:N 1.94 0.66
3:nl:42:CYS:CB 3:ml:110:CYS:SG 2.84 0.66
3:01:42:CYS:CB 3:0l:110:CYS:SG 2.84 0.66
3:v1:42:CYS:CB 3:v1:110:CYS:SG 2.84 0.66
3:x1:42:CYS:CB 3:x1:110:CYS:SG 2.84 0.66
3:z1:32:GLY:HA3 3:z1:100:LEU:HD13 1.77 0.66
3:21:32:GLY:HA3 3:21:100:LEU:HD13 1.77 0.66
1:T:555:GLU:OE1 1:T:555:GLU:N 2.19 0.65
1:t:322: GLU:OE1 2:th:130: THR:HB 1.96 0.65
2:Hh:54:TYR:CE1 2:Hh:73:TYR:HB2 2.31 0.65
2:1h:54:TYR:CE1 2:Th:73:TYR:HB2 2.31 0.65
2:Yh:54:TYR:CE1 2:.Yh:73: TYR:HB2 2.31 0.65
2:dh:106:VAL:HG22 2:dh:110:ASP:HB2 1.77 0.65
2:ph:54:TYR:CE1 2:ph:73:TYR:HB2 2.31 0.65
2:wh:54:TYR:CE1 2:wh:73: TYR:HB2 2.31 0.65
2:7h:106:VAL:HG22 2:7h:110:ASP:HB2 1.77 0.65
3:CL:42:CYS:CB 3:CL:110:CYS:SG 2.84 0.65
3:TL:53:ASN:HD22 3:TL:53:ASN:N 1.94 0.65
3:V1:53:ASN:HD22 3:VIL:53:ASN:N 1.94 0.65
3:W1:42:CYS:CB 3:WI:110:CYS:SG 2.84 0.65
3:Y1:32:GLY:HA3 3:Y1:100:LEU:HD13 1.77 0.65
3:s1:53:ASN:HD22 3:s1:53:ASN:N 1.94 0.65
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Atom-1 Atom-2 distance (A) overlap (A)
3:31:32:GLY:HA3 3:31:100:LEU:HD13 1.77 0.65
1:H:322:GLU:OE1 2:Hh:130: THR:HB 1.96 0.65
1:U:242: THR:HG22 1:U:681:GLU:HB2 1.76 0.65
1:1:322:GLU:OE1 2:th:130: THR:HB 1.96 0.65
1:h:242: THR:HG22 1:h:681:GLU:HB2 1.76 0.65
1:1:322:GLU:OE1 2:ih:130: THR:HB 1.96 0.65
2:Nh:54: TYR:CE1 2:Nh:73: TYR:HB2 2.31 0.65
2:Wh:54:TYR:CE1 2:Wh:73:TYR:HB2 2.31 0.65
2:0h:54: TYR:CE1 2:0h:73: TYR:HB2 2.31 0.65
3:51:32:GLY:HA3 3:S1:100:LEU:HD13 1.77 0.65
3:V1:42:CYS:CB 3:VI:110:CYS:SG 2.84 0.65
3:cl:32:GLY:HA3 3:cl:100:LEU:HD13 1.77 0.65
3:61:53: ASN:HD22 3:1:53:ASN:N 1.94 0.65
3:g1:53: ASN:HD22 3:g1:53: ASN:N 1.94 0.65
3:pl:32:GLY:HA3 3:pl:100:LEU:HD13 1.77 0.65
3:11:42:CYS:CB 3:r1:110:CYS:SG 2.84 0.65
3:81:32:GLY:HA3 3:81:100:LEU:HD13 1.77 0.65
1:F:242: THR:HG22 1:F:681:GLU:HB2 1.76 0.65
1:N:242: THR:HG22 1:N:681:GLU:HB2 1.76 0.65
1:Y:322:GLU:OE1 2:Yh:130:THR:HB 1.96 0.65
1:m:322:GLU:OE1 2:mh:130:THR:HB 1.96 0.65
1:0:322:GLU:OE1 2:0h:130: THR:HB 1.96 0.65
2:Dh:31:VAL:HG11 2:Dh:106:VAL:HG11 1.78 0.65
2:Fh:54: TYR:CE1 2:Fh:73: TYR:HB2 2.31 0.65
2:Uh:37:LEU:CD2 2:Uh:149:VAL:HG11 2.16 0.65
2:Wh:106:VAL:HG22 | 2:Wh:110:ASP:HB2 1.77 0.65
2:1h:31:VAL:HG11 2:1h:106:VAL:HG11 1.78 0.65
2:th:31:VAL:HG11 2:th:106:VAL:HG11 1.78 0.65
2:3h:106:VAL:HG22 2:3h:110:ASP:HB2 1.77 0.65
3:E1:42:CYS:CB 3:El:110:CYS:SG 2.84 0.65
3:11:42:CYS:CB 3:11:110:CYS:SG 2.84 0.65
3:K1:42:CYS:CB 3:K1:110:CYS:SG 2.84 0.65
3:R1:42:CYS:CB 3:RI1:110:CYS:SG 2.84 0.65
3:S1:53:ASN:HD22 3:S1:53:ASN:N 1.94 0.65
3:el:42:CYS:CB 3:el:110:CYS:SG 2.84 0.65
3:41:42:CYS:CB 3:41:110:CYS:SG 2.84 0.65
3:kl:32:GLY:HA3 3:kl:100:LEU:HD13 1.77 0.65
3:11:53:ASN:HD22 3:11:53:ASN:N 1.94 0.65
3:t1:42:CYS:CB 3:t1:110:CYS:SG 2.84 0.65
3:wl:32:GLY:HA3 3:wl:100:LEU:HD13 1.77 0.65
3:21:42:CYS:CB 3:21:110:CYS:SG 2.84 0.65
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3:51:42:CYS:CB 3:51:110:CYS:SG 2.84 0.65
1:2:555:GLU:OE1 1:2:555:GLU:N 2.19 0.65
1:4:322:GLU:OE1 2:4h:130: THR:HB 1.96 0.65
2:Ch:31:VAL:HG11 2:Ch:106:VAL:HG11 1.78 0.65
2:Rh:106:VAL:HG22 2:Rh:110:ASP:HB2 1.77 0.65
2:mh:31:VAL:HG11 2:mh:106:VAL:HG11 1.78 0.65
2:0h:37:LEU:CD2 2:0h:149:VAL:HG11 2.16 0.65
2:vh:54:TYR:CE1 2:vh:73: TYR:HB2 2.31 0.65
2:yh:31:VAL:HG11 2:yh:106:VAL:HG11 1.78 0.65
2:3h:37:LEU:CD2 2:3h:149:VAL:HG11 2.16 0.65
3:CL:59:GLN:OE1 3:CL:69:MET:HE3 1.97 0.65
3:L1:32:GLY:HA3 3:L1:100:LEU:HD13 1.77 0.65
3:L1:53:ASN:HD22 3:L1:53:ASN:N 1.94 0.65
3:MI1:59:GLN:OE1 3:M1:69:MET:HE3 1.97 0.65
3:01:53:ASN:HD22 3:01:53:ASN:N 1.94 0.65
3:P1:42:CYS:CB 3:P1:110:CYS:SG 2.84 0.65
3:Q1:59:GLN:OE1 3:Ql:69:MET:HE3 1.97 0.65
3:X1:110:CYS:O 3:X1:122:GLY:N 2.23 0.65
3:al:42:CYS:CB 3:al:110:CYS:SG 2.84 0.65
3:bl:42:CYS:CB 3:bl:110:CYS:SG 2.84 0.65
3:bl:53:ASN:HD22 3:bl:53:ASN:N 1.94 0.65
3:dl:42:CYS:CB 3:dl:110:CYS:SG 2.84 0.65
3:11:42:CYS:CB 3:11:110:CYS:SG 2.84 0.65
3:pl:59:GLN:OE1 3:pl:69:MET:HE3 1.97 0.65
3:wl:59:GLN:OE1 3:wl:69:MET:HE3 1.97 0.65
3:y1:53:ASN:HD22 3:y1:53:ASN:N 1.94 0.65
3:11:53:ASN:HD22 3:11:53:ASN:N 1.94 0.65
3:21:53:ASN:HD22 3:21:53:ASN:N 1.94 0.65
3:31:59:GLN:OE1 3:31:69:MET:HE3 1.97 0.65
3:41:42:CYS:CB 3:41:110:CYS:SG 2.84 0.65
3:71:42:CYS:CB 3:71:110:CYS:SG 2.84 0.65
1:B:555:GLU:OE1 1:B:555:GLU:N 2.19 0.65
1:N:322:GLU:OE1 2:Nh:130:THR:HB 1.96 0.65
1:d:322:GLU:OE1 2:dh:130:THR:HB 1.96 0.65
1:g:555:GLU:OE1 1:g:555:GLU:N 2.19 0.65
1:n:322:GLU:OE1 2:nh:130: THR:HB 1.96 0.65
1:v:322:GLU:OE1 2:vh:130: THR:HB 1.96 0.65
1:1:322:GLU:OE1 2:1h:130: THR:HB 1.96 0.65
2:Fh:54:TYR:HE1 2:Fh:73:TYR:HB2 1.62 0.65
2:kh:31:VAL:HG11 2:kh:106:VAL:HG11 1.78 0.65
2:mh:54: TYR:HE1 2:mh:73: TYR:HB2 1.62 0.65
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2:nh:31:VAL:HG11 2:nh:106:VAL:HG11 1.78 0.65
2:sh:31:VAL:HG11 2:sh:106:VAL:HG11 1.78 0.65
2:xh:31:VAL:HG11 2:xh:106:VAL:HG11 1.78 0.65
2:zh:54:TYR:CE1 2:zh:73: TYR:HB2 2.31 0.65
2:0h:54: TYR:HE1 2:0h:73:TYR:HB2 1.62 0.65
2:1h:31:VAL:HG11 2:1h:106:VAL:HG11 1.78 0.65
3:Al:42:CYS:CB 3:Al:110:CYS:SG 2.84 0.65
3:Al:53:ASN:HD22 3:Al:53:ASN:N 1.94 0.65
3:Bl:53:ASN:HD22 3:BL:53:ASN:N 1.94 0.65
3:Bl:59:GLN:OE1 3:B1:69:MET:HE3 1.97 0.65
3:GI1:53:ASN:HD22 3:Gl:53:ASN:N 1.94 0.65
3:J1:53:ASN:HD22 3:J1:53:ASN:N 1.94 0.65
3:J1:59:GLN:OE1 3:J1:69:-MET:HE3 1.97 0.65
3:X1:59:GLN:OE1 3:X1:69:MET:HE3 1.97 0.65
3:¢l:42:CYS:CB 3:cl:110:CYS:SG 2.84 0.65
3:¢l:59:GLN:OE1 3:cl:69:MET:HE3 1.97 0.65
3:dl:59:GLN:OE1 3:dl:69:MET:HE3 1.97 0.65
3:j1:42:CYS:CB 3:j1:110:CYS:SG 2.84 0.65
3:nl:53:ASN:HD22 3:nl:53:ASN:N 1.94 0.65
3:0l:32:GLY:HA3 3:01:100:LEU:HD13 1.77 0.65
3:v1:32:GLY:HA3 3:v1:100:LEU:HD13 1.77 0.65
3:x1:59:GLN:OE1 3:x1:69:MET:HE3 1.97 0.65
3:41:59:GLN:OE1 3:41:69:MET:HE3 1.97 0.65
3:71:53:ASN:HD22 3:71:53:ASN:N 1.94 0.65
2:Bh:54:TYR:CE1 2:Bh:73:TYR:HB2 2.31 0.65
2:Kh:106:VAL:HG22 2:Kh:110:ASP:HB2 1.77 0.65
2:Nh:54:TYR:HE1 2:Nh:73:TYR:HB2 1.62 0.65
2:Th:54:TYR:CE1 2:Th:73: TYR:HB2 2.31 0.65
2:Wh:31:VAL:HG11 | 2:Wh:106:VAL:HG11 1.78 0.65
2:ch:37:LEU:CD2 2:ch:149:VAL:HG11 2.16 0.65
2:¢ch:106:VAL:HG22 2:ch:110:ASP:HB2 1.77 0.65
2:gh:54:TYR:CE1 2:gh:73:' TYR:HB2 2.31 0.65
2:nh:54: TYR:HE1 2:nh:73: TYR:HB2 1.62 0.65
2:¢qh:31:VAL:HGI11 2:qh:106:VAL:HG11 1.78 0.65
2:uh:31:VAL:HG11 2:uh:106:VAL:HG11 1.78 0.65
2:0h:31:VAL:HG11 2:0h:106:VAL:HG11 1.78 0.65
2:1h:54:TYR:HE1 2:1h:73: TYR:HB2 1.62 0.65
3:DI1:53:ASN:HD22 3:DI1:53:ASN:N 1.94 0.65
3:K1:59:GLN:OE1 3:K1:69:MET:HE3 1.97 0.65
3:N1:59:GLN:OE1 3:N1:69:MET:HE3 1.97 0.65
3:X1:53:ASN:HD22 3:X1:53:ASN:N 1.94 0.65
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3:¢cl:53:ASN:HD22 3:cl:53:ASN:N 1.94 0.65
3:01:53:ASN:HD22 3:01:53:ASN:N 1.94 0.65
3:ql:59:GLN:OE1 3:ql:69:MET:HE3 1.97 0.65
3:ul:59:GLN:OE1 3:ul:69:MET:HE3 1.97 0.65
3:v1:53:ASN:HD22 3:v1:53:ASN:N 1.94 0.65
3:21:53:ASN:HD22 3:21:53:ASN:N 1.94 0.65
3:z1:59:GLN:OE1 3:z1:69:MET:HE3 1.97 0.65
3:31:42:CYS:CB 3:31:110:CYS:SG 2.84 0.65
3:51:32:GLY:HA3 3:51:100:LEU:HD13 1.77 0.65
1:F:322:GLU:OE1 2:Fh:130: THR:HB 1.96 0.65
1:M:322:GLU:OE1 2:Mh:130: THR:HB 1.96 0.65
1:Q:322:GLU:OE1 2:Qh:130: THR:HB 1.96 0.65
1:W:322:GLU:OE1 2:Wh:130: THR:HB 1.96 0.65
2:Eh:54:TYR:HE1 2:Eh:73:TYR:HB2 1.62 0.65
2:Eh:106:VAL:HG22 2:Eh:110:ASP:HB2 1.77 0.65
2:1h:31:VAL:HG11 2:1h:106:VAL:HG11 1.78 0.65
2:1h:106:VAL:HG22 2:Th:110:ASP:HB2 1.77 0.65
2:jh:54:TYR:HE1 2:jh:73:TYR:HB2 1.62 0.65
2:th:54: TYR:HE1 2:th:73: TYR:HB2 1.62 0.65
2:3h:54: TYR:HE1 2:3h:73:TYR:HB2 1.62 0.65
2:5h:54:TYR:CE1 2:5h:73: TYR:HB2 2.31 0.65
3:C1:53:ASN:HD22 3:Cl:53:ASN:N 1.94 0.65
3:F1:59:GLN:OE1 3:F1:.69:MET:HE3 1.97 0.65
3:R1:59:GLN:OE1 3:R1:69:MET:HE3 1.97 0.65
3:UL:53:ASN:HD22 3:UL:53:ASN:N 1.94 0.65
3:WI1:59:GLN:OE1 3:WI1:69:MET:HE3 1.97 0.65
3:71:32:GLY:HA3 3:71:100:LEU:HD13 1.77 0.65
3:al:59:GLN:OE1 3:al:69:-MET:HE3 1.97 0.65
3:el:32:GLY:HA3 3:el:100:LEU:HD13 1.77 0.65
3:h1:59:GLN:OE1 3:hl:69:MET:HE3 1.97 0.65
3:il:53:ASN:HD22 3:l:53:ASN:N 1.94 0.65
3:31:53:ASN:HD22 3:31:53:ASN:N 1.94 0.65
1:1:322:GLU:OE1 2:Th:130:THR:HB 1.96 0.65
2:Ah:54:TYR:CE1 2:Ah:73:TYR:HB2 2.31 0.65
2:Xh:54:TYR:HE1 2:Xh:73: TYR:HB2 1.62 0.65
2:ch:54: TYR:HE1 2:ch:73: TYR:HB2 1.62 0.65
2:th:54: TYR:HE1 2:th:73: TYR:HB2 1.62 0.65
2:hh:37:LEU:CD2 2:hh:149:VAL:HG11 2.16 0.65
2:ih:54:TYR:HE1 2:ih:73: TYR:HB2 1.62 0.65
2:th:54: TYR:HE1 2:th:73: TYR:HB2 1.62 0.65
3:F1:42:CYS:CB 3:F1:110:CYS:SG 2.84 0.65
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3:11:59:GLN:OE1 3:11:69:MET:HE3 1.97 0.65
3:J1:110:CYS:O 3:J1:122:GLY:N 2.23 0.65
3:71:53:ASN:HD22 3:71:53:ASN:N 1.94 0.65
3:al:53:ASN:HD22 3:al:53:ASN:N 1.94 0.65
3:el:59:GLN:OE1 3:el:69:MET:HE3 1.97 0.65
3:h1:53:ASN:HD22 3:hl:53:ASN:N 1.94 0.65
3:11:59:GLN:OE1 3:l:69:MET:HE3 1.97 0.65
3:r1:59:GLN:OE1 3:r:69:MET:HE3 1.97 0.65
3:x1:53:ASN:HD22 3:x1:53:ASN:N 1.94 0.65
3:51:53:ASN:HD22 3:51:53:ASN:N 1.94 0.65
3:61:53:ASN:HD22 3:61:53:ASN:N 1.94 0.65
3:71:59:GLN:OE1 3:71:69:MET:HE3 1.97 0.65
1:1:238:ARG:HG2 1:1:238:ARG:NH2 2.12 0.65
2:Bh:54:TYR:HE1 2:Bh:73:TYR:HB2 1.62 0.65
2:Ph:54:TYR:HE1 2:Ph:73:TYR:HB2 1.62 0.65
2:Ph:106:VAL:HG22 2:Ph:110:ASP:HB2 1.77 0.65
2:Vh:54:TYR:HE1 2:Vh:73: TYR:HB2 1.62 0.65
2:bh:31:VAL:HG11 2:bh:106:VAL:HG11 1.78 0.65
2:eh:54:TYR:CE1 2:eh:73:TYR:HB2 2.31 0.65
2:wh:54: TYR:HE1 2:wh:73: TYR:HB2 1.62 0.65
3:N1:42:CYS:CB 3:NL:110:CYS:SG 2.84 0.65
3:Ul:59:GLN:OE1 3:UL:69:MET:HE3 1.97 0.65
3:X1:32:GLY:HA3 3:X1:100:LEU:HD13 1.77 0.65
3:el:53:ASN:HD22 3:el:53:ASN:N 1.94 0.65
3:11:59:GLN:OE1 3:11:69:MET:HE3 1.97 0.65
3:t1:59:GLN:OE1 3:t1:69:MET:HE3 1.97 0.65
3:21:59:GLN:OE1 3:21:69:MET:HE3 1.97 0.65
3:51:59:GLN:OE1 3:51:69:MET:HE3 1.97 0.65
3:61:32:GLY:HA3 3:61:100:LEU:HD13 1.77 0.65
2:Ah:31:VAL:HG11 2:Ah:106:VAL:HG11 1.78 0.65
2:Jh:54:TYR:HE1 2:Jh:73: TYR:HB2 1.62 0.65
2:Lh:54:TYR:CE1 2:Lh:73:TYR:HB2 2.31 0.65
2:5h:54:TYR:CE1 2:Sh:73: TYR:HB2 2.31 0.65
2:Uh:106:VAL:HG22 2:Uh:110:ASP:HB2 1.77 0.65
2:bh:54:TYR:CE1 2:bh:73: TYR:HB2 2.31 0.65
2:hh:106:VAL:HG22 2:hh:110:ASP:HB2 1.77 0.65
2:1h:54:TYR:CE1 2:1h:73:TYR:HB2 2.31 0.65
2:0h:31:VAL:HG11 2:0h:106:VAL:HG11 1.78 0.65
2:ph:54:TYR:HE1 2:ph:73:TYR:HB2 1.62 0.65
2:zh:54:TYR:HE1 2:zh:73: TYR:HB2 1.62 0.65
2:2h:54:TYR:CE1 2:2h:73:"TYR:HB2 2.31 0.65
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3:V1:59:GLN:OE1 3:V9I:69:MET:HE3 1.97 0.65
3:41:59:GLN:OE1 3:4:69:MET:HE3 1.97 0.65
3:j1:59:GLN:OE1 3:j1:69:MET:HE3 1.97 0.65
2:Hh:106:VAL:HG22 2:Hh:110:ASP:HB2 1.77 0.64
2:Kh:54:TYR:HE1 2:Kh:73:TYR:HB2 1.62 0.64
2:Rh:54:TYR:HE1 2:Rh:73: TYR:HB2 1.62 0.64
2:Uh:31:VAL:HG11 2:Uh:106:VAL:HG11 1.78 0.64
2:Uh:54:TYR:CE1 2:Uh:73:TYR:HB2 2.31 0.64
2:dh:54:TYR:HE1 2:dh:73: TYR:HB2 1.62 0.64
2:hh:31:VAL:HG11 2:hh:106:VAL:HG11 1.78 0.64
2:4h:54: TYR:CE1 2:4h:73: TYR:HB2 2.31 0.64
2:4h:54: TYR:HE1 2:4h:73:TYR:HB2 1.62 0.64
2:5h:31:VAL:HG11 2:5h:106:VAL:HG11 1.78 0.64
3:H1:53:ASN:HD22 3:HI:53:ASN:N 1.94 0.64
3:J1:32:GLY:HA3 3:J1:100:LEU:HD13 1.77 0.64
3:kl:42:CYS:CB 3:kl:110:CYS:SG 2.84 0.64
3:ml:42:CYS:CB 3:ml:110:CYS:SG 2.84 0.64
3:s1:42:CYS:CB 3:81:110:CYS:SG 2.84 0.64
3:ul:53:ASN:HD22 3:ul:53:ASN:N 1.94 0.64
3:01:42:CYS:CB 3:01:110:CYS:SG 2.84 0.64
2:Fh:31:VAL:HG11 2:Fh:106:VAL:HG11 1.78 0.64
2:Mh:31:VAL:HG11 | 2:Mh:106:VAL:HG11 1.78 0.64
2:0h:54:TYR:CE1 2:0h:73:TYR:HB2 2.31 0.64
2:Qh:54:TYR:HE1 2:Qh:73:TYR:HB2 1.62 0.64
2:Yh:106:VAL:HG22 2:Yh:110:ASP:HB2 1.77 0.64
2:dh:54:TYR:CE1 2:dh:73: TYR:HB2 2.31 0.64
2:¢h:31:VAL:HG11 2:¢h:106:VAL:HG11 1.78 0.64
2:hh:54:TYR:CE1 2:hh:73: TYR:HB2 2.31 0.64
2:sh:54:TYR:HE1 2:sh:73: TYR:HB2 1.62 0.64
2:vh:31:VAL:HG11 2:vh:106:VAL:HG11 1.78 0.64
3:QL:53:ASN:HD22 3:Q1:53:ASN:N 1.94 0.64
3:R1:53:ASN:HD22 3:R1:53:ASN:N 1.94 0.64
3:71:59:GLN:OE1 3:71:69:MET:HE3 1.97 0.64
3:k1:59:GLN:OE1 3:kl:69:MET:HE3 1.97 0.64
3:r1:53:ASN:HD22 3:r1:53:ASN:N 1.94 0.64
3:51:59:GLN:OE1 3:81:69:MET:HE3 1.97 0.64
3:wl:53:ASN:HD22 3:wl:53:ASN:N 1.94 0.64
3:41:53: ASN:HD22 3:41:53:ASN:N 1.94 0.64
1:5:238:ARG:HG2 1:5:238:ARG:NH2 2.12 0.64
2:Gh:54:TYR:CE1 2:Gh:73:TYR:HB2 2.31 0.64
2:0h:31:VAL:HG11 2:0h:106:VAL:HG11 1.78 0.64
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2:jh:31:VAL:HG11 2:jh:106:VAL:HG11 1.78 0.64
2:kh:54:TYR:HE1 2:kh:73:TYR:HB2 1.62 0.64
2:ph:31:VAL:HG11 2:ph:106:VAL:HG11 1.78 0.64
2:qh:54: TYR:CE1 2:qh:73:'TYR:HB2 2.31 0.64
2:uh:54:TYR:CE1 2:uh:73: TYR:HB2 2.31 0.64
2:wh:31:VAL:HG11 2:wh:106:VAL:HG11 1.78 0.64
3:Gl1:32:GLY:HA3 3:G1:100:LEU:HD13 1.77 0.64
3:L1:59:GLN:OE1 3:L1:69:MET:HE3 1.97 0.64
3:M1:53:ASN:HD22 3:M1:53:ASN:N 1.94 0.64
3:Y1:53:ASN:HD22 3:Y1:53:ASN:N 1.94 0.64
3:dl:53:ASN:HD22 3:dl:53:ASN:N 1.94 0.64
3:j1:53:ASN:HD22 3:j1:53: ASN:N 1.94 0.64
3:pl:53:ASN:HD22 3:pl:53:ASN:N 1.94 0.64
3:ql:53:ASN:HD22 3:ql:53:ASN:N 1.94 0.64
1:b:322:GLU:OE1 2:bh:130: THR:HB 1.96 0.64
1:k:238:ARG:HG2 1:k:238:ARG:NH2 2.12 0.64
1:p:238:ARG:HG2 1:p:238:ARG:NH2 2.12 0.64
1:w:238:ARG:HG2 1:w:238:ARG:NH2 2.12 0.64
2:Th:54:TYR:HE1 2:Th:73: TYR:HB2 1.62 0.64
2:Mh:54:TYR:HE1 2:Mh:73: TYR:HB2 1.62 0.64
2:Sh:54: TYR:HE1 2:Sh:73:TYR:HB2 1.62 0.64
2:Wh:54:TYR:HE1 2:Wh:73:TYR:HB2 1.62 0.64
2:1h:54:TYR:HE1 2:1h:73:TYR:HB2 1.62 0.64
2:2h:31:VAL:HG11 2:2h:106:VAL:HG11 1.78 0.64
3:K1:53:ASN:HD22 3:KI1:53:ASN:N 1.94 0.64
3:01:32:GLY:HA3 3:01:100:LEU:HD13 1.77 0.64
3:51:59:GLN:OE1 3:51:69:MET:HE3 1.97 0.64
3:0l:59:GLN:OE1 3:01:69:MET:HE3 1.97 0.64
3:v1:59:GLN:OE1 3:v1:69:MET:HE3 1.97 0.64
3:61:59:GLN:OE1 3:61:69:MET:HE3 1.97 0.64
1:¢:238:ARG:HG2 1::238:ARG:NH2 2.12 0.64
1:5:238:ARG:HG2 1:5:238:ARG:NH2 2.12 0.64
2:Gh:31:VAL:HG11 2:Gh:106:VAL:HG11 1.78 0.64
2:Nh:31:VAL:HG11 2:Nh:106:VAL:HG11 1.78 0.64
2:Qh:31:VAL:HG11 2:Qh:106:VAL:HG11 1.78 0.64
2:¢h:54: TYR:CE1 2:ch:73: TYR:HB2 2.31 0.64
2:1h:31:VAL:HG11 2:1h:106:VAL:HG11 1.78 0.64
2:qh:54: TYR:HE1 2:qh:73:TYR:HB2 1.62 0.64
2:th:31:VAL:HG11 2:1h:106:VAL:HG11 1.78 0.64
2:6h:54: TYR:HE1 2:6h:73: TYR:HB2 1.62 0.64
3:H1:59:GLN:OE1 3:H1:69:MET:HE3 1.97 0.64
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3:Ql:42:CYS:CB 3:QL:110:CYS:SG 2.84 0.64
1:1:242: THR:HG22 1:1:681:GLU:CB 2.28 0.64
1:S:238:ARG:HG2 1:S:238:ARG:NH2 2.12 0.64
2:Ch:54:TYR:HE1 2:Ch:73: TYR:HB2 1.62 0.64
2:Jh:31:VAL:HG11 2:Jh:106:VAL:HG11 1.78 0.64
2:Lh:54:TYR:HE1 2:Lh:73:TYR:HB2 1.62 0.64
2:Th:31:VAL:HG11 2:Th:106:VAL:HG11 1.78 0.64
2:Th:106:VAL:HG22 2:Th:110:ASP:HB2 1.77 0.64
2:7h:54:TYR:HE1 2:7h:73:TYR:HB2 1.62 0.64
2:¢h:106:VAL:HG22 2:gh:110:ASP:HB2 1.77 0.64
2:uh:54:TYR:HE1 2:uh:73: TYR:HB2 1.62 0.64
2:xh:54:TYR:HE1 2:xh:73: TYR:HB2 1.62 0.64
2:2h:54: TYR:HE1 2:2h:73: TYR:HB2 1.62 0.64
2:3h:54:TYR:CE1 2:3h:73:TYR:HB2 2.31 0.64
3:N1:53:ASN:HD22 3:NIL:53:ASN:N 1.94 0.64
3:Y1:59:GLN:OE1 3:YL:69:MET:HE3 1.97 0.64
1:F:242: THR:HG22 1:F:681:GLU:CB 2.28 0.64
1:K:242: THR:HG22 1:K:681:GLU:CB 2.28 0.64
1:N:242: THR:HG22 1:N:681:GLU:CB 2.28 0.64
1:R:242: THR:HG22 1:R:681:GLU:CB 2.28 0.64
1:W:242: THR:HG22 1:W:681:GLU:CB 2.28 0.64
1:7:242: THR:HG22 1:7:681:GLU:CB 2.28 0.64
1:1:242: THR:HG22 1:1:681:GLU:CB 2.28 0.64
2:Xh:31:VAL:HG11 2:Xh:106:VAL:HG11 1.78 0.64
2:th:31:VAL:HG11 2:th:106:VAL:HG11 1.78 0.64
2:xh:37:LEU:CD2 2:xh:149:VAL:HG11 2.16 0.64
3:Al:59:GLN:OE1 3:Al:69:MET:HE3 1.97 0.64
3:F1:53:ASN:HD22 3:F1:53:ASN:N 1.94 0.64
3:¢1:59:GLN:OE1 3:¢l:69:MET:HE3 1.97 0.64
1:1:238:ARG:HG2 1:1:238:ARG:NH2 2.12 0.64
1:2:242: THR:HG22 1:2:681:GLU:CB 2.28 0.64
1:6:242: THR:HG22 1:6:681:GLU:CB 2.28 0.64
2:Bh:31:VAL:HG11 2:Bh:106:VAL:HG11 1.78 0.64
2:Ch:37.LEU:CD2 2:Ch:149:VAL:HG11 2.16 0.64
2:Rh:54:TYR:CE1 2:Rh:73:TYR:HB2 2.31 0.64
2:zh:31:VAL:HG11 2:zh:106:VAL:HG11 1.78 0.64
3:D1:59:GLN:OE1 3:DL:69:MET:HE3 1.97 0.64
3:M1:42:CYS:CB 3:MI1:110:CYS:SG 2.84 0.64
3:01:59:GLN:OE1 3:01:69:MET:HE3 1.97 0.64
1:D:242: THR:HG22 1:D:681:GLU:CB 2.28 0.64
1:a:242: THR:HG22 1:a:681:GLU:CB 2.28 0.64
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1:1:242: THR:HG22 1:1:681:GLU:CB 2.28 0.64
1:0:322:GLU:OE1 2:0h:130: THR:HB 1.97 0.64
1:r:242: THR:HG22 1:r:681:GLU:CB 2.28 0.64
1:t:242: THR:HG22 1:t:681:GLU:CB 2.28 0.64
1:7:242: THR:HG22 1:7:681:GLU:CB 2.28 0.64
2:Dh:54:TYR:HE1 2:Dh:73:TYR:HB2 1.62 0.64
2:Kh:54:TYR:CE1 2:Kh:73:TYR:HB2 2.31 0.64
2:¢h:31:VAL:HG11 2:¢h:106:VAL:HG11 1.78 0.64
2:yh:54:TYR:HE1 2:yh:73:TYR:HB2 1.62 0.64
3:G1:59:GLN:OE1 3:GL:69:MET:HE3 1.97 0.64
3:TL:59:GLN:OE1 3:T1:69:MET:HE3 1.97 0.64
3:y1:59:GLN:OE1 3:y1:69:MET:HE3 1.97 0.64
1:M:242: THR:HG22 1:M:681:GLU:CB 2.28 0.64
1:¢:242: THR:HG22 1:¢:681:GLU:CB 2.28 0.64
1:e:242: THR:HG22 1::681:GLU:CB 2.28 0.64
1:j:242: THR:HG22 1:j:681:GLU:CB 2.28 0.64
1:v:242: THR:HG22 1:v:681:GLU:CB 2.28 0.64
1:y:242: THR:HG22 1:y:681:GLU:CB 2.28 0.64
1:3:242: THR:HG22 1:3:681:GLU:CB 2.28 0.64
1:7:238:ARG:HG2 1:7:238:ARG:NH2 2.12 0.64
2:Vh:31:VAL:HG11 2:Vh:106:VAL:HG11 1.78 0.64
3:bl:59:GLN:OE1 3:bl:69:MET:HE3 1.97 0.64
1:G:242: THR:HG22 1:G:681:GLU:CB 2.28 0.63
1:Q:242: THR:HG22 1:Q:681:GLU:CB 2.28 0.63
1:V:242: THR:HG22 1:V:681:GLU:CB 2.28 0.63
1:0:242: THR:HG22 1:0:681:GLU:CB 2.28 0.63
1:5:242: THR:HG22 1:5:681:GLU:CB 2.28 0.63
2:eh:54:TYR:HE1 2:eh:73:TYR:HB2 1.62 0.63
1:M:238:ARG:HG2 1:M:238:ARG:NH2 2.12 0.63
1:0:242: THR:HG22 1:0:681:GLU:CB 2.28 0.63
1:U:242: THR:HG22 1:U:681:GLU:CB 2.28 0.63
1:a:238:ARG:HG2 1:a:238:ARG:NH2 2.12 0.63
1:£:242: THR:HG22 1:£:681:GLU:CB 2.28 0.63
1:g:238:ARG:HG2 1:g:238:ARG:NH2 2.12 0.63
1:h:242: THR:HG22 1:h:681:GLU:CB 2.28 0.63
1:1:242: THR:HG22 1:1:681:GLU:HG3 1.81 0.63
1:n:242: THR:HG22 1:n:681:GLU:HG3 1.81 0.63
1:t:242: THR:HG22 1:t:681:GLU:HG3 1.81 0.63
1:v:242: THR:HG22 1:v:681:GLU:HG3 1.81 0.63
1:y:238:ARG:HG2 1:y:238:ARG:NH2 2.12 0.63
1:1:242: THR:HG22 1:1:681:GLU:HG3 1.81 0.63
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2:Yh:54:TYR:HE1 2:Yh:73: TYR:HB2 1.62 0.63
1:K:242: THR:HG22 1:K:681:GLU:HG3 1.80 0.63
1:Q:238:ARG:HG2 1:Q:238:ARG:NH2 2.12 0.63
1:a:242: THR:HG22 1:a:681:GLU:HG3 1.81 0.63
1:q:242: THR:HG22 1:q:681:GLU:CB 2.28 0.63
1:u:242: THR:HG22 1:u:681:GLU:CB 2.28 0.63
1:7:242: THR:HG22 1:7:681:GLU:HG3 1.81 0.63
2:Hh:54:TYR:HE1 2:Hh:73: TYR:HB2 1.62 0.63
2:ah:54: TYR:HE1 2:ah:73: TYR:HB2 1.62 0.63
2:7h:54:TYR:HE1 2:7h:73: TYR:HB2 1.62 0.63
3:t1:53:ASN:HD22 3:t1:53:ASN:N 1.94 0.63
1:D:238:ARG:HG2 1:D:238:ARG:NH2 2.12 0.63
1:G:242: THR:HG22 1:G:681:GLU:HG3 1.81 0.63
1:L:242:THR:HG22 1:L:681:GLU:CB 2.28 0.63
1:0:242: THR:HG22 1:0:681:GLU:HG3 1.81 0.63
1:S:242: THR:HG22 1:S:681:GLU:CB 2.28 0.63
1:T:238:ARG:HG2 1:T:238:ARG:NH2 2.12 0.63
1:0:242: THR:HG22 1:0:681:GLU:HG3 1.81 0.63
1:5:242: THR:HG22 1:5:681:GLU:HG3 1.81 0.63
2:5h:54: TYR:HE1 2:5h:73:TYR:HB2 1.62 0.63
3:ml:59:GLN:OE1 3:ml:69:MET:HE3 1.97 0.63
3:01:53:ASN:HD22 3:01:53:ASN:N 1.94 0.63
3:01:59:GLN:OE1 3:0L:69:MET:HE3 1.97 0.63
1:T:242: THR:HG22 1:T:681:GLU:CB 2.28 0.63
1:T:242: THR:HG22 1:T:681:GLU:HG3 1.81 0.63
1:¢:242: THR:HG22 1:¢:681:GLU:CG 2.29 0.63
1:k:242: THR:HG22 1:k:681:GLU:HG3 1.81 0.63
1:4:242: THR:HG22 1:4:681:GLU:CB 2.28 0.63
2:Ah:54:TYR:HE1 2:Ah:73: TYR:HB2 1.62 0.63
2:Th:54:TYR:HE1 2:Th:73: TYR:HB2 1.62 0.63
3:11:59:GLN:OE1 3:11:69:MET:HE3 1.97 0.63
1:B:242:THR:HG22 1:B:681:GLU:CB 2.28 0.63
1:J:242:THR:HG22 1:J:681:GLU:CG 2.29 0.63
1:L:242:THR:HG22 1:L:681:GLU:HG3 1.81 0.63
1:R:242: THR:HG22 1:R:681:GLU:HG3 1.81 0.63
1:X:242: THR:HG22 1:X:681:GLU:CG 2.29 0.63
1:d:242: THR:HG22 1:d:681:GLU:CB 2.28 0.63
1:g:242: THR:HG22 1:¢:681:GLU:CB 2.28 0.63
1:g:242: THR:HG22 1:g:681:GLU:HG3 1.81 0.63
1:1:242: THR:HG22 1:1:681:GLU:CG 2.29 0.63
1:t:242: THR:HG22 1:t:681:GLU:CG 2.29 0.63
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1:v:242: THR:HG22 1:v:681:GLU:CG 2.29 0.63
1:2:242: THR:HG22 1:2:681:GLU:HG3 1.81 0.63
1:3:242: THR:HG22 1:3:681:GLU:CG 2.29 0.63
2:bh:54:TYR:HE1 2:bh:73: TYR:HB2 1.62 0.63
1:A:242: THR:HG22 1:A:681:GLU:CB 2.28 0.63
1:B:242:THR:HG22 1:B:681:GLU:HG3 1.81 0.63
1:G:242: THR:HG22 1:G:681:GLU:CG 2.29 0.63
1:H:242: THR:HG22 1:H:681:GLU:CB 2.28 0.63
1:1:242: THR:HG22 1:1:681:GLU:CG 2.29 0.63
1:S:242: THR:HG22 1:S:681:GLU:HG3 1.81 0.63
1:W:242: THR:HG22 1:W:681:GLU:CG 2.29 0.63
1:X:242: THR:HG22 1:X:681:GLU:CB 2.28 0.63
1:e:242: THR:HG22 1:¢:681:GLU:HG3 1.81 0.63
1:k:242: THR:HG22 1:k:681:GLU:CG 2.29 0.63
1:0:242: THR:HG22 1:0:681:GLU:CG 2.29 0.63
1:5:242: THR:HG22 1:5:681:GLU:CG 2.29 0.63
1:5:242: THR:HG22 1:5:681:GLU:HG3 1.81 0.63
3:ml:53:ASN:HD22 3:ml:53:ASN:N 1.94 0.63
1:A:242: THR:HG22 1:A:681:GLU:HG3 1.81 0.63
1:D:242: THR:HG22 1:D:681:GLU:CG 2.29 0.63
1:J:242: THR:HG22 1:J:681:GLU:CB 2.28 0.63
1:0:242: THR:HG22 1:0:681:GLU:CG 2.29 0.63
1:Y:242: THR:HG22 1:Y:681:GLU:CB 2.28 0.63
1:m:242: THR:HG22 1:m:681:GLU:CG 2.29 0.63
1:p:242: THR:HG22 1:p:681:GLU:CG 2.29 0.63
1:0:242: THR:HG22 1:0:681:GLU:CG 2.29 0.63
2:gh:54:TYR:HE1 2:gh:73:'TYR:HB2 1.62 0.63
2:1h:37:LEU:CD2 2:1h:149:VAL:HG11 2.16 0.63
2:vh:37:LEU:CD2 2:vh:149:VAL:HG11 2.16 0.63
3:n1:59:GLN:OE1 3:nl:69:MET:HE3 1.97 0.63
1:H:242: THR:HG22 1:H:681:GLU:CG 2.29 0.63
1:Y:242: THR:HG22 1:Y:681:GLU:CG 2.29 0.63
1:b:242: THR:HG22 1:b:681:GLU:CB 2.28 0.63
1:£:242: THR:HG22 1:£:681:GLU:CG 2.29 0.63
1:w:242: THR:HG22 1:w:681:GLU:CB 2.28 0.63
1:w:242: THR:HG22 1:w:681:GLU:CG 2.29 0.63
1:2:242: THR:HG22 1:2z:681:GLU:CB 2.28 0.63
2:Gh:54:TYR:HE1 2:Gh:73:TYR:HB2 1.62 0.63
2:0h:54:TYR:HE1 2:0h:73:TYR:HB2 1.62 0.63
1:H:242: THR:HG22 1:H:681:GLU:HG3 1.81 0.62
1:L:242:THR:HG22 1:L:681:GLU:CG 2.29 0.62
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1:V:242: THR:HG22 1:V:681:GLU:CG 2.29 0.62
1:7:242: THR:HG22 1:7:681:GLU:HG3 1.81 0.62
1:b:242: THR:HG22 1:b:681:GLU:HG3 1.81 0.62
1:j:242: THR:HG22 1:j:681:GLU:CG 2.29 0.62
1:k:242: THR:HG22 1:k:681:GLU:CB 2.28 0.62
1:x:242: THR:HG22 1:x:681:GLU:CB 2.28 0.62
1:y:242:THR:HG22 1:y:681:GLU:CG 2.29 0.62
2:Vh:37:LEU:HD12 2:Vh:39:LEU:HD11 1.81 0.62
2:Xh:37:LEU:HD12 2:Xh:39:LEU:HD11 1.81 0.62
3:P1:59:GLN:OE1 3:PL.69:MET:HE3 1.97 0.62
1:A:242: THR:HG22 1:A:681:GLU:CG 2.29 0.62
1:B:242:THR:HG22 1:B:681:GLU:CG 2.29 0.62
1:C:242: THR:HG22 1:C:681:GLU:CB 2.28 0.62
1:J:242:THR:HG22 1:J:681:GLU:HG3 1.81 0.62
1:S:242: THR:HG22 1:S:681:GLU:CG 2.29 0.62
1:X:242: THR:HG22 1:X:681:GLU:HG3 1.81 0.62
1:Y:242: THR:HG22 1:Y:681:GLU:HG3 1.81 0.62
1:p:242: THR:HG22 1:p:681:GLU:CB 2.28 0.62
1:q:242: THR:HG22 1:q:681:GLU:CG 2.29 0.62
1:r:242: THR:HG22 1:r:681:GLU:CG 2.29 0.62
1:5:242: THR:HG22 1:5:681:GLU:CB 2.28 0.62
1:x:242: THR:HG22 1:x:681:GLU:CG 2.29 0.62
2:Jh:37:LEU:HD12 2:Jh:39:LEU:HD11 1.81 0.62
2:Mh:37:LEU:HD12 2:Mh:39:LEU:HD11 1.81 0.62
2:Qh:37:LEU:HD12 2:Qh:39:LEU:HD11 1.81 0.62
2:hh:54: TYR:HE1 2:hh:73: TYR:HB2 1.62 0.62
1:C:242: THR:HG22 1:C:681:GLU:CG 2.29 0.62
1:b:242: THR:HG22 1:b:681:GLU:CG 2.29 0.62
1:d:242: THR:HG22 1:d:681:GLU:HG3 1.81 0.62
1:m:242: THR:HG22 1:m:681:GLU:HG3 1.81 0.62
1:u:242: THR:HG22 1:u:681:GLU:CG 2.29 0.62
1:w:242: THR:HG22 1:w:681:GLU:HG3 1.81 0.62
1:2:242: THR:HG22 1:2z:681:GLU:CG 2.29 0.62
1:4:242: THR:HG22 1:4:681:GLU:HG3 1.81 0.62
1:6:242: THR:HG22 1:6:681:GLU:HG3 1.81 0.62
2:bh:37:LEU:HD12 2:bh:39:LEU:HD11 1.81 0.62
3:E1:59:GLN:OE1 3:El:69:MET:HE3 1.97 0.62
3:N1:45:THR:O 3:NI:52: TYR:OH 2.18 0.62
3:71:45:THR:O 3:71:52:TYR:OH 2.18 0.62
3:61:45: THR:O 3:61:52: TYR:OH 2.18 0.62
1:G:238:ARG:HG2 1:G:238:ARG:NH2 2.12 0.62
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1:P:242: THR:HG22 1:P:681:GLU:CB 2.28 0.62
1:k:578:SER:HB3 1:k:592: THR:CG2 2.30 0.62
1:5:578:SER:HB3 1:5:592: THR:CG2 2.30 0.62
1:0:242: THR:HG22 1:0:681:GLU:HG3 1.81 0.62
2:Uh:54:TYR:HE1 2:Uh:73: TYR:HB2 1.62 0.62
2:jh:37:LEU:CD2 2:jh:149:VAL:HG11 2.16 0.62
3:CL:45:THR:O 3:CL:52:TYR:OH 2.18 0.62
3:F1:45: THR:O 3:F1:52:TYR:OH 2.18 0.62
3:41:45:THR:O 3:41:52: TYR:OH 2.18 0.62
1:E:242: THR:HG22 1:E:681:GLU:CB 2.28 0.62
1:E:578:SER:HB3 1:E:592: THR:CG2 2.30 0.62
1:K:242: THR:HG22 1:K:681:GLU:CG 2.29 0.62
1:0:238:ARG:HG2 1:0:238:ARG:NH2 2.12 0.62
1:P:578:SER:HB3 1:P:592: THR:CG2 2.30 0.62
1:U:242: THR:HG22 1:U:681:GLU:HG3 1.81 0.62
1:Z:578:SER:HB3 1:7:592: THR:CG2 2.30 0.62
1:1:242: THR:HG22 1:1:681:GLU:HG3 1.81 0.62
1:1:242: THR:HG22 1:1:681:GLU:CB 2.28 0.62
1:3:242: THR:HG22 1:3:681:GLU:HG3 1.81 0.62
1:6:578:SER:HB3 1:6:592: THR:CG2 2.30 0.62
2:Ah:37:LEU:HD12 2:Ah:39:LEU:HD11 1.81 0.62
2:Th:37:LEU:HD12 2:Th:39:LEU:HD11 1.81 0.62
2:7h:36:THR:CG2 2:7h:103:LEU:O 2.48 0.62
2:th:37:LEU:HD12 2:th:39:LEU:HD11 1.81 0.62
2:jh:37:LEU:HD12 2:jh:39:LEU:HD11 1.81 0.62
2:rh:37:LEU:HD12 2:vh:39:LEU:HD11 1.81 0.62
3:D1:45:THR:O 3:D1:52:TYR:OH 2.18 0.62
3:dl:45:THR:O 3:dl:52: TYR:OH 2.18 0.62
3:x1:45:THR:O 3:x1:52: TYR:OH 2.18 0.62
3:y1:45:THR:O 3:y1:52:TYR:OH 2.18 0.62
1:E:242: THR:HG22 1:E:681:GLU:HG3 1.81 0.62
1:H:578:SER:HB3 1:H:592: THR:CG2 2.30 0.62
1:V:242: THR:HG22 1:V:681:GLU:HG3 1.81 0.62
1:Y:578:SER:HB3 1:Y:592: THR:CG2 2.30 0.62
1:g:242:"THR:HG22 1:g:681:GLU:CG 2.29 0.62
1:m:242: THR:HG22 1:m:681:GLU:CB 2.28 0.62
1:n:242: THR:HG22 1:n:681:GLU:CB 2.28 0.62
1:p:242: THR:HG22 1:p:681:GLU:HGS3 1.81 0.62
1:p:578:SER:HB3 1:p:592: THR:CG2 2.30 0.62
1:w:578:SER:HB3 1:w:592: THR:CG2 2.30 0.62
1:0:578:SER:HB3 1:0:592: THR:CG2 2.30 0.62
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2:Dh:36: THR:CG2 2:Dh:103:LEU:O 2.48 0.62
2:Vh:36: THR:CG2 2:Vh:103:LEU:O 2.48 0.62
2:th:36: THR:CG2 2:th:103:LEU:O 2.48 0.62
2:ih:36: THR:CG2 2:1h:103:LEU:O 2.48 0.62
2:0h:54:TYR:HE1 2:0h:73:TYR:HB2 1.62 0.62
2:qh:36: THR:CG2 2:¢h:103:LEU:O 2.48 0.62
2:uh:36: THR:CG2 2:uh:103:LEU:O 2.48 0.62
2:vh:54:TYR:HE1 2:vh:73: TYR:HB2 1.62 0.62
2:yh:36: THR:CG2 2:yh:103:LEU:O 2.48 0.62
2:6h:36: THR:CG2 2:6h:103:LEU:O 2.48 0.62
3:K1:45:THR:O 3:K1:52:TYR:OH 2.18 0.62
3:RI1:45:THR:O 3:RI:52: TYR:OH 2.18 0.62
3:Ul:45:THR:O 3:UL:52: TYR:OH 2.18 0.62
1:B:578:SER:HB3 1:B:592:THR:CG2 2.30 0.62
1:T:242: THR:HG22 1:T:681:GLU:CG 2.29 0.62
1:U:242: THR:HG22 1:U:681:GLU:CG 2.29 0.62
1:W:242: THR:HG22 1:W:681:GLU:HG3 1.81 0.62
1:¢:242: THR:HG22 1:¢:681:GLU:HG3 1.81 0.62
1:h:242: THR:HG22 1:h:681:GLU:CG 2.29 0.62
1:h:242: THR:HG22 1:h:681:GLU:HG3 1.81 0.62
1:j:578:SER:HB3 1:j:592: THR:CG2 2.30 0.62
1:1:242: THR:HG22 1:1:681:GLU:CG 2.29 0.62
1:m:578:SER:HB3 1:m:592: THR:CG2 2.30 0.62
1:z:578:SER:HB3 1:2:592:THR:CG2 2.30 0.62
1:7:242: THR:HG22 1:7:681:GLU:CG 2.29 0.62
2:Ch:37:LEU:HD12 2:Ch:39:LEU:HD11 1.81 0.62
2:Sh:36: THR:CG2 2:Sh:103:LEU:O 2.48 0.62
2:¢h:37:LEU:HD12 2:¢h:39:LEU:HD11 1.81 0.62
2:mh:37:LEU:HD12 2:mh:39:LEU:HD11 1.81 0.62
2:th:36: THR:CG2 2:th:103:LEU:O 2.48 0.62
2:xh:37:LEU:HD12 2:xh:39:LEU:HD11 1.81 0.62
3:11:45:THR:O 3:11:52:TYR:OH 2.18 0.62
3:WI1:45:THR:O 3:WI:52: TYR:OH 2.18 0.62
3:bl:45:THR:O 3:bl:52: TYR:OH 2.18 0.62
3:hl:45:THR:O 3:hl:52: TYR:OH 2.18 0.62
1:P:242: THR:HG22 1:P:681:GLU:HG3 1.81 0.62
1:R:242: THR:HG22 1:R:681:GLU:CG 2.29 0.62
1:7:242: THR:HG22 1:7:681:GLU:CG 2.29 0.62
1:a:242: THR:HG22 1:2:681:GLU:CG 2.29 0.62
1:r:578:SER:HB3 1:r:592: THR:CG2 2.30 0.62
1:0:242: THR:HG22 1:0:681:GLU:CB 2.28 0.62
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1:2:242: THR:HG22 1:2:681:GLU:CG 2.29 0.62
2:Hh:37:LEU:HD12 2:Hh:39:LEU:HD11 1.81 0.62
2:Lh:36: THR:CG2 2:Lh:103:LEU:O 2.48 0.62
2:Yh:37:LEU:HD12 2:Yh:39:LEU:HD11 1.81 0.62
2:Zh:37:LEU:HD12 2:7h:39:LEU:HD11 1.81 0.62
2:¢h:37.LEU:HD12 2:¢h:39:LEU:HD11 1.81 0.62
2:0h:37:LEU:HD12 2:0h:39:LEU:HD11 1.81 0.62
2:3h:36:THR:CG2 2:3h:103:LEU:O 2.48 0.62
2:5h:37:LEU:HD12 2:5h:39:LEU:HD11 1.81 0.62
2:6h:37:LEU:HD12 2:6h:39:LEU:HD11 1.81 0.62
3:QL:45:THR:O 3:QL:52:TYR:OH 2.18 0.62
3:kl:45:THR:O 3:kl:52:TYR:OH 2.18 0.62
3:s1:45:THR:O 3:81:52: TYR:OH 2.18 0.62
1:C:578:SER:HB3 1:C:592:THR:CG2 2.30 0.62
1:F:242: THR:HG22 1:F:681:GLU:HG3 1.81 0.62
1:F:578:SER:HB3 1:F:592: THR:CG2 2.30 0.62
1:1:242: THR:HG22 1:1:681:GLU:HG3 1.81 0.62
1:d:578:SER:HB3 1:d:592: THR:CG2 2.30 0.62
1:e:578:SER:HB3 1:¢:592: THR:CG2 2.30 0.62
1:n:242: THR:HG22 1:n:681:GLU:CG 2.29 0.62
1:x:242: THR:HG22 1:x:681:GLU:HG3 1.81 0.62
1:1:242: THR:HG22 1:1:681:GLU:CG 2.29 0.62
1:4:578:SER:HB3 1:4:592: THR:CG2 2.30 0.62
1:5:578:SER:HB3 1:5:592: THR:CG2 2.30 0.62
1:6:242: THR:HG22 1:6:681:GLU:CG 2.29 0.62
2:Hh:36: THR:CG2 2:Hh:103:LEU:O 2.48 0.62
2:ch:36: THR:CG2 2:ch:103:LEU:O 2.48 0.62
2:7h:37:LEU:HD12 2:7h:39:LEU:HD11 1.81 0.62
3:Ml1:45:THR:O 3:M1:52:TYR:OH 2.18 0.62
3:al:45:THR:O 3:al:52: TYR:OH 2.18 0.62
3:71:45: THR:O 3:71:52: TYR:OH 2.18 0.62
1:M:578:SER:HB3 1:M:592: THR:CG2 2.30 0.62
1:N:578:SER:HB3 1:N:592: THR:CG2 2.30 0.62
1:Q:578:SER:HB3 1:Q:592: THR:CG2 2.30 0.62
1:T:578:SER:HB3 1:T:592: THR:CG2 2.30 0.62
1:d:242: THR:HG22 1:d:681:GLU:CG 2.29 0.62
1:1:242: THR:HG22 1:1:681:GLU:HG3 1.81 0.62
1:x:578:SER:HB3 1:x:592: THR:CG2 2.30 0.62
2:0h:36:THR:CG2 2:0h:103:LEU:O 2.48 0.62
2:Qh:36: THR:CG2 2:Qh:103:LEU:O 2.48 0.62
2:Wh:36: THR:CG2 2:Wh:103:LEU:O 2.48 0.62
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2:Yh:36: THR:CG2 2:Yh:103:LEU:O 2.48 0.62
2:ah:37:LEU:HD12 2:ah:39:LEU:HD11 1.81 0.62
2:¢h:36: THR:CG2 2:¢h:103:LEU:O 2.48 0.62
2:1h:36: THR:CG2 2:1h:103:LEU:O 2.48 0.62
3:Al:45:THR:O 3:Al:52: TYR:OH 2.18 0.62
1:H:238:ARG:HG2 1:H:238:ARG:NH2 2.12 0.61
1:N:242: THR:HG22 1:N:681:GLU:HG3 1.81 0.61
1:W:578:SER:HB3 1:W:592: THR:CG2 2.30 0.61
1:g:578:SER:HB3 1:g:592: THR:CG2 2.30 0.61
1:4:242: THR:HG22 1:4:681:GLU:CG 2.29 0.61
2:Fh:36: THR:CG2 2:Fh:103:LEU:O 2.48 0.61
2:Gh:36:THR:CG2 2:Gh:103:LEU:O 2.48 0.61
2:Th:36: THR:CG2 2:1h:103:LEU:O 2.48 0.61
2:Mh:36: THR:CG2 2:Mh:103:LEU:O 2.48 0.61
2:Ph:37:LEU:HD12 2:Ph:39:LEU:HD11 1.81 0.61
2:jh:36: THR:CG2 2:jh:103:LEU:O 2.48 0.61
2:nh:36: THR:CG2 2:nh:103:LEU:O 2.48 0.61
2:wh:36: THR:CG2 2:wh:103:LEU:O 2.48 0.61
2:5h:36: THR:CG2 2:5h:103:LEU:O 2.48 0.61
3:V1:45:THR:O 3:V9I:52: TYR:OH 2.18 0.61
1:A:578:SER:HB3 1:A:592: THR:CG2 2.30 0.61
1:C:238:ARG:HG2 1:C:238:ARG:NH2 2.12 0.61
1:C:242: THR:HG22 1:C:681:GLU:HG3 1.81 0.61
1:D:242: THR:HG22 1:D:681:GLU:HG3 1.81 0.61
1:G:578:SER:HB3 1:G:592: THR:CG2 2.30 0.61
1:1:578:SER:HB3 1:1:592:THR:CG2 2.30 0.61
1:M:242: THR:HG22 1:M:681:GLU:HG3 1.81 0.61
1:0:578:SER:HB3 1:0:592: THR:CG2 2.30 0.61
1:Q:242: THR:HG22 1:Q:681:GLU:HG3 1.81 0.61
1:x:238:ARG:HG2 1:x:238:ARG:NH2 2.12 0.61
1:y:578:SER:HB3 1:y:592: THR:CG2 2.30 0.61
1:2:242: THR:HG22 1:2:681:GLU:HG3 1.81 0.61
2:Bh:36: THR:CG2 2:Bh:103:LEU:O 2.48 0.61
2:Nh:36: THR:CG2 2:Nh:103:LEU:O 2.48 0.61
2:ph:36:THR:CG2 2:ph:103:LEU:O 2.48 0.61
2:vh:36: THR:CG2 2:vh:103:LEU:O 2.48 0.61
2:2h:36: THR:CG2 2:2h:103:LEU:O 2.48 0.61
2:7h:36: THR:CG2 2:7h:103:LEU:O 2.48 0.61
3:UL:58:TYR:HE2 3:UL:111:CYS:CB 2.14 0.61
3:dl:58: TYR:HE2 3:dl:111:CYS:CB 2.14 0.61
3:11:45:THR:O 3:41:52: TYR:OH 2.18 0.61
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Atom-1 Atom-2 distance (A) overlap (A)

3:gl:58: TYR:HE2 3:gl:111:CYS:CB 2.14 0.61
3:pL:58:TYR:HE2 3:pl:111:CYS:CB 2.14 0.61
3:41:58: TYR:HE2 3:41:111:CYS:CB 2.14 0.61
1:D:578:SER:HB3 1:D:592: THR:CG2 2.30 0.61
1:E:242: THR:HG22 1:E:681:GLU:CG 2.29 0.61
1:N:242: THR:HG22 1:N:681:GLU:CG 2.29 0.61
1:P:242: THR:HG22 1:P:681:GLU:CG 2.29 0.61
1:S:578:SER:HB3 1:5:592: THR:CG2 2.30 0.61
1:h:732: THR:HG21 1:u:389:ARG:HG3 1.83 0.61
2:Eh:37:LEU:HD12 2:Eh:39:LEU:HD11 1.81 0.61
2:Kh:36:THR:CG2 2:Kh:103:LEU:O 2.48 0.61
2:Rh:36: THR:CG2 2:Rh:103:LEU:O 2.48 0.61
2:ah:36: THR:CG2 2:ah:103:LEU:O 2.48 0.61
2:1h:36: THR:CG2 2:1h:103:LEU:O 2.48 0.61
2:zh:36: THR:CG2 2:zh:103:LEU:O 2.48 0.61
3:MIL:58: TYR:HE2 3:MI1:111:CYS:CB 2.14 0.61
3:QL:58: TYR:HE2 3:Ql:111:CYS:CB 2.14 0.61
3:S1:45: THR:O 3:S1:52: TYR:OH 2.18 0.61
3:TL:45:THR:O 3:TL:52: TYR:OH 2.18 0.61
3:TL:58: TYR:HE2 3:TL:111:CYS:CB 2.14 0.61
3:gl:45:THR:O 3:gl:52:TYR:OH 2.18 0.61
3:hl:58: TYR:HE2 3:hl:111:CYS:CB 2.14 0.61
3:ql:45:THR:O 3:ql:52:TYR:OH 2.18 0.61
3:ul:45:THR:O 3:ul:52: TYR:OH 2.18 0.61
3:wl:58: TYR:HE2 3:wl:111:CYS:CB 2.14 0.61
3:21:45:THR:O 3:21:52: TYR:OH 2.18 0.61
1:J:578:SER:HB3 1:J:592: THR:CG2 2.30 0.61
1:Y:238:ARG:HG2 1:Y:238:ARG:NH2 2.12 0.61
1:b:578:SER:HB3 1:b:592: THR:CG2 2.30 0.61
1:e:242: THR:HG22 1:¢:681:GLU:CG 2.29 0.61
1:£:578:SER:HB3 1:£:592: THR:CG2 2.30 0.61
1:u:242: THR:HG22 1:u:681:GLU:HG3 1.81 0.61
1:y:242:THR:HG22 1:y:681:GLU:HG3 1.81 0.61
2:Kh:37:LEU:HD12 2:Kh:39:LEU:HD11 1.81 0.61
3:AL:58:TYR:HE2 3:Al:111:CYS:CB 2.14 0.61
3:J1:45:THR:O 3:J1:52:TYR:OH 2.18 0.61
3:L1:45:THR:O 3:L1:52:TYR:OH 2.18 0.61
3:Y1:45:THR:O 3:Y1:52: TYR:OH 2.18 0.61
3:bl:58: TYR:HE2 3:bl:111:CYS:CB 2.14 0.61
3:el:58: TYR:HE2 3:el:111:CYS:CB 2.14 0.61
3:j1:58: TYR:HE2 3:j1:111:CYS:CB 2.14 0.61
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3:rl:58: TYR:HE2 3:rl:111:CYS:CB 2.14 0.61
3:51:58: TYR:HE2 3:51:111:CYS:CB 2.14 0.61
1:F:242: THR:HG22 1:F:681:GLU:CG 2.29 0.61
1:L:578:SER:HB3 1:L:592: THR:CG2 2.30 0.61
1:Q:242: THR:HG22 1:Q:681:GLU:CG 2.29 0.61
1:U:578:SER:HB3 1:U:592: THR:CG2 2.30 0.61
1:X:578:SER:HB3 1:X:592: THR:CG2 2.30 0.61
1:h:578:SER:HB3 1:h:592: THR:CG2 2.30 0.61
1:4:238:ARG:HG2 1:4:238:ARG:NH2 2.12 0.61
2:Uh:36: THR:CG2 2:Uh:103:LEU:O 2.48 0.61
2:0h:36: THR:CG2 2:0h:103:LEU:O 2.48 0.61
2:yh:37:LEU:HD12 2:yvh:39:LEU:HD11 1.81 0.61
3:GL58:TYR:HE2 3:Gl:111:CYS:CB 2.14 0.61
3:HI:58: TYR:HE2 3:HI:111:CYS:HB2 1.66 0.61
3:X1:45:THR:O 3:X1:52: TYR:OH 2.18 0.61
3:cl:45:THR:O 3:cl:52:TYR:OH 2.18 0.61
3:11:45: THR:O 3:11:52: TYR:OH 2.18 0.61
3:ml:45: THR:O 3:ml:52: TYR:OH 2.18 0.61
3:wl:45: THR:O 3:wl:52: TYR:OH 2.18 0.61
3:11:58: TYR:HE2 3:11:111:CYS:HB2 1.66 0.61
3:31:45:THR:O 3:31:52:TYR:OH 2.18 0.61
3:61:58: TYR:HE2 3:61:111:CYS:HB2 1.66 0.61
1:M:242: THR:HG22 1:M:681:GLU:CG 2.29 0.61
1:V:578:SER:HB3 1:V:592: THR:CG2 2.30 0.61
1:a:578:SER:HB3 1:a:592: THR:CG2 2.30 0.61
1:1:238:ARG:HG2 1:1:238:ARG:NH2 2.12 0.61
1:n:578:SER:HB3 1:n:592: THR:CG2 2.30 0.61
1:q:242: THR:HG22 1:q:681:GLU:HG3 1.81 0.61
1:1:578:SER:HB3 1:1:592: THR:CG2 2.30 0.61
1:2:578:SER:HB3 1:2:592: THR:CG2 2.30 0.61
1:5:242: THR:HG22 1:5:681:GLU:CG 2.29 0.61
2:Ah:36: THR:CG2 2:Ah:103:LEU:O 2.48 0.61
2:Rh:37:LEU:HD12 2:Rh:39:LEU:HD11 1.81 0.61
2:hh:36: THR:CG2 2:hh:103:LEU:O 2.48 0.61
2:nh:37:LEU:HD12 2:nh:39:LEU:HD11 1.81 0.61
2:1h:37:LEU:HD12 2:1h:39:LEU:HD11 1.81 0.61
3:Bl:58:TYR:HE2 3:Bl:111:CYS:HB2 1.66 0.61
3:H1:45:THR:O 3:H1:52: TYR:OH 2.18 0.61
3:11:58: TYR:HE2 3:11:111:CYS:CB 2.14 0.61
3:01:58:TYR:HE2 3:01:111:CYS:CB 2.14 0.61
3:WI:58: TYR:HE2 3:WIL:111:CYS:CB 2.14 0.61
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3:Y1I:58: TYR:HE2 3:YL:111:CYS:HB2 1.66 0.61
3:7Z1:58: TYR:HE2 3:71:111:CYS:HB2 1.66 0.61
3:el:58: TYR:HE2 3:el:111:CYS:HB2 1.66 0.61
3:nl:58:TYR:HE2 3:nl:111:CYS:HB2 1.66 0.61
3:wl:58: TYR:HE2 3:wl:111:CYS:HB2 1.66 0.61
3:01:45: THR:O 3:01:52: TYR:OH 2.18 0.61
3:31:58: TYR:HE2 3:31:1111:CYS:HB2 1.66 0.61
1:7:578:SER:HB3 1:7:592: THR:CG2 2.30 0.61
2:Bh:37:LEU:HD12 2:Bh:39:LEU:HD11 1.81 0.61
2:Dh:37:LEU:HD12 2:Dh:39:LEU:HD11 1.81 0.61
2:Jh:36: THR:CG2 2:Jh:103:LEU:O 2.48 0.61
2:bh:36: THR:CG2 2:bh:103:LEU:O 2.48 0.61
2:ch:37:LEU:HD12 2:ch:39:LEU:HD11 1.81 0.61
2:vh:36: THR:CG2 2:vh:103:LEU:O 2.48 0.61
2:zh:37:LEU:HD12 2:zh:39:LEU:HD11 1.81 0.61
2:3h:37:LEU:HD12 2:3h:39:LEU:HD11 1.81 0.61
3:RI:58:TYR:HE2 3:RI:111:CYS:HB2 1.66 0.61
3:pl:45:THR:O 3:pl:52: TYR:OH 2.18 0.61
3:pl:68:TYR:HE2 3:pl:111:CYS:HB2 1.66 0.61
3:z1:58: TYR:HE2 3:z1:111:CYS:HB2 1.66 0.61
3:51:58: TYR:HE2 3:51:111:CYS:HB2 1.66 0.61
1:E:389:ARG:HG3 1:V:732:THR:HG21 1.83 0.61
1:1:578:SER:HB3 1:1:592: THR:CG2 2.30 0.61
1:r:242: THR:HG22 1:r:681:GLU:HG3 1.81 0.61
1:t:238:ARG:HG2 1:t:238:ARG:NH2 2.12 0.61
2:0h:37:LEU:HD12 2:0h:39:LEU:HD11 1.81 0.61
2:Sh:37:LEU:HD12 2:5h:39:LEU:HD11 1.81 0.61
2:Xh:36: THR:CG2 2:Xh:103:LEU:O 2.48 0.61
2:dh:37:LEU:HD12 2:dh:39:LEU:HD11 1.81 0.61
2:gh:36: THR:CG2 2:gh:103:LEU:O 2.48 0.61
2:1h:106:VAL:HA 2:1h:110:ASP:0D2 2.01 0.61
2:uh:37:LEU:HD12 2:uh:39:LEU:HD11 1.81 0.61
2:wh:106:VAL:HA 2:wh:110:ASP:0OD2 2.01 0.61
2:2h:106:VAL:HA 2:2h:110:ASP:0OD2 2.01 0.61
2:4h:36:THR:CG2 2:4h:103:LEU:O 2.48 0.61
2:4h:37:LEU:HD12 2:4h:39:LEU:HD11 1.81 0.61
3:Bl:45: THR:O 3:Bl:52:TYR:OH 2.18 0.61
3:K1:58: TYR:HE2 3:K1:111:CYS:HB2 1.66 0.61
3:P1:58:TYR:HE2 3:P1:111:CYS:CB 2.14 0.61
3:VI:58: TYR:HE2 3:VI:111:CYS:CB 2.14 0.61
3:Y1:58: TYR:HE2 3:YL:111:CYS:CB 2.14 0.61
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3:cl:58: TYR:HE2 3:cl:111:CYS:HB2 1.66 0.61
3:4:58:TYR:HE2 3:4:111:CYS:CB 2.14 0.61
3:kL:58: TYR:HE2 3:kl:111:CYS:HB2 1.66 0.61
3:vI:58:TYR:HE2 3:v1:111:CYS:CB 2.14 0.61
1:d:238:ARG:HG2 1:d:238:ARG:NH2 2.12 0.61
1:j:242: THR:HG22 1:j:681:GLU:HG3 1.81 0.61
1:n:238:ARG:HG2 1:n:238:ARG:NH2 2.12 0.61
2:Ah:106:VAL:HA 2:Ah:110:ASP:0D2 2.01 0.61
2:Ch:36:THR:CG2 2:Ch:103:LEU:O 2.48 0.61
2:Gh:37:LEU:HD12 2:Gh:39:LEU:HD11 1.81 0.61
2:Ph:36: THR:CG2 2:Ph:103:LEU:O 2.48 0.61
2:Th:36: THR:CG2 2:Th:103:LEU:O 2.48 0.61
2:ah:106:VAL:HA 2:ah:110:ASP:0OD2 2.01 0.61
2:bh:106:VAL:HA 2:bh:110:ASP:0OD2 2.01 0.61
2:ph:106:VAL:HA 2:ph:110:ASP:0D2 2.01 0.61
2:qh:37:LEU:HD12 2:qh:39:LEU:HD11 1.81 0.61
2:7h:106:VAL:HA 2:7h:110:ASP:0OD2 2.01 0.61
3:El:58:TYR:HE2 3:El:111:CYS:CB 2.14 0.61
3:HI:58: TYR:HE2 3:HI:111:CYS:CB 2.14 0.61
3:11:58: TYR:HE2 3:11:111:CYS:HB2 1.66 0.61
3:T1:58: TYR:HE2 3:T1:111:CYS:HB2 1.66 0.61
3:al:58: TYR:HE2 3:al:111:CYS:HB2 1.66 0.61
3:cl:58:TYR:HE2 3:cl:111:CYS:CB 2.14 0.61
3:nl:58:TYR:HE2 3:nl:111:CYS:CB 2.14 0.61
3:0l:58: TYR:HE2 3:01:111:CYS:CB 2.14 0.61
3:r1:45:THR:O 3:r1:52: TYR:OH 2.18 0.61
3:s1:58: TYR:HE2 3:s1:111:CYS:HB2 1.66 0.61
3:31:58: TYR:HE2 3:31:111:CYS:CB 2.14 0.61
1:K:578:SER:HB3 1:K:592: THR:CG2 2.30 0.61
1:0:578:SER:HB3 1:0:592: THR:CG2 2.30 0.61
1:1:238:ARG:HG2 1:1:238:ARG:NH2 2.12 0.61
2:Eh:36: THR:CG2 2:Eh:103:LEU:O 2.48 0.61
2:Lh:37:LEU:HD12 2:Lh:39:LEU:HD11 1.81 0.61
2:Nh:106:VAL:HA 2:Nh:110:ASP:0D2 2.01 0.61
2:Uh:37:LEU:HD12 2:Uh:39:LEU:HD11 1.81 0.61
2:dh:36: THR:CG2 2:dh:103:LEU:O 2.48 0.61
2:hh:37.LEU:HD12 2:hh:39:LEU:HD11 1.81 0.61
2:mh:36: THR:CG2 2:mh:103:LEU:O 2.48 0.61
2:nh:106:VAL:HA 2:1nh:110:ASP:0OD2 2.01 0.61
2:vh:37:.LEU:HD12 2:vh:39:LEU:HD11 1.81 0.61
2:0h:36:THR:CG2 2:0h:103:LEU:O 2.48 0.61
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2:1h:106:VAL:HA 2:1h:110:ASP:0OD2 2.01 0.61
3:NL58:TYR:HE2 3:NL:111:CYS:CB 2.14 0.61
3:WLAH8:TYR:HE2 3:WI:111:CYS:HB2 1.66 0.61
3:gl:58: TYR:HE2 3:gl:111:CYS:HB2 1.66 0.61
3:il:45:THR.:O 3:il:52:TYR:OH 2.18 0.61
3:j1:45: THR:O 3:j1:52: TYR:OH 2.18 0.61
3:01:45:THR:O 3:01:52: TYR:OH 2.18 0.61
3:t1:45: THR:O 3:t1:52:TYR:OH 2.18 0.61
3:v1:45:THR:O 3:v1:52:TYR:OH 2.18 0.61
3:yl:58:TYR:HE2 3:y1:111:CYS:CB 2.14 0.61
3:z1:45:THR:O 3:z1:52:TYR:OH 2.18 0.61
3:11:58: TYR:HE2 3:11:111:CYS:CB 2.14 0.61
3:71:58: TYR:HE2 3:71:111:CYS:HB2 1.66 0.61
1:R:578:SER:HB3 1:R:592: THR:CG2 2.30 0.60
2:Hh:111: THR:HG23 2:Hh:150: THR:HA 1.84 0.60
2:Ih:37:LEU:HD12 2:1h:39:LEU:HD11 1.81 0.60
2:Th:106:VAL:HA 2:Th:110:ASP:0OD2 2.01 0.60
2:Ph:106:VAL:HA 2:Ph:110:ASP:0OD2 2.01 0.60
2:Wh:106:VAL:HA 2:Wh:110:ASP:0OD2 2.01 0.60
2:7h:106:VAL:HA 2:7h:110:ASP:0OD2 2.01 0.60
2:dh:106:VAL:HA 2:dh:110:ASP:0OD2 2.01 0.60
2:¢h:106:VAL:HA 2:¢h:110:ASP:0D2 2.01 0.60
2:hh:106:VAL:HA 2:hh:110:ASP:0OD2 2.01 0.60
2:kh:88:VAL:HG12 2:kh:103:LEU:HD21 1.83 0.60
2:qh:106:VAL:HA 2:qh:110:ASP:OD2 2.01 0.60
2:xh:111:THR:HG23 2:xh:150: THR:HA 1.84 0.60
3:DI:58:TYR:HE2 3:DI1:111:CYS:CB 2.14 0.60
3:Gl:58: TYR:HE2 3:Gl:111:CYS:HB2 1.66 0.60
3:J1:58: TYR:HE2 3:J1:111:CYS:CB 2.14 0.60
3:al:58: TYR:HE2 3:al:111:CYS:CB 2.14 0.60
3:rl:58: TYR:HE2 3:r1:111:CYS:HB2 1.66 0.60
3:21:58: TYR:HE2 3:21:111:CYS:HB2 1.66 0.60
1:V:238:ARG:HG2 1:V:238:ARG:NH2 2.12 0.60
1:¢:578:SER:HB3 1:¢:592: THR:CG2 2.30 0.60
1:v:578:SER:HB3 1:v:592: THR:CG2 2.30 0.60
2:Ch:111: THR:HG23 2:Ch:150: THR:HA 1.84 0.60
2:Eh:106:VAL:HA 2:Eh:110:ASP:0OD2 2.01 0.60
2:Fh:37.:LEU:HD12 2:Fh:39:LEU:HD11 1.81 0.60
2:Fh:106:VAL:HA 2:Fh:110:ASP:0OD2 2.01 0.60
2:Nh:37:LEU:HD12 2:Nh:39:LEU:HD11 1.81 0.60
2:0h:106:VAL:HA 2:0h:110:ASP:0OD2 2.01 0.60
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2:Th:106:VAL:HA 2:Th:110:ASP:0OD2 2.01 0.60
2:Uh:106:VAL:HA 2:Uh:110:ASP:0OD2 2.01 0.60
2:Wh:37:LEU:HD12 2:Wh:39:LEU:HD11 1.81 0.60
2:Yh:111:THR:HG23 2:Yh:150: THR:HA 1.84 0.60
2:ah:88:VAL:HG12 2:ah:103:LEU:HD21 1.84 0.60
2:1h:111:THR:HG23 2:1h:150: THR:HA 1.84 0.60
2:0h:111:THR:HG23 2:0h:150: THR:HA 1.84 0.60
2:sh:88:VAL:HG12 2:sh:103:LEU:HD21 1.84 0.60
2:uh:106:VAL:HA 2:uh:110:ASP:0OD2 2.01 0.60
2:vh:111: THR:HG23 2:vh:150: THR:HA 1.83 0.60
2:xh:36: THR:CG2 2:xh:103:LEU:O 2.48 0.60
2:2h:111:THR:HG23 2:2h:150: THR:HA 1.84 0.60
2:4h:106:VAL:HA 2:4h:110:ASP:0OD2 2.01 0.60
2:6h:106:VAL:HA 2:6h:110:ASP:0OD2 2.01 0.60
2:7h:88:VAL:HG12 2:7h:103:LEU:HD21 1.84 0.60
3:Al:58: TYR:HE2 3:Al:111:CYS:HB2 1.66 0.60
3:F1:58:TYR:HE?2 3:FI:111:CYS:CB 2.14 0.60
3:FL:58: TYR:HE2 3:F1:111:CYS:HB2 1.66 0.60
3:JI:58: TYR:HE2 3:J1:111:CYS:HB2 1.66 0.60
3:K1:58: TYR:HE2 3:K1:111:CYS:CB 2.14 0.60
3:LLI:58: TYR:HE2 3:L1:111:CYS:CB 2.14 0.60
3:PL:58:TYR:HE2 3:PLl:111:CYS:HB2 1.66 0.60
3:X1L:58: TYR:HE2 3:X1:111:CYS:CB 2.13 0.60
3:dl:58:TYR:HE2 3:dl:111:CYS:HB2 1.66 0.60
3:el:45:THR:O 3:el:52:TYR:OH 2.18 0.60
3:11:58:TYR:HE2 3:11:111:CYS:CB 2.14 0.60
3:11:58:TYR:HE2 3:11:111:CYS:HB2 1.66 0.60
3:t1:58: TYR:HE2 3:t11:111:CYS:CB 2.14 0.60
3:21:58: TYR:HE2 3:21:111:CYS:CB 2.14 0.60
3:7L:58: TYR:HE2 3:71:111:CYS:CB 2.14 0.60
1:B:732:THR:HG21 1:t:389:ARG:HG3 1.84 0.60
1:1:732:THR:HG21 1:2:389:ARG:HG3 1.84 0.60
1:0:238:ARG:HH21 1:0:238:ARG:CG 2.14 0.60
1:W:732: THR:HG21 1:1:389:ARG:HG3 1.84 0.60
1:u:578:SER:HB3 1:u:592: THR:CG2 2.30 0.60
2:Ah:88:VAL:HG12 2:Ah:103:LEU:HD21 1.84 0.60
2:Bh:106:VAL:HA 2:Bh:110:ASP:0OD2 2.01 0.60
2:Gh:106:VAL:HA 2:Gh:110:ASP:0OD2 2.01 0.60
2:Gh:111: THR:HG23 2:Gh:150: THR:HA 1.84 0.60
2:Kh:106:VAL:HA 2:Kh:110:ASP:0OD2 2.01 0.60
2:0h:111: THR:HG23 2:0h:150: THR:HA 1.84 0.60
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Atom-1 Atom-2 distance (A) overlap (A)
2:1h:37.LEU:HD12 2:1h:39:LEU:HD11 1.81 0.60
2:kh:106:VAL:HA 2:kh:110:ASP:0D2 2.01 0.60
2:0h:37:LEU:HD12 2:0h:39:LEU:HD11 1.81 0.60
2:ph:37:LEU:HD11 2:ph:149:VAL:HG21 1.84 0.60
2:ph:37:LEU:HD12 2:ph:39:LEU:HD11 1.81 0.60
2:1h:106:VAL:HA 2:th:110:ASP:0D2 2.01 0.60
2:sh:106:VAL:HA 2:sh:110:ASP:0D2 2.01 0.60
2:wh:37.LEU:HD11 2:wh:149:VAL:HG21 1.84 0.60
2:zh:106:VAL:HA 2:zh:110:ASP:0D2 2.01 0.60
2:1h:88:VAL:HG12 2:1h:103:LEU:HD21 1.84 0.60
2:2h:37:LEU:HD12 2:2h:39:LEU:HD11 1.81 0.60
3:El:58: TYR:HE2 3:El:111:CYS:HB2 1.66 0.60
3:MIL:58: TYR:HE2 3:MI1:111:CYS:HB2 1.66 0.60
3:RL:58: TYR:HE2 3:R1:111:CYS:CB 2.14 0.60
3:S1:58: TYR:HE2 3:S1:111:CYS:CB 2.14 0.60
3:SL:58: TYR:HE2 3:S1:111:CYS:HB2 1.66 0.60
3:XL:58: TYR:HE2 3:X1:111:CYS:HB2 1.66 0.60
3:bl:58: TYR:HE2 3:bl:111:CYS:HB2 1.66 0.60
3:l:58:TYR:HE2 3:l:111:CYS:CB 2.14 0.60
3:j1:58: TYR:HE2 3:j1:111:CYS:HB2 1.66 0.60
3:kl:58: TYR:HE2 3:k1:111:CYS:CB 2.14 0.60
3:nl:45:THR:O 3:nl:52:TYR:OH 2.18 0.60
3:ql:58:TYR:HE2 3:ql:111:CYS:CB 2.14 0.60
3:8l:58: TYR:HE2 3:s1:111:CYS:CB 2.14 0.60
3:41:58: TYR:HE2 3:41:111:CYS:HB2 1.66 0.60
3:51:45: THR:O 3:51:52: TYR:OH 2.18 0.60
1:G:238:ARG:HH21 1:G:238:ARG:CG 2.14 0.60
1:H:389:ARG:HG3 1:0:732:THR:HG21 1.84 0.60
1:L:732: THR:HG21 1:a:389:ARG:HG3 1.84 0.60
1:P:389:ARG:HG3 1:1:732: THR:HG21 1.84 0.60
1:S:732: THR:HG21 1:7:389:ARG:HG3 1.84 0.60
1:1:389:ARG:HG3 1:z:732:THR:HG21 1.84 0.60
1:1:578:SER:HB3 1:1:592:THR:CG2 2.30 0.60
1:q:578:SER:HB3 1:q:592: THR:CG2 2.30 0.60
1:t:578:SER:HB3 1:t:592: THR:CG2 2.30 0.60
2:Bh:37:LEU:HD11 2:Bh:149:VAL:HG21 1.84 0.60
2:Hh:37:LEU:HD11 2:Hh:149:VAL:HG21 1.84 0.60
2:Jh:111: THR:HG23 2:Jh:150: THR:HA 1.84 0.60
2:Kh:36: THR:HB 2:Kh:103:LEU:O 2.02 0.60
2:Rh:36: THR:HB 2:Rh:103:LEU:O 2.02 0.60
2:Rh:106:VAL:HA 2:Rh:110:ASP:0D2 2.01 0.60
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Atom-1 Atom-2 distance (A) overlap (A)
2:Sh:111: THR:HG23 2:Sh:150: THR:HA 1.84 0.60
2:Xh:111:THR:HG23 2:Xh:150: THR:HA 1.84 0.60
2:Yh:37:LEU:HD11 2:Yh:149:VAL:HG21 1.84 0.60
2:bh:88:VAL:HG12 2:bh:103:LEU:HD21 1.84 0.60
2:ih:111:THR:HG23 2:1h:150: THR:HA 1.84 0.60
2:jh:106:VAL:HA 2:jh:110:ASP:0D2 2.01 0.60
2:1h:37.LEU:HD12 2:1h:39:LEU:HD11 1.81 0.60
2:nh:88:VAL:HG12 2:nh:103:LEU:HD21 1.84 0.60
2:sh:37:LEU:HD12 2:sh:39:LEU:HD11 1.81 0.60
2:th:37:LEU:HD12 2:th:39:LEU:HD11 1.81 0.60
2:wh:37:LEU:HD12 2:wh:39:LEU:HD11 1.81 0.60
2:zh:37:LEU:HD11 2:zh:149:VAL:HG21 1.84 0.60
3:LLI:58:TYR:HE2 3:L1:111:CYS:HB2 1.66 0.60
3:NI:58:TYR:HE2 3:NL:111:CYS:HB2 1.66 0.60
3:0L:58:TYR:HE2 3:0l:111:CYS:HB2 1.66 0.60
3:4:58: TYR:HE2 3:4:111:CYS:HB2 1.66 0.60
3:ul:58:TYR:HE2 3:ul:111:CYS:CB 2.14 0.60
3:11:45: THR:O 3:11:52: TYR:OH 2.18 0.60
1:Y:389:ARG:HG3 1:m:732: THR:HG21 1.84 0.60
1:3:578:SER:HB3 1:3:592: THR:CG2 2.30 0.60
2:Dh:111: THR:HG23 2:Dh:150: THR:HA 1.84 0.60
2:Eh:37:LEU:HD11 2:Eh:149:VAL:HG21 1.84 0.60
2:Lh:111: THR:HG23 2:Lh:150: THR:HA 1.84 0.60
2:Uh:37:LEU:HD11 2:Uh:149:VAL:HG21 1.84 0.60
2:ch:36: THR:HB 2:ch:103:LEU:O 2.02 0.60
2:mh:106:VAL:HA 2:mh:110:ASP:0D2 2.01 0.60
2:qh:111: THR:HG23 2:qh:150: THR:HA 1.83 0.60
2:8h:36: THR:CG2 2:sh:103:LEU:O 2.48 0.60
2:th:37:LEU:HD11 2:th:149:VAL:HG21 1.84 0.60
2:uh:111: THR:HG23 2:uh:150: THR:HA 1.83 0.60
2:0h:106:VAL:HA 2:0h:110:ASP:0OD2 2.01 0.60
2:3h:36: THR:HB 2:3h:103:LEU:O 2.02 0.60
3:GlL:45:THR:O 3:Gl:52:TYR:OH 2.18 0.60
3:QL:58: TYR:HE2 3:QL:111:CYS:HB2 1.66 0.60
3:71:58: TYR:HE2 3:71:111:CYS:CB 2.14 0.60
3:6L:58: TYR:HE2 3:61:111:CYS:CB 2.14 0.60
1:C:389:ARG:HG3 1:R:732: THR:HG21 1.84 0.60
1:U:732: THR:HG21 1:q:389:ARG:HG3 1.84 0.60
1:7:389:ARG:HG3 1:1:732: THR:HG21 1.84 0.60
1:b:389:ARG:HG3 1:x:732:THR:HG21 1.84 0.60
1:£:238:ARG:HG2 1:£:238:ARG:NH2 2.12 0.60
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Atom-1 Atom-2 distance (A) overlap (A)

2:Bh:36: THR:HB 2:Bh:103:LEU:O 2.02 0.60
2:Jh:37:LEU:HD11 2:Jh:149:VAL:HG21 1.84 0.60
2:Lh:106:VAL:HA 2:Lh:110:ASP:0OD2 2.01 0.60
2:Nh:111:THR:HG23 2:Nh:150: THR:HA 1.84 0.60
2:Ph:37:LEU:HD11 2:Ph:149:VAL:HG21 1.84 0.60
2:Th:111:THR:HG23 2:Th:150: THR:HA 1.84 0.60
2:gh:111: THR:HG23 2:¢gh:150: THR:HA 1.84 0.60
2:hh:37:LEU:HD11 2:hh:149:VAL:HG21 1.84 0.60
2:ih:37:LEU:HD11 2:1h:149:VAL:HG21 1.84 0.60
2:kh:37:LEU:HD12 2:kh:39:LEU:HD11 1.81 0.60
2:mh:36: THR:HB 2:mh:103:LEU:O 2.02 0.60
2:0h:106:VAL:HA 2:0h:110:ASP:0OD2 2.01 0.60
2:th:111: THR:HG23 2:th:150: THR:HA 1.84 0.60
2:uh:37:LEU:HD11 2:uh:149:VAL:HG21 1.84 0.60
2:yh:111:THR:HG23 2:yh:150: THR:HA 1.84 0.60
2:0h:36: THR:HB 2:0h:103:LEU:O 2.02 0.60
3:01:45:THR:O 3:01:52:TYR:OH 2.18 0.60
3:VI:58: TYR:HE2 3:VI:111:CYS:HB2 1.66 0.60
1:K:732: THR:HG21 1:x:389:ARG:HG3 1.84 0.60
1:a:732: THR:HG21 1:k:389:ARG:HG3 1.84 0.60
1:5:389:ARG:HG3 1:7:732: THR:HG21 1.84 0.60
1:t:732: THR:HG21 1:6:389:ARG:HG3 1.84 0.60
2:Dh:36: THR:HB 2:Dh:103:LEU:O 2.02 0.60
2:Fh:111: THR:HG23 2:Fh:150: THR:HA 1.84 0.60
2:1h:37:LEU:HD11 2:1h:149:VAL:HG21 1.84 0.60
2:Nh:37:LEU:HD11 2:Nh:149:VAL:HG21 1.84 0.60
2:Sh:106:VAL:HA 2:Sh:110:ASP:0OD2 2.01 0.60
2:Vh:111: THR:HG23 2:Vh:150: THR:HA 1.84 0.60
2:Wh:37:LEU:HD11 | 2:Wh:149:VAL:HG21 1.84 0.60
2:Xh:37:LEU:HD11 2:Xh:149:VAL:HG21 1.84 0.60
2:Zh:111: THR:HG23 2:7Zh:150: THR:HA 1.84 0.60
2:ah:37:LEU:HD11 2:ah:149:VAL:HG21 1.84 0.60
2:dh:37:LEU:HD11 2:dh:149:VAL:HG21 1.84 0.60
2:fh:111: THR:HG23 2:th:150: THR:HA 1.84 0.60
2:kh:36: THR:CG2 2:kh:103:LEU:O 2.48 0.60
2:qh:36: THR:HB 2:¢h:103:LEU:O 2.02 0.60
2:qh:37:LEU:HD11 2:qh:149:VAL:HG21 1.84 0.60
2:qh:88:VAL:HG12 2:¢qh:103:LEU:HD21 1.83 0.60
2:uh:36: THR:HB 2:uh:103:LEU:O 2.02 0.60
2:vh:106:VAL:HA 2:vh:110:ASP:0OD2 2.01 0.60
2:yh:36: THR:HB 2:yh:103:LEU:O 2.02 0.60
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Atom-1 Atom-2 distance (A) overlap (A)

2:zh:36: THR:HB 2:zh:103:LEU:O 2.02 0.60
2:6h:111: THR:HG23 2:6h:150: THR:HA 1.84 0.60
2:7h:37:LEU:HD11 2:7h:149:VAL:HG21 1.84 0.60
3:UL:58:TYR:HE2 3:Ul:111:CYS:HB2 1.66 0.60
3:hl:58: TYR:HE2 3:hl:111:CYS:HB2 1.66 0.60
3:x1:58: TYR:HE2 3:x1:111:CYS:CB 2.14 0.60
3:z1:58: TYR:HE2 3:z1:111:CYS:CB 2.14 0.60
1:A:389:ARG:HG3 1:C:732: THR:HG21 1.84 0.60
1:D:732: THR:HG21 1:Q:389:ARG:HG3 1.84 0.60
1:E:732:THR:HG21 1:3:389:ARG:HG3 1.84 0.60
1:N:238:ARG:HG2 1:N:238:ARG:NH2 2.12 0.60
2:Ch:36:THR:HB 2:Ch:103:LEU:O 2.02 0.60
2:Fh:37.:LEU:HD11 2:Fh:149:VAL:HG21 1.84 0.60
2:Kh:37:LEU:HD11 2:Kh:149:VAL:HG21 1.84 0.60
2:Lh:88:VAL:HG12 2:Lh:103:LEU:HD21 1.84 0.60
2:Rh:37:LEU:HD11 2:Rh:149:VAL:HG21 1.84 0.60
2:Sh:88:VAL:HG12 2:Sh:103:LEU:HD21 1.84 0.60
2:Vh:37:LEU:HD11 2:Vh:149:VAL:HG21 1.84 0.60
2:Zh:37:LEU:HD11 2:7h:149:VAL:HG21 1.84 0.60
2:ch:106:VAL:HA 2:ch:110:ASP:0OD2 2.01 0.60
2:th:37:LEU:HD11 2:th:149:VAL:HG21 1.84 0.60
2:jh:88:VAL:HG12 2:jh:103:LEU:HD21 1.83 0.60
2:0h:57:TRP:CE2 2:0h:101:LEU:HB2 2.37 0.60
2:1h:88:VAL:HG12 2:rh:103:LEU:HD21 1.83 0.60
2:uh:88:VAL:HG12 2:uh:103:LEU:HD21 1.83 0.60
2:xh:37:LEU:HD11 2:xh:149:VAL:HG21 1.84 0.60
2:0h:57:TRP:CE2 2:0h:101:LEU:HB2 2.37 0.60
2:4h:37:LEU:HD11 2:4h:149:VAL:HG21 1.84 0.60
3:BL:58:TYR:HE2 3:Bl:111:CYS:CB 2.14 0.60
3:CL:58:TYR:HE2 3:CL:111:CYS:CB 2.14 0.60
3:xI:58:TYR:HE2 3:x1:111:CYS:HB2 1.66 0.60
1:F:238:ARG:HG2 1:F:238:ARG:NH2 2.12 0.60
1:M:389:ARG:HGS3 1:y:732:THR:HG21 1.84 0.60
1:e:732:THR:HG21 1:v:389:ARG:HG3 1.84 0.60
1:0:389:ARG:HG3 1:5:732:THR:HG21 1.84 0.60
2:Ch:37:LEU:HD11 2:Ch:149:VAL:HG21 1.84 0.60
2:Th:111: THR:HG23 2:Th:150: THR:HA 1.84 0.60
2:Wh:57:TRP:CE2 2:Wh:101:LEU:HB2 2.37 0.60
2:mh:57: TRP:CE2 2:mh:101:LEU:HB2 2.37 0.60
2:ph:57: TRP:CE2 2:ph:101:LEU:HB2 2.37 0.60
2:ph:111: THR:HG23 2:ph:150: THR:HA 1.84 0.60
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Atom-1 Atom-2 distance (A) overlap (A)
2:vh:57:TRP:CE2 2:vh:101:LEU:HB2 2.37 0.60
2:vh:88:VAL:HG12 2:vh:103:LEU:HD21 1.84 0.60
2:wh:57: TRP:CE2 2:wh:101:LEU:HB2 2.37 0.60
2:wh:111: THR:HG23 2:wh:150: THR:HA 1.84 0.60
2:xh:36:THR:HB 2:xh:103:LEU:O 2.02 0.60
2:zh:111: THR:HG23 2:zh:150: THR:HA 1.84 0.60
2:0h:111:THR:HG23 2:0h:150: THR:HA 1.84 0.60
2:2h:88:VAL:HG12 2:2h:103:LEU:HD21 1.84 0.60
2:3h:106:VAL:HA 2:3h:110:ASP:0OD2 2.01 0.60
3:El:45:THR:O 3:El:52:TYR:OH 2.18 0.60
3:1L:58: TYR:HE2 3:l:111:CYS:HB2 1.66 0.60
3:ml:58: TYR:HE2 3:ml:111:CYS:HB2 1.66 0.60
3:ql:58: TYR:HE2 3:ql:111:CYS:HB2 1.66 0.60
3:ul:58: TYR:HE2 3:ul:111:CYS:HB2 1.66 0.60
1:L:389:ARG:HG3 1:k:732:THR:HG21 1.84 0.60
1:P:732:THR:HG21 1:¢:389:ARG:HG3 1.84 0.60
1:S:389:ARG:HG3 1:5:732: THR:HG21 1.84 0.60
1:g:389:ARG:HG3 1:v:732:THR:HG21 1.84 0.60
2:Ah:111: THR:HG23 2:Ah:150: THR:HA 1.84 0.60
2:Bh:111: THR:HG23 2:Bh:150: THR:HA 1.84 0.60
2:Ih:57:TRP:CE2 2:1h:101:LEU:HB2 2.37 0.60
2:Jh:106:VAL:HA 2:Jh:110:ASP:OD2 2.01 0.60
2:Lh:37:LEU:HD11 2:Lh:149:VAL:HG21 1.84 0.60
2:Vh:88:VAL:HG12 2:Vh:103:LEU:HD21 1.84 0.60
2:Wh:111:THR:HG23 | 2:Wh:150:THR:HA 1.84 0.60
2:bh:111: THR:HG23 2:bh:150: THR:HA 1.84 0.60
2:1h:88:VAL:HG12 2:1h:103:LEU:HD21 1.84 0.60
2:nh:57: TRP:CE2 2:nh:101:LEU:HB2 2.37 0.60
2:0h:88:VAL:HG12 2:0h:103:LEU:HD21 1.84 0.60
2:th:88:VAL:HG12 2:th:103:LEU:HD21 1.84 0.60
2:zh:57: TRP:CE2 2:zh:101:LEU:HB2 2.37 0.60
2:1h:57:TRP:CE2 2:1h:101:LEU:HB2 2.37 0.60
2:2h:36: THR:HB 2:2h:103:LEU:O 2.02 0.60
2:6h:37:LEU:HD11 2:6h:149:VAL:HG21 1.84 0.60
3:01:58: TYR:HE2 3:0l:111:CYS:HB2 1.66 0.60
3:pl:53:ASN:ND2 3:pl:88:LYS:CD 2.65 0.60
3:wl:53:ASN:ND2 3:wl:88:LYS:CD 2.65 0.60
1:T:389:ARG:HG3 1:0:732: THR:HG21 1.84 0.59
1:X:238:ARG:HG2 1:X:238:ARG:NH2 2.12 0.59
2:Bh:57:TRP:CE2 2:Bh:101:LEU:HB2 2.37 0.59
2:Ch:88:VAL:HG12 2:Ch:103:LEU:HD21 1.84 0.59
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Atom-1 Atom-2 distance (A) overlap (A)
2:Ch:106:VAL:HA 2:Ch:110:ASP:0OD2 2.01 0.59
2:Dh:57:TRP:CE2 2:Dh:101:LEU:HB2 2.37 0.59
2:Eh:57:TRP:CE2 2:Eh:101:LEU:HB2 2.37 0.59
2:Mh:57: TRP:CE2 2:Mh:101:LEU:HB2 2.37 0.59
2:Qh:57:'TRP:CE2 2:Qh:101:LEU:HB2 2.37 0.59
2:Rh:57:TRP:CE2 2:Rh:101:LEU:HB2 2.37 0.59
2:5h:37:LEU:HD11 2:Sh:149:VAL:HG21 1.84 0.59
2:Vh:36: THR:HB 2:Vh:103:LEU:O 2.02 0.59
2:bh:37:LEU:HD11 2:bh:149:VAL:HG21 1.84 0.59
2:th:36: THR:HB 2:th:103:LEU:O 2.02 0.59
2:1h:88:VAL:HG12 2:th:103:LEU:HD21 1.83 0.59
2:1h:88:VAL:HG12 2:1h:103:LEU:HD21 1.84 0.59
2:1h:36: THR:HB 2:1h:103:LEU:O 2.02 0.59
2:mh:88:VAL:HG12 2:mh:103:LEU:HD21 1.84 0.59
2:mh:111: THR:HG23 2:mh:150: THR:HA 1.84 0.59
2:ph:36:THR:HB 2:ph:103:LEU:O 2.02 0.59
2:ph:88:VAL:HG12 2:ph:103:LEU:HD21 1.84 0.59
2:wh:36: THR:HB 2:wh:103:LEU:O 2.02 0.59
2:xh:88:VAL:HG12 2:xh:103:LEU:HD21 1.84 0.59
2:yh:57:'TRP:CE2 2:yh:101:LEU:HB2 2.37 0.59
3:Cl:58: TYR:HE2 3:Cl:111:CYS:HB2 1.66 0.59
3:F1:53:ASN:ND2 3:F1:88:LYS:CD 2.65 0.59
3:H1:53:ASN:ND2 3:HI:88:LYS:CD 2.65 0.59
3:N1:53:ASN:ND2 3:NL:88:LYS:CD 2.65 0.59
3:P1:45:THR:O 3:P1:52:TYR:OH 2.18 0.59
3:Y1:53:ASN:ND2 3:YL:88:LYS:CD 2.65 0.59
3:11:53:ASN:ND2 3:il:88:LYS:CD 2.65 0.59
3:t1:53:ASN:ND2 3:t1:88:LYS:CD 2.65 0.59
3:t1:58:TYR:HE2 3:t1:111:CYS:HB2 1.66 0.59
3:vI:58: TYR:HE2 3:v1:111:CYS:HB2 1.66 0.59
3:0L:58: TYR:HE2 3:01:111:CYS:HB2 1.66 0.59
1:A:238:ARG:HG2 1:A:238:ARG:NH2 2.12 0.59
1:F:389:ARG:HG3 1:q:732:THR:HG21 1.84 0.59
1:J:238:ARG:HG2 1:J:238:ARG:NH2 2.12 0.59
1:3:238:ARG:HG2 1:j:238:ARG:NH2 2.12 0.59
2:Ah:37:LEU:HD11 2:Ah:149:VAL:HG21 1.84 0.59
2:Kh:57:TRP:CE2 2:Kh:101:LEU:HB2 2.37 0.59
2:Ph:57:TRP:CE2 2:Ph:101:LEU:HB2 2.37 0.59
2:Th:57:TRP:CE2 2:Th:101:LEU:HB2 2.37 0.59
2:Xh:106:VAL:HA 2:Xh:110:ASP:0D2 2.01 0.59
2:Zh:57:TRP:CE2 2:Zh:101:LEU:HB2 2.37 0.59
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:vh:37:LEU:HD11 2:vh:149:VAL:HG21 1.84 0.59
2:wh:88:VAL:HG12 2:wh:103:LEU:HD21 1.84 0.59
2:xh:106:VAL:HA 2:xh:110:ASP:0D2 2.01 0.59
2:0h:88:VAL:HG12 2:0h:103:LEU:HD21 1.84 0.59
2:4h:88:VAL:HG12 2:4h:103:LEU:HD21 1.84 0.59
2:4h:111: THR:HG23 2:4h:150: THR:HA 1.84 0.59
2:5h:106:VAL:HA 2:5h:110:ASP:0OD2 2.01 0.59
2:6h:57:TRP:CE2 2:6h:101:LEU:HB2 2.37 0.59
3:S1:53:ASN:ND2 3:S1:88:LYS:CD 2.65 0.59
3:T1:53:ASN:ND2 3:TL:88:LYS:CD 2.65 0.59
3:gl:53:ASN:ND2 3:gl:88:LYS:CD 2.65 0.59
3:k1:53:ASN:ND2 3:k1:88:LYS:CD 2.65 0.59
3:s1:53:ASN:ND2 3:s1:88:LYS:CD 2.65 0.59
1:H:732: THR:HG21 1:n:389:ARG:HG3 1.83 0.59
1:Q:732: THR:HG21 1:1:389:ARG:HG3 1.84 0.59
1:b:238:ARG:HG2 1:b:238:ARG:NH2 2.12 0.59
1:j:732: THR:HG21 1:y:389:ARG:HG3 1.84 0.59
2:Gh:88:VAL:HG12 2:Gh:103:LEU:HD21 1.83 0.59
2:Mh:106:VAL:HA 2:Mh:110:ASP:0D2 2.01 0.59
2:0h:88:VAL:HG12 2:0h:103:LEU:HD21 1.84 0.59
2:Qh:106:VAL:HA 2:Qh:110:ASP:OD2 2.01 0.59
2:dh:88:VAL:HG12 2:dh:103:LEU:HD21 1.84 0.59
2:dh:111: THR:HG23 2:dh:150: THR:HA 1.84 0.59
2:eh:57: TRP:CE2 2:eh:101:LEU:HB2 2.37 0.59
2:¢h:57:'TRP:CE2 2:¢h:101:LEU:HB2 2.37 0.59
2:rh:57: TRP:CE2 2:rh:101:LEU:HB2 2.37 0.59
2:th:106:VAL:HA 2:th:110:ASP:0D2 2.01 0.59
2:5h:36: THR:HB 2:5h:103:LEU:O 2.02 0.59
3:DI1:53:ASN:ND2 3:DIL:88:LYS:CD 2.65 0.59
3:11:53:ASN:ND2 3:11:88:LYS:CD 2.65 0.59
3:L1:53:ASN:ND2 3:L1:88:LYS:CD 2.65 0.59
3:01:53:ASN:ND2 3:01:88:LYS:CD 2.65 0.59
3:0l:53:ASN:ND2 3:0l:88:LYS:CD 2.65 0.59
3:v1:53:ASN:ND2 3:vI:88:LYS:CD 2.65 0.59
3:y1:53:ASN:ND2 3:y1:88:LYS:CD 2.65 0.59
3:0L:58: TYR:HE2 3:01:111:CYS:CB 2.14 0.59
1:D:389:ARG:HG3 1:r:732: THR:HG21 1.84 0.59
1:M:732:THR:HG21 1:j:389:ARG:HG3 1.84 0.59
1:1:238:ARG:HG2 1:1:238:ARG:NH2 2.12 0.59
2:Qh:36: THR:HB 2:Qh:103:LEU:O 2.02 0.59
2:dh:57:TRP:CE2 2:dh:101:LEU:HB2 2.37 0.59
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:¢h:36:. THR:HB 2:¢h:103:LEU:O 2.02 0.59
2:¢h:106:VAL:HA 2:¢h:110:ASP:0OD2 2.01 0.59
2:ih:106:VAL:HA 2:1h:110:ASP:0OD2 2.01 0.59
2:jh:57:TRP:CE2 2:jh:101:LEU:HB2 2.37 0.59
2:1h:57: TRP:CE2 2:1h:101:LEU:HB2 2.37 0.59
2:0h:37:LEU:HD11 2:0h:149:VAL:HG21 1.84 0.59
2:5h:57: TRP:CE2 2:5h:101:LEU:HB2 2.37 0.59
3:El:53:ASN:ND2 3:El:88:LYS:CD 2.65 0.59
3:J1:53:ASN:ND2 3:J1:88:LYS:CD 2.65 0.59
3:P1:53:ASN:ND2 3:P1:88:LYS:CD 2.65 0.59
3:P1:71:TYR:O 3:P1:75:LYS:HB2 2.03 0.59
3:Ul:53:ASN:ND2 3:UL:88:LYS:CD 2.65 0.59
3:V1:53:ASN:ND2 3:VI:88:LYS:CD 2.65 0.59
3:VLI:71:TYR:O 3:VI9:75:LYS:HB2 2.03 0.59
3:WIL:53:ASN:ND2 3:WI:88:LYS:CD 2.65 0.59
3:el:71:TYR:O 3:el:75:LYS:HB2 2.03 0.59
3:1:53:ASN:ND2 3:4:88:LYS:CD 2.65 0.59
3:hl:71:TYR:O 3:hl:75:LYS:HB2 2.03 0.59
3:pl:71:TYR:O 3:pl:75:LYS:HB2 2.03 0.59
3:ql:53:ASN:ND2 3:ql:88:LYS:CD 2.65 0.59
3:ul:53:ASN:ND2 3:ul:88:LYS:CD 2.65 0.59
3:wl:71:TYR:O 3:wl:75:LYS:HB2 2.03 0.59
3:51:71:TYR:O 3:51:75:LYS:HB2 2.03 0.59
1:F:295:ASP:OD1 1:F:298:ARG:NH1 2.36 0.59
1:F:732:. THR:HG21 1:U:389:ARG:HG3 1.84 0.59
1:G:389:ARG:HG3 1:4:732: THR:HG21 1.84 0.59
1:J:295:ASP:OD1 1:J:298:ARG:NH1 2.36 0.59
1:M:295:ASP:0OD1 1:M:298:ARG:NH1 2.36 0.59
1:N:295:ASP:0OD1 1:N:298:ARG:NH1 2.36 0.59
1:Q:295:ASP:0OD1 1:Q:298:ARG:NH1 2.36 0.59
1:X:295:ASP:0OD1 1:X:298:ARG:NH1 2.36 0.59
1:Y:732: THR:HG21 1:1:389:ARG:HG3 1.83 0.59
1:a:295:ASP:OD1 1:a:298:ARG:NH1 2.36 0.59
1:7:295:ASP:OD1 1:7:298:ARG:NH1 2.36 0.59
2:Ah:57:TRP:CE2 2:Ah:101:LEU:HB2 2.37 0.59
2:Fh:36: THR:HB 2:Fh:103:LEU:O 2.02 0.59
2:Gh:57:TRP:CE2 2:Gh:101:LEU:HB2 2.37 0.59
2:Lh:36: THR:HB 2:Lh:103:LEU:O 2.02 0.59
2:Lh:57:TRP:CE2 2:Lh:101:LEU:HB2 2.37 0.59
2:Mh:36: THR:HB 2:Mh:103:LEU:O 2.02 0.59
2:Mh:37:LEU:HD11 | 2:Mh:149:VAL:HG21 1.84 0.59
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Atom-1 Atom-2 distance (A) overlap (A)

2:0h:57:TRP:CE2 2:0h:101:LEU:HB2 2.37 0.59
2:Qh:37:LEU:HD11 2:Qh:149:VAL:HG21 1.84 0.59
2:Vh:106:VAL:HA 2:Vh:110:ASP:0OD2 2.01 0.59
2:bh:57: TRP:CE2 2:bh:101:LEU:HB2 2.37 0.59
2:¢h:36: THR:HB 2:¢h:103:LEU:O 2.02 0.59
2:1h:37:LEU:HD11 2:1h:149:VAL:HG21 1.84 0.59
2:4h:57:TRP:CE2 2:4h:101:LEU:HB2 2.37 0.59
2:7h:36:THR:HB 2:7h:103:LEU:O 2.02 0.59
3:A1:53:ASN:ND2 3:Al:88:LYS:CD 2.65 0.59
3:El:71:TYR:O 3:El:75:LYS:HB2 2.03 0.59
3:G1:53:ASN:ND2 3:G1:88:LYS:CD 2.65 0.59
3:UL71:TYR:O 3:UL:75:LYS:HB2 2.03 0.59
3:X1:53:ASN:ND2 3:X1:88:LYS:CD 2.65 0.59
3:bl:53:ASN:ND2 3:bl:88:LYS:CD 2.65 0.59
3:¢cl:53:ASN:ND2 3:¢l:88:LYS:CD 2.65 0.59
3:dL:71:TYR:O 3:dl:75:LYS:HB2 2.03 0.59
34:71:TYR:O 3:41:75:LYS:HB2 2.03 0.59
3:h1:53:ASN:ND2 3:hl:88:LYS:CD 2.65 0.59
3:41:71:TYR:O 3:41:75:LYS:HB2 2.03 0.59
1:A:732: THR:HG21 1:R:389:ARG:HG3 1.84 0.59
1:K:389:ARG:HG3 1:b:732: THR:HG21 1.84 0.59
1:N:389:ARG:HG3 1:u:732: THR:HG21 1.84 0.59
1:N:732: THR:HG21 1:h:389:ARG:HG3 1.84 0.59
1:0:389:ARG:HG3 1:d:732: THR:HG21 1.84 0.59
1:T:732: THR:HG21 1:5:389:ARG:HG3 1.84 0.59
1:€:295:ASP:0OD1 1:€:298:ARG:NH1 2.36 0.59
1:e:389:ARG:HG3 1:g:732: THR:HG21 1.84 0.59
1:1:238:ARG:HH22 1:1:309:LYS:HG3 1.68 0.59
1:m:295:ASP:OD1 1:m:298:ARG:NH1 2.36 0.59
1:r:238:ARG:HH22 1:1:309:LYS:HG3 1.68 0.59
1:2:238:ARG:HH22 1:2:309:LYS:HG3 1.68 0.59
1:3:295:ASP:OD1 1:3:298:ARG:NH1 2.36 0.59
1:5:295:ASP:0OD1 1:5:298:ARG:NH1 2.36 0.59
2:Jh:57:TRP:CE2 2:Jh:101:LEU:HB2 2.37 0.59
2:Nh:36: THR:HB 2:Nh:103:LEU:O 2.02 0.59
2:Sh:36: THR:HB 2:Sh:103:LEU:O 2.02 0.59
2:Th:36: THR:HB 2:Th:103:LEU:O 2.02 0.59
2:Xh:57:TRP:CE2 2:Xh:101:LEU:HB2 2.37 0.59
2:Yh:36: THR:HB 2:Yh:103:LEU:O 2.02 0.59
2:Yh:106:VAL:HA 2:Yh:110:ASP:0D2 2.01 0.59
2:ah:57: TRP:CE2 2:ah:101:LEU:HB2 2.37 0.59
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Atom-1 Atom-2 distance (A) overlap (A)
2:dh:36: THR:HB 2:dh:103:LEU:O 2.02 0.59
2:1h:36: THR:HB 2:1h:103:LEU:O 2.02 0.59
2:kh:57:TRP:CE2 2:kh:101:LEU:HB2 2.37 0.59
2:nh:37:LEU:HD11 2:nh:149:VAL:HG21 1.84 0.59
2:sh:36: THR:HB 2:sh:103:LEU:O 2.02 0.59
2:th:36: THR:HB 2:th:103:LEU:O 2.02 0.59
2:uh:57: TRP:CE2 2:uh:101:LEU:HB2 2.37 0.59
2:1h:36: THR:HB 2:1h:103:LEU:O 2.02 0.59
2:2h:57: TRP:CE2 2:2h:101:LEU:HB2 2.37 0.59
3:ClL:53:ASN:ND2 3:CL:88:LYS:CD 2.65 0.59
3:F1:71:TYR:O 3:F1:75:LYS:HB2 2.03 0.59
3:bl:71:TYR:O 3:bl:75:LYS:HB2 2.03 0.59
3:ml:58: TYR:HE2 3:ml:111:CYS:CB 2.14 0.59
3:0l:71:TYR:O 3:0l:75:LYS:HB2 2.03 0.59
3:sl:71:TYR:O 3:81:75:LYS:HB2 2.03 0.59
3:vl:71:TYR:O 3:vl:75:LYS:HB2 2.03 0.59
3:x1:53:ASN:ND2 3:x1:88:LYS:CD 2.65 0.59
3:61:71: TYR:O 3:61:75:LYS:HB2 2.03 0.59
1:X:238:ARG:HH22 1:X:309:LYS:HG3 1.68 0.59
1:¢:295:ASP:0OD1 1:¢:298:ARG:NH1 2.36 0.59
1:d:295:ASP:0OD1 1:d:298:ARG:NH1 2.36 0.59
1:£:295:ASP:0OD1 1:£:298:ARG:NH1 2.36 0.59
1:3:238:ARG:HH22 1:5:309:LYS:HG3 1.68 0.59
1:n:732: THR:HG21 1:0:389:ARG:HG3 1.84 0.59
1:p:295:ASP:OD1 1:p:298:ARG:NH1 2.36 0.59
1:p:732: THR:HG21 1:4:389:ARG:HG3 1.84 0.59
1:w:295:ASP:OD1 1:w:298:ARG:NH1 2.36 0.59
1:0:295:ASP:0OD1 1:0:298:ARG:NH1 2.36 0.59
1:2:295:ASP:0OD1 1:2:298:ARG:NH1 2.36 0.59
2:Ah:36: THR:HB 2:Ah:103:LEU:O 2.02 0.59
2:Jh:88:VAL:HG12 2:Jh:103:LEU:HD21 1.84 0.59
2:Sh:57: TRP:CE2 2:Sh:101:LEU:HB2 2.37 0.59
2:Uh:111:THR:HG23 2:Uh:150: THR:HA 1.84 0.59
2:7h:36:THR:HB 2:7h:103:LEU:O 2.02 0.59
2:ah:36: THR:HB 2:ah:103:LEU:O 2.02 0.59
2:hh:111: THR:HG23 2:hh:150: THR:HA 1.84 0.59
2:kh:36: THR:HB 2:kh:103:LEU:O 2.02 0.59
2:kh:111: THR:HG23 2:kh:150: THR:HA 1.84 0.59
2:qh:57:'TRP:CE2 2:qh:101:LEU:HB2 2.37 0.59
2:rh:37:LEU:HD11 2:1h:149:VAL:HG21 1.84 0.59
2:sh:57: TRP:CE2 2:sh:101:LEU:HB2 2.37 0.59
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Atom-1 Atom-2 distance (A) overlap (A)
2:4h:36: THR:HB 2:4h:103:LEU:O 2.02 0.59
2:5h:88:VAL:HG12 2:5h:103:LEU:HD21 1.84 0.59
2:6h:36: THR:HB 2:6h:103:LEU:O 2.02 0.59
2:7h:57:TRP:CE2 2:7h:101:LEU:HB2 2.37 0.59
3:AL71:TYR:O 3:Al:75:LYS:HB2 2.03 0.59
3:ML:71:TYR:O 3:M1:75:LYS:HB2 2.03 0.59
3:NI:71:TYR:O 3:NI1:75:LYS:HB2 2.03 0.59
3:QL7L:TYR:O 3:QL:75:LYS:HB2 2.03 0.59
3:7Z1:71:TYR:O 3:7Z1:75:LYS:HB2 2.03 0.59
3:al:71:TYR:O 3:al:75:LYS:HB2 2.03 0.59
3:AL:71:TYR:O 3:11:75:LYS:HB2 2.03 0.59
3:31:53:ASN:ND2 3:31:88:LYS:CD 2.65 0.59
1:G:238:ARG:HH22 1:G:309:LYS:HG3 1.68 0.59
1:H:295:ASP:0OD1 1:H:298:ARG:NH1 2.36 0.59
1:J:238:ARG:HH22 1:J:309:LYS:HG3 1.68 0.59
1:0:238:ARG:HH22 1:0:309:LYS:HG3 1.68 0.59
1:T:295:ASP:0OD1 1:T:298:ARG:NH1 2.36 0.59
1:V:295:ASP:OD1 1:V:298:ARG:NH1 2.36 0.59
1:Y:295:ASP:0OD1 1:Y:298:ARG:NH1 2.36 0.59
1:d:389:ARG:HG3 1:w:732: THR:HG21 1.84 0.59
1:1:295:ASP:0OD1 1:1:298:ARG:NH1 2.36 0.59
1:m:389:ARG:HG3 1:1:732:THR:HG21 1.84 0.59
1:4:295:ASP:0OD1 1:4:298:ARG:NH1 2.36 0.59
2:Hh:36: THR:HB 2:Hh:103:LEU:O 2.02 0.59
2:Hh:88:VAL:HG12 2:Hh:103:LEU:HD21 1.83 0.59
2:Hh:106:VAL:HA 2:Hh:110:ASP:0D2 2.01 0.59
2:Kh:111: THR:HG23 2:Kh:150: THR:HA 1.83 0.59
2:Rh:111: THR:HG23 2:Rh:150: THR:HA 1.83 0.59
2:Xh:88:VAL:HG12 2:Xh:103:LEU:HD21 1.83 0.59
2:ah:111: THR:HG23 2:ah:150: THR:HA 1.84 0.59
2:bh:36: THR:HB 2:bh:103:LEU:O 2.02 0.59
2:1th:106:VAL:HA 2:1th:110:ASP:0D2 2.01 0.59
2:nh:36: THR:HB 2:nh:103:LEU:O 2.02 0.59
2:sh:111: THR:HG23 2:sh:150: THR:HA 1.84 0.59
2:0h:37:LEU:HD11 2:0h:149:VAL:HG21 1.84 0.59
2:5h:111: THR:HG23 2:5h:150: THR:HA 1.83 0.59
2:7h:111: THR:HG23 2:7h:150: THR:HA 1.84 0.59
3:HI:71:TYR:O 3:H1:75:LYS:HB2 2.03 0.59
3:YI:71:TYR:O 3:Y1:75:LYS:HB2 2.03 0.59
3:kl:71:TYR:O 3:kL:75:LYS:HB2 2.03 0.59
3:21:71:TYR:O 3:21:75:LYS:HB2 2.03 0.59

Continued on next page...




Page 182

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

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

3:71:71:TYR:O 3:71:75:LYS:HB2 2.03 0.59
1:L:238:ARG:HH22 1:1:309:LYS:HG3 1.68 0.59
1:Y:238:ARG:HH22 1:Y:309:LYS:HG3 1.68 0.59
1:7:675:THR:HG21 1:m:654:PRO:HD2 1.85 0.59
1:a:654:PRO:HD2 1:1:675: THR:HG21 1.85 0.59
1:b:675:THR:HG21 1:r:654:PRO:HD2 1.85 0.59
1:g:295:ASP:0OD1 1:2:298:ARG:NH1 2.36 0.59
1:k:295:ASP:0OD1 1:k:298:ARG:NH1 2.36 0.59
1:v:295:ASP:OD1 1:v:298:ARG:NH1 2.36 0.59
1:0:654:PRO:HD?2 1:6:675: THR:HG21 1.85 0.59
1:2:675: THR:HG21 1:7:654:PRO:HD2 1.85 0.59
1:7:238:ARG:HH22 1:7:309:LYS:HG3 1.68 0.59
2:Dh:106:VAL:HA 2:Dh:110:ASP:0D2 2.01 0.59
2:Gh:37.LEU:HD11 2:Gh:149:VAL:HG21 1.84 0.59
2:1h:36: THR:HB 2:Th:103:LEU:O 2.02 0.59
2:Kh:88:VAL:HG12 2:Kh:103:LEU:HD21 1.84 0.59
2:Ph:36: THR:HB 2:Ph:103:LEU:O 2.02 0.59
2:Rh:88:VAL:HG12 2:Rh:103:LEU:HD21 1.84 0.59
2:Vh:57:TRP:CE2 2:Vh:101:LEU:HB2 2.37 0.59
2:Wh:36: THR:HB 2:Wh:103:LEU:O 2.02 0.59
2:Yh:88:VAL:HG12 2:Yh:103:LEU:HD21 1.84 0.59
2:7h:88:VAL:HG12 2:7h:103:LEU:HD21 1.84 0.59
2:¢h:88:VAL:HG12 2:eh:103:LEU:HD21 1.84 0.59
2:¢h:111: THR:HG23 2:¢h:150: THR:HA 1.83 0.59
2:jh:37:LEU:HD11 2:jh:149:VAL:HG21 1.84 0.59
2:vh:111: THR:HG23 2:th:150: THR:HA 1.84 0.59
3:D1:71:TYR:O 3:DI1:75:LYS:HB2 2.03 0.59
3:al:53:ASN:ND2 3:al:88:LYS:CD 2.65 0.59
3:ml:71:TYR:O 3:ml:75:LYS:HB2 2.03 0.59
1:C:295:ASP:0OD1 1:C:298:ARG:NH1 2.36 0.59
1:G:295:ASP:0OD1 1:G:298:ARG:NH1 2.36 0.59
1:H:238:ARG:HH22 1:H:309:LYS:HG3 1.68 0.59
1:J:732:THR:HG21 1:W:389:ARG:HG3 1.84 0.59
1:1:295:ASP:0OD1 1:1:298:ARG:NH1 2.36 0.59
1:M:675: THR:HG21 1:R:654:PRO:HD2 1.85 0.59
1:0:295:ASP:0OD1 1:0:298:ARG:NH1 2.36 0.59
1:S:238:ARG:HH22 1:S:309:LYS:HG3 1.68 0.59
1:7:654:PRO:HD?2 1:t:675: THR:HG21 1.85 0.59
1:a:238:ARG:HH22 1:2:309:LYS:HG3 1.68 0.59
1:d:238:ARG:HH22 1:d:309:LYS:HG3 1.68 0.59
1:1:675: THR:HG21 1:6:654:PRO:HD2 1.85 0.59
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1:0:295:ASP:0OD1 1:0:298:ARG:NH1 2.36 0.59
1:5:295:ASP:0OD1 1:5:298:ARG:NH1 2.36 0.59
1:w:675: THR:HG21 1:1:654:PRO:HD?2 1.85 0.59
1:x:295:ASP:0OD1 1:x:298:ARG:NH1 2.36 0.59
1:y:295:ASP:OD1 1:y:298:ARG:NH1 2.36 0.59
2:Eh:36: THR:HB 2:Eh:103:LEU:O 2.02 0.59
2:Fh:57: TRP:CE2 2:Fh:101:LEU:HB2 2.37 0.59
2:Nh:57:TRP:CE2 2:Nh:101:LEU:HB2 2.37 0.59
2:0h:36: THR:HB 2:0h:103:LEU:O 2.02 0.59
2:ch:57:TRP:CE2 2:ch:101:LEU:HB2 2.37 0.59
2:ch:88:VAL:HG12 2:ch:103:LEU:HD21 1.84 0.59
2:th:57: TRP:CE2 2:th:101:LEU:HB2 2.37 0.59
2:¢h:37:LEU:HD11 2:¢h:149:VAL:HG21 1.84 0.59
2:jh:111:THR:HG23 2:jh:150: THR:HA 1.84 0.59
2:mh:37:LEU:HD11 2:mh:149:VAL:HG21 1.84 0.59
2:yh:106:VAL:HA 2:yh:110:ASP:OD2 2.01 0.59
2:3h:57: TRP:CE2 2:3h:101:LEU:HB2 2.37 0.59
2:3h:88:VAL:HG12 2:3h:103:LEU:HD21 1.84 0.59
2:6h:88:VAL:HG12 2:6h:103:LEU:HD21 1.84 0.59
3:11:53: ASN:ND2 3:11:88:LYS:CD 2.65 0.59
3:yl:71:TYR:O 3:yl:75:LYS:HB2 2.03 0.59
3:0L:71:TYR:O 3:01:75:LYS:HB2 2.03 0.59
3:21:53:ASN:ND2 3:21:88:LYS:CD 2.65 0.59
3:71:53:ASN:ND2 3:71:88:LYS:CD 2.65 0.59
1:D:295:ASP:OD1 1:D:298:ARG:NH1 2.36 0.58
1:K:295:ASP:0OD1 1:K:298:ARG:NH1 2.36 0.58
1:R:295:ASP:0OD1 1:R:298:ARG:NH1 2.36 0.58
1:S:295:ASP:0OD1 1:S:298:ARG:NH1 2.36 0.58
1:£:238:ARG:HH22 1:£:309:LYS:HG3 1.68 0.58
1:k:675: THR:HG21 1:p:654:PRO:HD2 1.85 0.58
1:m:654:PRO:HD2 1:p:675:THR:HG21 1.85 0.58
1:5:675: THR:HG21 1:w:654:PRO:HD2 1.85 0.58
1:4:238:ARG:HH22 1:4:309:LYS:HG3 1.68 0.58
2:Bh:88:VAL:HG12 2:Bh:103:LEU:HD21 1.83 0.58
2:Eh:88:VAL:HG12 2:Eh:103:LEU:HD21 1.84 0.58
2:Gh:36:THR:HB 2:Gh:103:LEU:O 2.02 0.58
2:Hh:57: TRP:CE2 2:Hh:101:LEU:HB2 2.37 0.58
2:Th:88:VAL:HG12 2:1h:103:LEU:HD21 1.83 0.58
2:0h:37:LEU:HD11 2:0h:149:VAL:HG21 1.84 0.58
2:zh:88:VAL:HG12 2:zh:103:LEU:HD21 1.83 0.58
1:1:238:ARG:HH22 1:1:309:LYS:HG3 1.68 0.58
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:1:389:ARG:HG3 1:X:732: THR:HG21 1.84 0.58
1:V:238:ARG:HH22 1:V:309:LYS:HG3 1.68 0.58
1:V:389:ARG:HG3 1:3:732: THR:HG21 1.84 0.58
1:W:238:ARG:HH22 1:W:309:LYS:HG3 1.68 0.58
1:X:389:ARG:HG3 1:2:732: THR:HG21 1.83 0.58
1:e:238:ARG:HH21 1:€:238:ARG:CG 2.14 0.58
1:1:238:ARG:HH22 1:1:309:LYS:HG3 1.68 0.58
1:t:654:PRO:HD2 1:v:675: THR:HG21 1.85 0.58
1:u:238:ARG:HH22 1:u:309:LYS:HG3 1.68 0.58
2:Dh:88:VAL:HG12 2:Dh:103:LEU:HD21 1.84 0.58
2:Ph:88:VAL:HG12 2:Ph:103:LEU:HD21 1.84 0.58
2:Th:37:LEU:HD11 2:Th:149:VAL:HG21 1.84 0.58
2:Uh:88:VAL:HG12 2:Uh:103:LEU:HD21 1.84 0.58
2:hh:57: TRP:CE2 2:hh:101:LEU:HB2 2.37 0.58
2:hh:88:VAL:HG12 2:hh:103:LEU:HD21 1.84 0.58
2:th:57: TRP:CE2 2:th:101:LEU:HB2 2.37 0.58
2:vh:88:VAL:HG12 2:vh:103:LEU:HD21 1.84 0.58
3:BL.71:TYR:O 3:BL:75:LYS:HB2 2.03 0.58
3:K1:53:ASN:ND2 3:KL:88:LYS:CD 2.65 0.58
3:MI1:53:ASN:ND2 3:MI:88:LYS:CD 2.65 0.58
3:y1:58: TYR:HE2 3:yl:111:CYS:HB2 1.66 0.58
1:1:295:ASP:0OD1 1:1:298:ARG:NH1 2.36 0.58
1:J:389:ARG:HG3 1:1:732: THR:HG21 1.83 0.58
1:K:654:PRO:HD2 1:Q:675: THR:HG21 1.85 0.58
1:M:238:ARG:HH22 1:M:309:LYS:HG3 1.68 0.58
1:1:654:PRO:HD2 1:0:675: THR:HG21 1.85 0.58
1:m:675:' THR:HG21 1:q:654:PRO:HD2 1.85 0.58
1:q:238:ARG:HH22 1:q:309:LYS:HG3 1.68 0.58
1:t:238:ARG:HH22 1:t:309:LYS:HG3 1.68 0.58
2:Xh:36: THR:HB 2:Xh:103:LEU:O 2.02 0.58
2:Yh:57: TRP:CE2 2:Yh:101:LEU:HB2 2.37 0.58
2:ih:57: TRP:CE2 2:1h:101:LEU:HB2 2.37 0.58
2:1h:37:LEU:HD11 2:1h:149:VAL:HG21 1.84 0.58
2:2h:37:LEU:HD11 2:2h:149:VAL:HG21 1.84 0.58
3:Ql:53:ASN:ND2 3:QL:88:LYS:CD 2.65 0.58
3:TL71:TYR:O 3:TL:75:LYS:HB2 2.03 0.58
3:gl:71:TYR:O 3:gl:75:LYS:HB2 2.03 0.58
3:i1L:71:TYR:O 3:1:75:LYS:HB2 2.03 0.58
3:zl:71:TYR:O 3:z1:75:LYS:HB2 2.03 0.58
3:11:53:ASN:ND2 3:11:88:LYS:CD 2.65 0.58
1:B:295:ASP:OD1 1:B:298:ARG:NH1 2.36 0.58
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Atom-1 Atom-2 distance (A) overlap (A)
1:D:675: THR:HG21 1:1:654:PRO:HD2 1.85 0.58
1:W:295:ASP:0OD1 1:W:298:ARG:NH1 2.36 0.58
1:¢:732:THR:HG21 1:1:389:ARG:HG3 1.84 0.58
1:h:238:ARG:HG2 1:h:238:ARG:NH2 2.12 0.58
1:2:295:ASP:0OD1 1:2:298:ARG:NHI1 2.36 0.58
2:Dh:37:LEU:HD11 2:Dh:149:VAL:HG21 1.84 0.58
2:Mh:88:VAL:HG12 | 2:Mh:103:LEU:HD21 1.83 0.58
2:Qh:111: THR:HG23 2:Qh:150: THR:HA 1.83 0.58
2:Th:88:VAL:HG12 2:Th:103:LEU:HD21 1.84 0.58
2:Uh:57: TRP:CE2 2:Uh:101:LEU:HB2 2.37 0.58
2:Wh:88:VAL:HG12 | 2:Wh:103:LEU:HD21 1.84 0.58
2:¢h:88:VAL:HG12 2:¢h:103:LEU:HD21 1.84 0.58
3:R1:53:ASN:ND2 3:RI:88:LYS:CD 2.65 0.58
3:nl:53:ASN:ND2 3:nl:88:LYS:CD 2.65 0.58
3xl:71:TYR:O 3:rl:75:LYS:HB2 2.03 0.58
3:t1:71:TYR:O 3:t1:75:LYS:HB2 2.03 0.58
1:K:238:ARG:HH22 1:K:309:LYS:HG3 1.68 0.58
1:Q:238:ARG:HH22 1:Q:309:LYS:HG3 1.68 0.58
1:k:238:ARG:HH22 1:k:309:LYS:HG3 1.68 0.58
1:1:295:ASP:0OD1 1:1:298:ARG:NH1 2.36 0.58
1:1:295:ASP:OD1 1:1:298:ARG:NH1 2.36 0.58
1:5:238:ARG:HH21 1:5:238:ARG:CG 2.14 0.58
1:6:238:ARG:HG2 1:6:238:ARG:NH2 2.12 0.58
1:6:238:ARG:HH22 1:6:309:LYS:HG3 1.68 0.58
2:Fh:88:VAL:HG12 2:Fh:103:LEU:HD21 1.83 0.58
2:Jh:36:THR:HB 2:Jh:103:LEU:O 2.02 0.58
2:Mh:111: THR:HG23 2:Mh:150: THR:HA 1.83 0.58
2:Nh:88:VAL:HG12 2:Nh:103:LEU:HD21 1.83 0.58
2:Qh:88:VAL:HG12 2:Qh:103:LEU:HD21 1.83 0.58
2:yh:37:LEU:HD11 2:vh:149:VAL:HG21 1.84 0.58
2:3h:111:THR:HG23 2:3h:150: THR:HA 1.84 0.58
3:D1:58:TYR:HE2 3:DI1:111:CYS:HB2 1.66 0.58
3:cl:71:TYR:O 3:cl:75:LYS:HB2 2.03 0.58
3:dl:53:ASN:ND2 3:dl:88:LYS:CD 2.65 0.58
3:jL71:TYR:O 3:j1:75:LYS:HB2 2.03 0.58
3:ml:53:ASN:ND2 3:ml:88:LYS:CD 2.65 0.58
3:01:53:ASN:ND2 3:01:88:LYS:CD 2.65 0.58
3:41:53: ASN:ND2 3:41:88:LYS:CD 2.65 0.58
1:A:295:ASP:0OD1 1:A:298:ARG:NH1 2.36 0.58
1:B:654:PRO:HD2 1:n:675: THR:HG21 1.85 0.58
1:P:675:.THR:HG21 1:3:654:PRO:HD2 1.85 0.58
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Atom-1 Atom-2 distance (A) overlap (A)

1:T:675:THR:HG21 1:5:654:PRO:HD2 1.85 0.58
1:7:238:ARG:HH22 1:7:309:LYS:HG3 1.68 0.58
1:b:295:ASP:0OD1 1:b:298:ARG:NH1 2.36 0.58
1:j:295:ASP:0D1 1:j:298:ARG:NH1 2.36 0.58
1:n:295:ASP:0OD1 1:n:298:ARG:NH1 2.36 0.58
1:v:238:ARG:HH22 1:v:309:LYS:HG3 1.68 0.58
1:y:675: THR:HG21 1:2:654:PRO:HD2 1.85 0.58
1:2:654:PRO:HD2 1:1:675:THR:HG21 1.85 0.58
1:6:295:ASP:0OD1 1:6:298:ARG:NH1 2.36 0.58
2:Ch:57:TRP:CE2 2:Ch:101:LEU:HB2 2.37 0.58
2:Eh:111: THR:HG23 2:Eh:150: THR:HA 1.84 0.58
2:1h:58:ILE:HG23 2:1h:67:GLU:O 2.04 0.58
2:0h:58: ILE:HG23 2:0h:67:GLU:O 2.04 0.58
2:th:58:ILE:HG23 2:th:67:GLU:O 2.04 0.58
3:B1:53:ASN:ND2 3:B1:88:LYS:CD 2.65 0.58
3:CL.71:TYR:O 3:CL:75:LYS:HB2 2.03 0.58
3:el:53:ASN:ND2 3:el:88:LYS:CD 2.65 0.58
3:ql:71:TYR:O 3:ql:75:LYS:HB2 2.03 0.58
3:r1:53:ASN:ND2 3:r1:88:LYS:CD 2.65 0.58
3:ul:71:TYR:O 3:ul:75:LYS:HB2 2.03 0.58
3:3L:71:TYR:O 3:31:75:LYS:HB2 2.03 0.58
1:E:295:ASP:OD1 1:E:298:ARG:NH1 2.36 0.58
1:E:675:THR:HG21 1:¢:654:PRO:HD2 1.85 0.58
1:1:654:PRO:HD2 1:3:675: THR:HG21 1.85 0.58
1:N:654:PRO:HD2 1:5:675: THR:HG21 1.85 0.58
1:P:295:ASP:OD1 1:P:298:ARG:NH1 2.36 0.58
1:R:238:ARG:HH22 1:R:309:LYS:HG3 1.68 0.58
1:U:654:PRO:HD2 1:1:675: THR:HG21 1.85 0.58
1:7:295:ASP:0OD1 1:7:298:ARG:NH1 2.36 0.58
1:e:238:ARG:HH22 1::309:LYS:HG3 1.68 0.58
1:2:238:ARG:HH22 1:2:309:LYS:HG3 1.68 0.58
1:g:675: THR:HG21 1:k:654:PRO:HD2 1.85 0.58
1:m:238:ARG:HG2 1:m:238:ARG:NH2 2.12 0.58
1:0:238:ARG:HG2 1:0:238:ARG:NH2 2.12 0.58
1:0:238:ARG:HH22 1:0:309:LYS:HG3 1.68 0.58
1:5:238:ARG:HH22 1:5:309:LYS:HG3 1.68 0.58
1:0:238:ARG:HG2 1:0:238:ARG:NH2 2.12 0.58
2:Ph:111: THR:HG23 2:Ph:150: THR:HA 1.84 0.58
2:ch:31:VAL:CG1 2:¢h:106:VAL:HG11 2.34 0.58
2:ch:111:THR:HG23 2:ch:150: THR:HA 1.84 0.58
2:¢h:31:VAL:CG1 2:¢h:106:VAL:HG11 2.34 0.58
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Atom-1 Atom-2 distance (A) overlap (A)
2:¢h:58:ILE:HG23 2:¢h:67:GLU:O 2.04 0.58
2:jh:58: ILE:HG23 2:jh:67:GLU:O 2.04 0.58
2:nh:111: THR:HG23 2:nh:150: THR:HA 1.84 0.58
2:vh:58:ILE:HG23 2:th:67:GLU:O 2.04 0.58
2:vh:58:ILE:HG23 2:vh:67:GLU:O 2.04 0.58
2:xh:57:TRP:CE2 2:xh:101:LEU:HB2 2.37 0.58
2:1h:111:THR:HG23 2:1h:150: THR:HA 1.84 0.58
2:3h:31:VAL:CG1 2:3h:106:VAL:HG11 2.34 0.58
2:5h:37:LEU:HD11 2:5h:149:VAL:HG21 1.84 0.58
2:5h:58:ILE:HG23 2:5h:67:GLU:O 2.04 0.58
3:J1:71:TYR:O 3:J1:75:LYS:HB2 2.03 0.58
3:j1:53: ASN:ND2 3:j1:88:LYS:CD 2.65 0.58
3ml:71:TYR:O 3:nl:75:LYS:HB2 2.03 0.58
1:F:654:PRO:HD2 1:e:675:THR:HG21 1.85 0.58
1:T:238:ARG:HH22 1:T:309:LYS:HG3 1.68 0.58
1:U:238:ARG:HG2 1:U:238:ARG:NH2 2.12 0.58
1:W:654:PRO:HD2 1:¢c:675:THR:HG21 1.85 0.58
1:1:295:ASP:0OD1 1:1:298:ARG:NH1 2.36 0.58
1:t:295:ASP:0OD1 1:t:298:ARG:NH1 2.36 0.58
1:5:238:ARG:HH22 1:5:309:LYS:HG3 1.68 0.58
2:Bh:31:VAL:CG1 2:Bh:106:VAL:HG11 2.34 0.58
2:Fh:31:VAL:CG1 2:Fh:106:VAL:HG11 2.34 0.58
2:Fh:58:1LE:HG23 2:Fh:67:GLU:O 2.04 0.58
2:Kh:58:ILE:HG23 2:Kh:67:GLU:O 2.04 0.58
2:Nh:31:VAL:CG1 2:Nh:106:VAL:HG11 2.34 0.58
2:th:31:VAL:CG1 2:th:106:VAL:HG11 2.34 0.58
2:5h:31:VAL:CG1 2:5h:106:VAL:HG11 2.34 0.58
3:L1:71:TYR:O 3:L1:75:LYS:HB2 2.03 0.58
3:S1:71:TYR:O 3:S1:75:LYS:HB2 2.03 0.58
3:z1:53:ASN:ND2 3:z1:88:LYS:CD 2.65 0.58
3:51:53:ASN:ND2 3:51:88:LYS:CD 2.65 0.58
1:F:238:ARG:HH22 1:F:309:LYS:HG3 1.68 0.58
1:J:654:PRO:HD2 1:L:675: THR:HG21 1.85 0.58
1:P:238:ARG:HG2 1:P:238:ARG:NH2 2.12 0.58
1:V:654:PRO:HD2 1:X:675:- THR:HG21 1.84 0.58
1:7:238:ARG:HG2 1:7:238:ARG:NH2 2.12 0.58
1:h:654:PRO:HD2 1:j:675: THR:HG21 1.85 0.58
1:q:295:ASP:OD1 1:q:298:ARG:NH1 2.36 0.58
1:u:295:ASP:0OD1 1:u:298:ARG:NH1 2.36 0.58
1:u:654:PRO:HD2 1:0:675: THR:HG21 1.86 0.58
2:Eh:58:ILE:HG23 2:Eh:67:GLU:O 2.04 0.58
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Atom-1 Atom-2 distance (A) overlap (A)

2:Nh:58:ILE:HG23 2:Nh:67:GLU:O 2.04 0.58
2:7Zh:31:VAL:CG1 2:7Zh:106:VAL:HG11 2.34 0.58
2:dh:58:ILE:HG23 2:dh:67:GLU:O 2.04 0.58
2:gh:58:1LE:HG23 2:gh:67:GLU:O 2.04 0.58
2:ph:58:ILE:HG23 2:ph:67:GLU:O 2.04 0.58
2:zh:31:VAL:CG1 2:zh:106:VAL:HG11 2.34 0.58
3:K1:71:TYR:O 3:K1L:75:LYS:HB2 2.03 0.58
3:L1:25:THR:HB 3:L1:43: THR:HG22 1.86 0.58
3:S1:25:THR:HB 3:S1:43: THR:HG22 1.86 0.58
3:X1:71:TYR:O 3:X1:75:LYS:HB2 2.03 0.58
3:71:53:ASN:ND2 3:71:88:LYS:CD 2.65 0.58
3:xl:71:TYR:O 3:x1:75:LYS:HB2 2.03 0.58
3:11:71:TYR:O 3:11:75:LYS:HB2 2.03 0.58
3:61:53:ASN:ND2 3:61:88:LYS:CD 2.65 0.58
1:A:238:ARG:HH22 1:A:309:LYS:HG3 1.68 0.58
1:A:675: THR:HG21 1:j:654:PRO:HD2 1.86 0.58
1:B:389:ARG:HG3 1:6:732: THR:HG21 1.84 0.58
1:C:654:PRO:HD2 1:£:675: THR:HG21 1.85 0.58
1:H:675: THR:HG21 1:4:654:PRO:HD2 1.85 0.58
1:S:675: THR:HG21 1:X:654:PRO:HD2 1.85 0.58
1:T:654:PRO:HD2 1:2:675: THR:HG21 1.85 0.58
1:U:295:ASP:0OD1 1:U:298:ARG:NH1 2.36 0.58
1:b:238:ARG:HH22 1:b:309:LYS:HG3 1.68 0.58
1:h:295:ASP:0OD1 1:h:298:ARG:NH1 2.36 0.58
2:Ph:58:ILE:HG23 2:Ph:67:GLU:O 2.04 0.58
2:Rh:58:ILE:HG23 2:Rh:67:GLU:O 2.04 0.58
2:Vh:31:VAL:CG1 2:Vh:106:VAL:HG11 2.34 0.58
2:bh:31:VAL:CG1 2:bh:106:VAL:HG11 2.34 0.58
2:ch:37:LEU:HD11 2:ch:149:VAL:HG21 1.84 0.58
2:eh:37:LEU:HD11 2:¢h:149:VAL:HG21 1.84 0.58
2:hh:36: THR:HB 2:hh:103:LEU:O 2.02 0.58
2:nh:31:VAL:CG1 2:1nh:106:VAL:HG11 2.34 0.58
2:ph:31:VAL:CG1 2:ph:106:VAL:HG11 2.34 0.58
2:¢qh:31:VAL:CG1 2:qh:106:VAL:HG11 2.34 0.58
2:sh:37:LEU:HD11 2:sh:149:VAL:HG21 1.84 0.58
2:wh:31:VAL:CG1 2:wh:106:VAL:HG11 2.34 0.58
2:wh:58:ILE:HG23 2:wh:67:GLU:O 2.04 0.58
2:4h:58:ILE:HG23 2:4h:67:GLU:O 2.04 0.58
2:6h:31:VAL:CG1 2:6h:106:VAL:HG11 2.34 0.58
3:11:25:THR:HB 3:11:43: THR:HG22 1.86 0.58
3:21:25: THR:HB 3:21:43: THR:HG22 1.86 0.58
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Atom-1 Atom-2 distance (A) overlap (A)

1:B:675: THR:HG21 1:g:654:PRO:HD2 1.85 0.57
1:N:238:ARG:HH22 1:N:309:LYS:HG3 1.68 0.57
1:Y:675: THR:HG21 1:d:654:PRO:HD2 1.85 0.57
1:7:732:THR:HG21 1:2:389:ARG:HG3 1.84 0.57
1:b:311:LEU:HD23 1:b:311:LEU:C 2.30 0.57
1:q:675: THR:HG21 1:v:654:PRO:HD2 1.85 0.57
1:v:238:ARG:HG2 1:v:238:ARG:NH2 2.12 0.57
2:Ah:31:VAL:CG1 2:Ah:106:VAL:HG11 2.34 0.57
2:Hh:58:ILE:HG23 2:Hh:67:GLU:O 2.04 0.57
2:0h:58:ILE:HG23 2:0h:67:GLU:O 2.04 0.57
2:Th:58:ILE:HG23 2:Th:67:GLU:O 2.04 0.57
2:jh:36: THR:HB 2:jh:103:LEU:O 2.02 0.57
2:qh:58:ILE:HG23 2:qh:67:GLU:O 2.04 0.57
2:rh:36: THR:HB 2:1h:103:LEU:O 2.02 0.57
2:uh:31:VAL:CG1 2:uh:106:VAL:HG11 2.34 0.57
2:uh:58:ILE:HG23 2:uh:67:GLU:O 2.04 0.57
2:1h:31:VAL:CG1 2:1h:106:VAL:HG11 2.34 0.57
2:3h:37:LEU:HD11 2:3h:149:VAL:HG21 1.84 0.57
3:RL:71:TYR:O 3:R1:75:LYS:HB2 2.03 0.57
3:WIL:71:TYR:O 3:WI.75:LYS:HB2 2.03 0.57
3:71:25:- THR:HB 3:71:43: THR:HG22 1.86 0.57
1:A:311:LEU:HD23 1:A:311:LEU:C 2.30 0.57
1:7:311:LEU:HD23 1:Z:311:LEU:C 2.30 0.57
1:6:311:LEU:HD23 1:6:311:LEU:C 2.30 0.57
2:Ch:31:VAL:O 2:Ch:151:VAL:HG13 2.05 0.57
2:Dh:31:VAL:CG1 2:Dh:106:VAL:HG11 2.34 0.57
2:Dh:58:ILE:HG23 2:Dh:67:GLU:O 2.04 0.57
2:Kh:31:VAL:O 2:Kh:151:VAL:HG13 2.05 0.57
2:Rh:31:VAL:O 2:Rh:151:VAL:HG13 2.05 0.57
2:Yh:58:ILE:HG23 2:Yh:67:GLU:O 2.04 0.57
2:ah:31:VAL:CG1 2:ah:106:VAL:HG11 2.34 0.57
2:hh:58:ILE:HG23 2:hh:67:GLU:O 2.04 0.57
2:kh:37:LEU:HD11 2:kh:149:VAL:HG21 1.84 0.57
2:xh:58:1ILE:HG23 2:xh:67:GLU:O 2.04 0.57
2:yh:31:VAL:CG1 2:yh:106:VAL:HG11 2.34 0.57
3:L:71:TYR:O 3:11:75:LYS:HB2 2.03 0.57
3:al:25:THR:HB 3:al:43: THR:HG22 1.86 0.57
1:A:654:PRO:HD2 1:4:675: THR:HG21 1.85 0.57
1:C:238:ARG:HH22 1:C:309:LYS:HG3 1.68 0.57
1:D:311:LEU:HD23 1:D:311:LEU:C 2.30 0.57
1:G:732: THR:HG21 1:p:389:ARG:HG3 1.84 0.57
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1:0:311:LEU:HD23 1:0:311:LEU:C 2.30 0.57
1:0:732: THR:HG21 1:w:389:ARG:HG3 1.84 0.57
1:Q:654:PRO:HD2 1:W:675:THR:HG21 1.85 0.57
1:U:311:LEU:HD23 1:U:311:LEU:C 2.30 0.57
1:h:238:ARG:HH22 1:h:309:LYS:HG3 1.68 0.57
1:h:311:LEU:C 1:h:311:LEU:HD23 2.30 0.57
1:v:311:LEU:C 1:v:311:LEU:HD23 2.30 0.57
1:w:238:ARG:HH22 1:w:309:LYS:HG3 1.68 0.57
2:Ch:58:ILE:HG23 2:Ch:67:GLU:O 2.04 0.57
2:Eh:31:VAL:O 2:Eh:151:VAL:HG13 2.05 0.57
2:Gh:58:ILE:HG23 2:Gh:67:GLU:O 2.04 0.57
2:Th:31:VAL:CG1 2:1h:106:VAL:HG11 2.34 0.57
2:1h:58:1ILE:HG23 2:Th:67:GLU:O 2.04 0.57
2:Mh:31:VAL:O 2:Mh:151:VAL:HG13 2.05 0.57
2:Ph:31:VAL:O 2:Ph:151:VAL:HG13 2.05 0.57
2:Sh:58:ILE:HG23 2:Sh:67:GLU:O 2.04 0.57
2:Uh:36: THR:HB 2:Uh:103:LEU:O 2.02 0.57
2:Uh:58:ILE:HG23 2:Uh:67:GLU:O 2.04 0.57
2:Vh:58:ILE:HG23 2:Vh:67:GLU:O 2.04 0.57
2:Wh:58:ILE:HG23 2:Wh:67:GLU:O 2.04 0.57
2:bh:31:VAL:O 2:bh:151:VAL:HG13 2.05 0.57
2:jh:31:VAL:CG1 2:jh:106:VAL:HG11 2.34 0.57
2:1h:58:1LE:HG23 2:1h:67:GLU:O 2.04 0.57
2:mh:31:VAL:O 2:mh:151:VAL:HG13 2.05 0.57
2:ph:31:VAL:O 2:ph:151:VAL:HG13 2.05 0.57
2:qh:31:VAL:O 2:qh:151:VAL:HG13 2.05 0.57
2:uh:31:VAL:O 2:uh:151:VAL:HG13 2.05 0.57
2:vh:31:VAL:O 2:vh:151:VAL:HG13 2.05 0.57
2:xh:31:VAL:O 2:xh:151:VAL:HG13 2.05 0.57
2:0h:31:VAL:O 2:0h:151:VAL:HG13 2.05 0.57
2:7h:31:VAL:CG1 2:7h:106:VAL:HG11 2.34 0.57
3:Al:25:-THR:HB 3:Al:43: THR:HG22 1.86 0.57
3:J1:25:- THR:HB 3:J1:43: THR:HG22 1.86 0.57
3:0L71:TYR:O 3:01:75:LYS:HB2 2.03 0.57
3:X1:25:THR:HB 3:X1:43: THR:HG22 1.86 0.57
3:Y1:25:THR:HB 3:Y1:43: THR:HG22 1.86 0.57
3:t1:25: THR:HB 3:t1:43: THR:HG22 1.86 0.57
1:B:238:ARG:HG2 1:B:238:ARG:NH2 2.12 0.57
1:D:238:ARG:HH21 1:D:238:ARG:CG 2.14 0.57
1:E:238:ARG:HG2 1:E:238:ARG:NH2 2.12 0.57
1:G:311:LEU:HD23 1:G:311:LEU:C 2.30 0.57
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1:1:675: THR:HG21 1:M:654:PRO:HD2 1.85 0.57
1:J:311:LEU:HD23 1:J:311:LEU:C 2.30 0.57
1:V:675: THR:HG21 1:x:654:PRO:HD2 1.85 0.57
1:X:311:LEU:C 1:X:311:LEU:HD23 2.30 0.57
1:p:238:ARG:HH22 1:p:309:LYS:HG3 1.68 0.57
1:x:238:ARG:HH22 1:x:309:LYS:HG3 1.68 0.57
1:y:311:LEU:HD23 1:y:311:LEU:C 2.30 0.57
2:Ah:31:VAL:O 2:Ah:151:VAL:HG13 2.05 0.57
2:Ah:58:ILE:HG23 2:Ah:67:GLU:O 2.04 0.57
2:Lh:58:ILE:HG23 2:Lh:67:GLU:O 2.04 0.57
2:Mh:58:ILE:HG23 2:Mh:67:GLU:O 2.04 0.57
2:Qh:31:VAL:O 2:Qh:151:VAL:HG13 2.05 0.57
2:Qh:58:ILE:HG23 2:Qh:67:GLU:O 2.04 0.57
2:Wh:31:VAL:CG1 2:Wh:106:VAL:HG11 2.34 0.57
2:7h:58:1LE:HG23 2:7h:67:GLU:O 2.04 0.57
2:bh:58:ILE:HG23 2:bh:67:GLU:O 2.04 0.57
2:¢h:31:VAL:O 2:¢h:151:VAL:HG13 2.05 0.57
2:th:58:ILE:HG23 2:th:67:GLU:O 2.04 0.57
2:jh:31:VAL:O 2:jh:151:VAL:HG13 2.05 0.57
2:kh:31:VAL:CG1 2:kh:106:VAL:HG11 2.34 0.57
2:kh:31:VAL:O 2:kh:151:VAL:HG13 2.05 0.57
2:0h:31:VAL:O 2:0h:151:VAL:HG13 2.05 0.57
2:vh:31:VAL:CG1 2:vh:106:VAL:HG11 2.34 0.57
2:vh:31:VAL:O 2:vh:151:VAL:HG13 2.05 0.57
2:sh:31:VAL:CG1 2:sh:106:VAL:HG11 2.34 0.57
2:sh:31:VAL:O 2:sh:151:VAL:HG13 2.05 0.57
2:vh:36: THR:HB 2:vh:103:LEU:O 2.02 0.57
2:wh:31:VAL:O 2:wh:151:VAL:HG13 2.05 0.57
2:yh:58:ILE:HG23 2:yh:67:GLU:O 2.04 0.57
2:2h:58:ILE:HG23 2:2h:67:GLU:O 2.04 0.57
2:3h:31:VAL:O 2:3h:151:VAL:HG13 2.05 0.57
2:5h:31:VAL:O 2:5h:151:VAL:HG13 2.05 0.57
3:GL71:TYR:O 3:GL:75:LYS:HB2 2.03 0.57
3:HI1:25:THR:HB 3:H1:43: THR:HG22 1.86 0.57
3:bl1:25: THR:HB 3:bl:43: THR:HG22 1.86 0.57
3:11:25:THR:HB 3:1:43: THR:HG22 1.86 0.57
1:G:675:THR:HG21 1:L:654:PRO:HD2 1.85 0.57
1:b:654:PRO:HD2 1:d:675: THR:HG21 1.85 0.57
1:0:311:LEU:HD23 1:0:311:LEU:C 2.30 0.57
1:2:238:ARG:HG2 1:2:238:ARG:NH2 2.12 0.57
1:1:238:ARG:HH22 1:1:309:LYS:HG3 1.68 0.57
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1:3:238:ARG:HH22 1:3:309:LYS:HG3 1.68 0.57
2:Jh:58:ILE:HG23 2:Jh:67:GLU:O 2.04 0.57
2:Th:31:VAL:CG1 2:Th:106:VAL:HG11 2.34 0.57
2:Xh:58:ILE:HG23 2:Xh:67:GLU:O 2.04 0.57
2:ch:31:VAL:O 2:ch:151:VAL:HG13 2.05 0.57
2:¢h:31:VAL:CG1 2:¢h:106:VAL:HG11 2.34 0.57
2:0h:36: THR:HB 2:0h:103:LEU:O 2.02 0.57
2:xh:31:VAL:CG1 2:xh:106:VAL:HG11 2.34 0.57
2:2h:31:VAL:O 2:2h:151:VAL:HG13 2.05 0.57
3:NI1:25:THR:HB 3:N1:43: THR:HG22 1.86 0.57
1:M:311:LEU:C 1:M:311:LEU:HD23 2.30 0.57
1:0:675:THR:HG21 1:5:654:PRO:HD2 1.85 0.57
1:U:238:ARG:HH22 1:U:309:LYS:HG3 1.68 0.57
1:a:311:LEU:HD23 1:a:311:LEU:C 2.30 0.57
1:¢:311:LEU:C 1:¢:311:LEU:HD23 2.30 0.57
1:m:238:ARG:HH21 1:m:238:ARG:CG 2.14 0.57
2:Bh:31:VAL:O 2:Bh:151:VAL:HG13 2.05 0.57
2:Bh:58:ILE:HG23 2:Bh:67:GLU:O 2.04 0.57
2:0h:31:VAL:CG1 2:0h:106:VAL:HG11 2.34 0.57
2:1h:31:VAL:O 2:1h:151:VAL:HG13 2.05 0.57
2:mh:58:ILE:HG23 2:mh:67:GLU:O 2.04 0.57
2:th:31:VAL:CG1 2:th:106:VAL:HG11 2.34 0.57
2:zh:58:ILE:HG23 2:zh:67:GLU:O 2.04 0.57
2:0h:31:VAL:CG1 2:0h:106:VAL:HG11 2.34 0.57
3:F1:25:THR:HB 3:Fl:43: THR:HG22 1.86 0.57
1:D:238:ARG:HH22 1:D:309:LYS:HG3 1.68 0.57
1:E:654:PRO:HD2 1:K:675:THR:HG21 1.85 0.57
1:Q:311:LEU:HD23 1:Q:311:LEU:C 2.30 0.57
1:V:311:LEU:HD23 1:V:311:LEU:C 2.30 0.57
1:¢:238:ARG:HH22 1:¢:309:LYS:HG3 1.68 0.57
1:n:238:ARG:HH22 1:n:309:LYS:HG3 1.68 0.57
1:q:238:ARG:HG2 1:q:238:ARG:NH2 2.12 0.57
1:y:238:ARG:HH21 1:y:238:ARG:CG 2.14 0.57
1:5:654:PRO:HD2 1:7:675: THR:HG21 1.85 0.57
2:Ch:31:VAL:CG1 2:Ch:106:VAL:HG11 2.34 0.57
2:Mh:31:VAL:CG1 2:Mh:106:VAL:HG11 2.34 0.57
2:Qh:31:VAL:CG1 2:Qh:106:VAL:HG11 2.34 0.57
2:Th:31:VAL:O 2:Th:151:VAL:HG13 2.05 0.57
2:Uh:31:VAL:O 2:Uh:151:VAL:HG13 2.05 0.57
2:ah:58:ILE:HG23 2:ah:67:GLU:O 2.04 0.57
2:gh:31:VAL:O 2:¢gh:151:VAL:HG13 2.05 0.57
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2:1h:31:VAL:CG1 2:1h:106:VAL:HG11 2.34 0.57
2:mh:31:VAL:CG1 2:mh:106:VAL:HG11 2.34 0.57
2:6h:58:ILE:HG23 2:6h:67:GLU:O 2.04 0.57
3:11:25:THR:HB 3:11:43: THR:HG22 1.86 0.57
3:ml:68:LEU:HD21 3:ml:71:TYR:HB3 1.87 0.57
3:01:68:LEU:HD21 3:01:71: TYR:HB3 1.87 0.57
1:E:238:ARG:HH22 1:E:309:LYS:HG3 1.68 0.57
1:N:311:LEU:HD23 1:N:311:LEU:C 2.30 0.57
1:P:654:PRO:HD2 1:R:675:THR:HG21 1.85 0.57
1:U:675: THR:HG21 1:Y:654:PRO:HD2 1.85 0.57
1:a:675: THR:HG21 1:e:654:PRO:HD2 1.85 0.57
1:n:311:LEU:HD23 1:n:311:LEU:C 2.30 0.57
1:2:238:ARG:HG2 1:2:238:ARG:NH2 2.12 0.57
1:3:311:LEU:HD23 1:3:311:LEU:C 2.30 0.57
1:7:311:LEU:HD23 1:7:311:LEU:C 2.30 0.57
2:Gh:31:VAL:CG1 2:Gh:106:VAL:HG11 2.34 0.57
2:ch:58:ILE:HG23 2:¢h:67:GLU:O 2.04 0.57
2:hh:31:VAL:O 2:hh:151:VAL:HG13 2.05 0.57
2:nh:31:VAL:O 2:nh:151:VAL:HG13 2.05 0.57
2:0h:31:VAL:CG1 2:0h:106:VAL:HG11 2.34 0.57
2:sh:58:ILE:HG23 2:sh:67:GLU:O 2.04 0.57
2:zh:31:VAL:O 2:zh:151:VAL:HG13 2.05 0.57
2:0h:58:ILE:HG23 2:0h:67:GLU:O 2.04 0.57
2:3h:58:ILE:HG23 2:3h:67:GLU:O 2.04 0.57
3:MI1:25:THR:HB 3:M1:43: THR:HG22 1.86 0.57
3:el:25:THR:HB 3:el:43: THR:HG22 1.86 0.57
3:01:68:LEU:HD21 3:0l:71: TYR:HB3 1.87 0.57
1:F:311:LEU:HD23 1:F:311:LEU:C 2.30 0.57
1:1:311:LEU:HD23 1:1:311:LEU:C 2.30 0.57
1:j:311:LEU:HD23 1:j:311:LEU:C 2.30 0.57
1:0:654:PRO:HD?2 1:u:675: THR:HG21 1.86 0.57
1:r:311:LEU:HD23 1:r:311:LEU:C 2.30 0.57
1:u:238:ARG:HG2 1:u:238:ARG:NH2 2.12 0.57
1:y:238:ARG:HH22 1:y:309:LYS:HG3 1.68 0.57
1:0:238:ARG:HH21 1:0:238:ARG:CG 2.14 0.57
1:1:311:LEU:HD23 1:1:311:LEU:C 2.30 0.57
2:Eh:31:VAL:CG1 2:Eh:106:VAL:HG11 2.34 0.57
2:Gh:31:VAL:O 2:Gh:151:VAL:HG13 2.05 0.57
2:Hh:31:VAL:CG1 2:Hh:106:VAL:HG11 2.34 0.57
2:Lh:31:VAL:CG1 2:Lh:106:VAL:HG11 2.34 0.57
2:Ph:31:VAL:CG1 2:Ph:106:VAL:HG11 2.34 0.57
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2:Sh:31:VAL:CG1 2:Sh:106:VAL:HG11 2.34 0.57
2:Uh:31:VAL:CG1 2:Uh:106:VAL:HG11 2.34 0.57
2:Yh:31:VAL:O 2:Yh:151:VAL:HG13 2.05 0.57
2:dh:31:VAL:CG1 2:dh:106:VAL:HG11 2.34 0.57
2:dh:31:VAL:O 2:dh:151:VAL:HG13 2.05 0.57
2:4h:31:VAL:CG1 2:4h:106:VAL:HG11 2.34 0.57
2:7h:58: ILE:HG23 2:7h:67:GLU:O 2.04 0.57
3:Ql:25:THR:HB 3:Ql:43: THR:HG22 1.86 0.57
3:T1:25:THR:HB 3:TL:43: THR:HG22 1.86 0.57
3:WI:25: THR:HB 3:W1:43: THR:HG22 1.86 0.57
3:al:68:LEU:HD21 3:al:71: TYR:HB3 1.87 0.57
3:vl:68:LEU:HD21 3:vl:71:TYR:HB3 1.87 0.57
3:x1:68:LEU:HD21 3:x1:71:TYR:HB3 1.87 0.57
3:51:25: THR:HB 3:51:43: THR:HG22 1.86 0.57
3:71:68:LEU:HD21 3:71:71:TYR:HB3 1.87 0.57
1:H:654:PRO:HD2 1:h:675:THR:HG21 1.85 0.57
1:J:675:THR:HG21 1:1:654:PRO:HD2 1.85 0.57
1:P:238:ARG:HH21 1:P:238:ARG:CG 2.14 0.57
1:P:238:ARG:HH22 1:P:309:LYS:HG3 1.68 0.57
1:T:314:LYS:HG3 1:T:410: THR:CG2 2.35 0.57
1:a:314:LYS:HG3 1:a:410: THR:CG2 2.35 0.57
1:¢:314:LYS:HG3 1:g:410: THR:CG2 2.35 0.57
1:7:314:LYS:HG3 1:7:410: THR:CG2 2.35 0.57
2:Hh:31:VAL:O 2:Hh:151:VAL:HG13 2.05 0.57
2:hh:31:VAL:CG1 2:hh:106:VAL:HG11 2.34 0.57
2:vh:31:VAL:CG1 2:vh:106:VAL:HG11 2.34 0.57
2:1h:31:VAL:O 2:1h:151:VAL:HG13 2.05 0.57
2:4h:31:VAL:O 2:4h:151:VAL:HG13 2.05 0.57
3:Cl:68:LEU:HD21 3:CL:71:TYR:HB3 1.87 0.57
3:ml:31:SER:CA 3:ml:128: THR:O 2.40 0.57
1:C:675: THR:HG21 1:G:654:PRO:HD2 1.85 0.56
1:E:238:ARG:HH21 1:E:238:ARG:CG 2.14 0.56
1:I:311:LEU:HD23 1:1:311:LEU:C 2.30 0.56
1:T:311:LEU:HD23 1:T:311:LEU:.C 2.30 0.56
1:W:311:LEU:HD23 1:W:311:LEU:C 2.30 0.56
1:e:311:LEU:HD23 1:e:311:LEU:C 2.30 0.56
1:1:311:LEU:HD23 1:1:311:LEU:C 2.30 0.56
1:t:311:LEU:HD23 1:t:311:LEU:C 2.30 0.56
1:2:238:ARG:HH22 1:2:309:LYS:HG3 1.68 0.56
1:5:311:LEU:C 1:5:311:LEU:HD23 2.30 0.56
2:Jh:31:VAL:O 2:Jh:151:VAL:HG13 2.05 0.56
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2:0h:31:VAL:O 2:0h:151:VAL:HG13 2.05 0.56
2:Wh:31:VAL:O 2:Wh:151:VAL:HG13 2.05 0.56
2:Xh:31:VAL:CG1 2:Xh:106:VAL:HG11 2.34 0.56
2:Yh:31:VAL:CG1 2:Yh:106:VAL:HG11 2.34 0.56
2:kh:58:ILE:HG23 2:kh:67:GLU:O 2.04 0.56
2:1h:58: ILE:HG23 2:1h:67:GLU:O 2.04 0.56
2:7h:31:VAL:O 2:7h:151:VAL:HG13 2.05 0.56
3:DIL:31:SER:CA 3:DI:128: THR:O 2.40 0.56
3:P1:25: THR:HB 3:P1:43: THR:HG22 1.86 0.56
3:gl:25: THR:HB 3:gl:43: THR:HG22 1.86 0.56
1:1:314:LYS:HG3 1:1:410: THR:CG2 2.35 0.56
1:J:242:THR:CG2 1:J:681:GLU:HG3 2.36 0.56
1:V:242: THR:CG2 1:V:681:GLU:HG3 2.36 0.56
1:W:314:LYS:HG3 1:W:410: THR:CG2 2.35 0.56
1:X:242:THR:CG2 1:X:681:GLU:HG3 2.36 0.56
1:Y:311:LEU:HD23 1:Y:311:LEU:C 2.30 0.56
1:¢:242:THR:CG2 1:¢:681:GLU:HG3 2.35 0.56
1:d:242: THR:CG2 1:d:681:GLU:HG3 2.36 0.56
1:g:311:LEU:HD23 1:g:311:LEU:C 2.30 0.56
1:x:242:THR:CG2 1:x:681:GLU:HG3 2.36 0.56
1:3:242:THR:CG2 1:3:681:GLU:HG3 2.35 0.56
2:Th:31:VAL:O 2:Th:151:VAL:HG13 2.05 0.56
2:Xh:31:VAL:O 2:Xh:151:VAL:HG13 2.05 0.56
2:Zh:31:VAL:O 2:Zh:151:VAL:HG13 2.05 0.56
2:ah:31:VAL:O 2:ah:151:VAL:HG13 2.05 0.56
3:Bl:31:SER:CA 3:Bl:128: THR:O 2.40 0.56
3:El:25:THR:HB 3:El:43: THR:HG22 1.86 0.56
3:61:25: THR:HB 3:61:43: THR:HG22 1.86 0.56
3:71:31:SER:CA 3:71:128:THR:O 2.40 0.56
1:B:238:ARG:HH21 1:B:238:ARG:CG 2.14 0.56
1:B:238:ARG:HH22 1:B:309:LYS:HG3 1.68 0.56
1:C:242: THR:CG2 1:C:681:GLU:HG3 2.36 0.56
1:C:311:LEU:HD23 1:C:311:LEU:C 2.30 0.56
1:E:242: THR:CG2 1:E:681:GLU:HG3 2.36 0.56
1:1:242: THR:CG2 1:1:681:GLU:HG3 2.36 0.56
1:K:311:LEU:HD23 1:K:311:LEU:C 2.30 0.56
1:0:654:PRO:HD?2 1:x:675:THR:HG21 1.85 0.56
1:P:242: THR:CG2 1:P:681:GLU:HG3 2.36 0.56
1:U:242: THR:CG2 1:U:681:GLU:HG3 2.36 0.56
1:W:242: THR:CG2 1:W:681:GLU:HG3 2.36 0.56
1:£:242: THR:CG2 1:£:681:GLU:HG3 2.36 0.56
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1:h:242: THR:CG2 1:h:681:GLU:HG3 2.36 0.56
1:3:242: THR:CG2 1:3:681:GLU:HG3 2.36 0.56
1:k:314:LYS:HG3 1:k:410: THR:CG2 2.35 0.56
1:1:314:LYS:HG3 1:1:410: THR:CG2 2.35 0.56
1:m:311:LEU:HD23 1:m:311:LEU:C 2.30 0.56
1:r:242: THR:CG2 1:r:681:GLU:HG3 2.36 0.56
1:5:314:LYS:HG3 1:5:410: THR:CG2 2.35 0.56
1:w:238:ARG:HH21 1:w:238:ARG:CG 2.14 0.56
1:x:311:LEU:HD23 1:x:311:LEU:C 2.30 0.56
1:2:238:ARG:HH21 1:2:238:ARG:CG 2.14 0.56
1:0:311:LEU:C 1:0:311:LEU:HD23 2.30 0.56
1:2:311:LEU:HD23 1:2:311:LEU:C 2.30 0.56
1:2:314:LYS:HG3 1:2:410: THR:CG2 2.35 0.56
1:4:242:THR:CG2 1:4:681:GLU:HG3 2.36 0.56
1:4:311:LEU:HD23 1:4:311:LEU:C 2.30 0.56
2:Jh:31:VAL:CG1 2:Jh:106:VAL:HG11 2.34 0.56
2:Kh:31:VAL:CG1 2:Kh:106:VAL:HG11 2.34 0.56
2:Rh:31:VAL:CG1 2:Rh:106:VAL:HG11 2.34 0.56
2:1h:31:VAL:CG1 2:1h:106:VAL:HG11 2.34 0.56
2:nh:58:ILE:HG23 2:nh:67:GLU:O 2.04 0.56
2:2h:31:VAL:CG1 2:2h:106:VAL:HG11 2.34 0.56
2:6h:31:VAL:O 2:6h:151:VAL:HG13 2.05 0.56
3:Al:68:LEU:HD21 3:Al:71:TYR:HB3 1.87 0.56
3:El:68:LEU:HD21 3:EL:71:TYR:HB3 1.87 0.56
3:Gl:25:THR:HB 3:Gl:43: THR:HG22 1.86 0.56
3:L1:31:SER:CA 3:L1:128: THR:O 2.40 0.56
3:L1:68:LEU:HD21 3:LI:71:TYR:HB3 1.87 0.56
3:P1:.68:LEU:HD21 3:P1:71:TYR:HB3 1.87 0.56
3:S1:68:LEU:HD21 3:S1:71:TYR:HB3 1.87 0.56
3:T1:68:LEU:HD21 3:T1:71: TYR:HB3 1.87 0.56
3:71:25: THR:HB 3:71:43: THR:HG22 1.86 0.56
3:gl:68:LEU:HD21 3:gl:71:'TYR:HB3 1.87 0.56
1:D:654:PRO:HD2 1:F:675:THR:HG21 1.85 0.56
1:G:242:THR:CG2 1:G:681:GLU:HG3 2.36 0.56
1:0:242: THR:CG2 1:0:681:GLU:HG3 2.36 0.56
1:R:311:LEU:HD23 1:R:311:LEU:C 2.30 0.56
1:d:311:LEU:HD23 1:d:311:LEU:C 2.30 0.56
1:1:311:LEU:HD23 1:1:311:LEU:C 2.30 0.56
1:p:311:LEU:C 1:p:311:LEU:HD23 2.30 0.56
1:1:238:ARG:HH21 1:1:238:ARG:CG 2.14 0.56
2:Lh:31:VAL:O 2:Lh:151:VAL:HG13 2.05 0.56
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3:Bl:25:THR:HB 3:Bl:43: THR:HG22 1.86 0.56
3:Bl:68:LEU:HD21 3:Bl:71:TYR:HB3 1.87 0.56
3:01:25:THR:HB 3:01:43: THR:HG22 1.86 0.56
3:71:68:LEU:HD21 3:Z1:71:TYR:HB3 1.87 0.56
3:pl:25:THR:HB 3:pl:43: THR:HG22 1.86 0.56
3:pl:68:LEU:HD21 3:pl:71:TYR:HB3 1.87 0.56
3:wl:25:THR:HB 3:wl:43: THR:HG22 1.86 0.56
3:wl:68:LEU:HD21 3:wl:71:TYR:HB3 1.87 0.56
3:y1:31:SER:CA 3:y1:128:THR:O 2.40 0.56
1:H:311:LEU:C 1:H:311:LEU:HD23 2.30 0.56
1:N:675:THR:HG21 1:y:654:PRO:HD2 1.85 0.56
1:U:238:ARG:HH21 1:U:238:ARG:CG 2.14 0.56
1:7:242:THR:CG2 1:7:681:GLU:HG3 2.35 0.56
1:k:311:LEU:C 1:k:311:LEU:HD23 2.30 0.56
1:u:242: THR:CG2 1:u:681:GLU:HG3 2.36 0.56
1:u:311:LEU:HD23 1:u:311:LEU:C 2.30 0.56
1:w:311:LEU:HD23 1:w:311:LEU:C 2.30 0.56
1:6:242: THR:CG2 1:6:681:GLU:HG3 2.35 0.56
2:Sh:31:VAL:O 2:Sh:151:VAL:HG13 2.05 0.56
2:Vh:31:VAL:O 2:Vh:151:VAL:HG13 2.05 0.56
2:th:31:VAL:O 2:th:151:VAL:HG13 2.05 0.56
3:bl:68:LEU:HD21 3:bL:71:TYR:HB3 1.87 0.56
3:81:25:THR:HB 3:s1:43: THR:HG22 1.86 0.56
3:x1:25: THR:HB 3:x1:43: THR:HG22 1.86 0.56
3:z1:25:THR:HB 3:z1:43: THR:HG22 1.86 0.56
3:z:68:LEU:HD21 3:z:71:TYR:HB3 1.87 0.56
3:61:68:LEU:HD21 3:61:71: TYR:HB3 1.87 0.56
1:D:314:LYS:HG3 1:D:410: THR:CG2 2.35 0.56
1:E:311:LEU:C 1:E:311:LEU:HD23 2.30 0.56
1:N:242: THR:CG2 1:N:681:GLU:HG3 2.35 0.56
1:P:311:LEU:C 1:P:311:LEU:HD23 2.30 0.56
1::242:THR:CG2 1:¢:681:GLU:HG3 2.36 0.56
1:n:238:ARG:HH21 1:n:238:ARG:CG 2.14 0.56
1:n:242: THR:CG2 1:n:681:GLU:HG3 2.36 0.56
1:p:238:ARG:HH21 1:p:238:ARG:CG 2.14 0.56
1:q:311:LEU:HD23 1:q:311:LEU:C 2.30 0.56
1:5:242: THR:CG2 1:5:681:GLU:HG3 2.36 0.56
1:s:311:LEU:C 1:5:311:LEU:HD23 2.30 0.56
3:CL:25:THR:HB 3:Cl:43: THR:HG22 1.86 0.56
3:rl:25:THR:HB 3:r1:43: THR:HG22 1.86 0.56
3:t1:31:SER:CA 3:t1:128: THR:O 2.40 0.56
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3:41:31:SER:CA 3:41:128: THR:O 2.40 0.56
1:1L:311:LEU:HD23 1:1:311:LEU:C 2.30 0.56
1:S:311:LEU:C 1:S:311:LEU:HD23 2.30 0.56
1:k:242: THR:CG2 1:k:681:GLU:HG3 2.36 0.56
1:m:238:ARG:HH22 1:m:309:LYS:HG3 1.68 0.56
1:m:242: THR:CG2 1:m:681:GLU:HG3 2.36 0.56
1:q:242: THR:CG2 1:q:681:GLU:HG3 2.36 0.56
1:u:324:THR:OG1 2:uh:130: THR:CG2 2.54 0.56
1:y:314:LYS:HG3 1:y:410:THR:CG2 2.35 0.56
1:1:242: THR:CG2 1:1:681:GLU:HG3 2.36 0.56
1:5:242: THR:CG2 1:5:681:GLU:HG3 2.36 0.56
2:Dh:31:VAL:O 2:Dh:151:VAL:HG13 2.05 0.56
2:yh:31:VAL:O 2:yh:151:VAL:HG13 2.05 0.56
3:D1:25:-THR:HB 3:D1:43: THR:HG22 1.86 0.56
3:UL:25:THR:HB 3:Ul:43: THR:HG22 1.86 0.56
3:V1:25:THR:HB 3:V91:43: THR:HG22 1.86 0.56
3:h1:25:THR:HB 3:hl:43: THR:HG22 1.86 0.56
3:hl:68:LEU:HD21 3:hl:71:TYR:HB3 1.87 0.56
3:j1:25: THR:HB 3:j1:43: THR:HG22 1.86 0.56
3:kl:25:THR:HB 3:kl:43: THR:HG22 1.86 0.56
3:yl:25:THR:HB 3:yl:43: THR:HG22 1.86 0.56
1:F:242:THR:CG2 1:F:681:GLU:HG3 2.36 0.56
1:h:238:ARG:HH21 1:h:238:ARG:CG 2.14 0.56
1:1:314:LYS:HG3 1:1:410: THR:CG2 2.35 0.56
1:p:314:LYS:HG3 1:p:410: THR:CG2 2.35 0.56
1:t:314:LYS:HG3 1:t:410: THR:CG2 2.35 0.56
1:2:311:LEU:HD23 1:z:311:LEU:C 2.29 0.56
1:0:242: THR:CG2 1:0:681:GLU:HG3 2.35 0.56
3:KI1:31:SER:CA 3:K1:128: THR:O 2.40 0.56
3:V1:68:LEU:HD21 3:VI:71:TYR:HB3 1.87 0.56
3:Y1:83:ARG:HG2 3:Y1:98:SER:HB2 1.88 0.56
3:dl:25:THR:HB 3:dl:43: THR:HG22 1.86 0.56
3:1:25:THR:HB 3:41:43: THR:HG22 1.86 0.56
3::68:LEU:HD21 3:A4:71:TYR:HB3 1.87 0.56
3:1l:68:LEU:HD21 3:il:71:TYR:HB3 1.87 0.56
3:11:83:ARG:HG2 3:11:98:SER:HB2 1.88 0.56
3:81:68:LEU:HD21 3:sl:71:TYR:HB3 1.87 0.56
3:t1:68:LEU:HD21 3:t1:71:TYR:HB3 1.87 0.56
3:41:25: THR:HB 3:41:43: THR:HG22 1.86 0.56
1:B:311:LEU:HD23 1:B:311:LEU:C 2.30 0.56
1:H:242: THR:CG2 1:H:681:GLU:HG3 2.36 0.56
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1:K:242:THR:CG2 1:K:681:GLU:HG3 2.35 0.56
1:K:314:LYS:HG3 1:K:410: THR:CG2 2.35 0.56
1:a:242: THR:CG2 1:a:681:GLU:HG3 2.36 0.56
2:Nh:31:VAL:O 2:Nh:151:VAL:HG13 2.05 0.56
3:H1:83:ARG:HG2 3:HI1:98:SER:HB2 1.88 0.56
3:K1:25:THR:HB 3:Kl1:43: THR:HG22 1.86 0.56
3:NL:68:LEU:HD21 3:NI:71:TYR:HB3 1.87 0.56
3:UL:68:LEU:HD21 3:UL:71:TYR:HB3 1.87 0.56
3:cl:25: THR:HB 3:cl:43: THR:HG22 1.86 0.56
3:01:25:THR:HB 3:01:43: THR:HG22 1.86 0.56
3:21:68:LEU:HD21 3:21:71:TYR:HB3 1.87 0.56
3:21:83:ARG:HG2 3:21:98:SER:HB2 1.88 0.56
1:d:314:LYS:HG3 1:d:410: THR:CG2 2.35 0.56
1:e:314:LYS:HG3 1:¢:410: THR:CG2 2.35 0.56
1:w:242: THR:CG2 1:w:681:GLU:HG3 2.35 0.56
1:w:314:LYS:HG3 1:w:410: THR:CG2 2.35 0.56
1:x:324:THR:OG1 2:xh:130: THR:CG2 2.54 0.56
1:0:238:ARG:HH22 1:0:309:LYS:HG3 1.68 0.56
1:4:314:LYS:HG3 1:4:410: THR:CG2 2.35 0.56
1:5:314:LYS:HG3 1:5:410: THR:CG2 2.35 0.56
2:Fh:31:VAL:O 2:Fh:151:VAL:HG13 2.05 0.56
3:Bl:83:ARG:HG2 3:BL:98:SER:HB2 1.88 0.56
3:J1:68:LEU:HD21 3:JL:71:TYR:HB3 1.87 0.56
3:d1:68:LEU:HD21 3:dl:71:TYR:HB3 1.87 0.56
3:ml:25: THR:HB 3:ml:43: THR:HG22 1.86 0.56
3:wl:83:ARG:HG2 3:wl:98:SER:HB2 1.88 0.56
3:41:68:LEU:HD21 3:41:71:TYR:HB3 1.87 0.56
1:D:242: THR:CG2 1:D:681:GLU:HG3 2.36 0.55
1:G:321:LYS:O 1:G:672:GLN:HB2 2.07 0.55
1:L:242:THR:CG2 1:L:681:GLU:HG3 2.35 0.55
1:M:242: THR:CG2 1:M:681:GLU:HG3 2.36 0.55
1:0:321:LYS:O 1:0:672:GLN:HB2 2.07 0.55
1:R:242: THR:CG2 1:R:681:GLU:HG3 2.36 0.55
1:R:314:LYS:HG3 1:R:410: THR:CG2 2.35 0.55
1:S:242: THR:CG2 1:S:681:GLU:HG3 2.35 0.55
1:Y:242: THR:CG2 1:Y:681:GLU:HG3 2.36 0.55
1:1:242: THR:CG2 1:1:681:GLU:HG3 2.36 0.55
1:p:242: THR:CG2 1:p:681:GLU:HGS3 2.35 0.55
1:x:321:LYS:O 1:x:672:GLN:HB2 2.07 0.55
1:y:242:THR:CG2 1:y:681:GLU:HG3 2.36 0.55
1:2:242: THR:CG2 1:2:681:GLU:HG3 2.36 0.55
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1:7:242:THR:CG2 1:7:681:GLU:HG3 2.36 0.55
2:ih:31:VAL:O 2:ih:151:VAL:HG13 2.05 0.55
3:F1:68:LEU:HD21 3:F1:71:TYR:HB3 1.87 0.55
3:11:68:LEU:HD21 3:IL:71:TYR:HB3 1.87 0.55
3:MIL:83:ARG:HG2 3:M1:98:SER:HB2 1.88 0.55
3:11:31:SER:CA 3:il:128: THR:O 2.40 0.55
3:k1:83:ARG:HG2 3:kl:98:SER:HB2 1.88 0.55
3:11:68:LEU:HD21 3:1L:71:TYR:HB3 1.87 0.55
3:pl:83:ARG:HG2 3:pl:98:SER:HB2 1.88 0.55
3:ql:31:SER:CA 3:ql:128: THR:O 2.40 0.55
3:ul:31:SER:CA 3:ul:128: THR:O 2.40 0.55
3:z1:83:ARG:HG2 3:z1:98:SER:HB2 1.88 0.55
3:31:25: THR:HB 3:31:43: THR:HG22 1.86 0.55
1:C:321:LYS:O 1:C:672:GLN:HB2 2.07 0.55
1:L:314:LYS:HG3 1:L:410:THR:CG2 2.35 0.55
1:1:242: THR:CG2 1:1:681:GLU:HG3 2.36 0.55
1:0:314:LYS:HG3 1:0:410: THR:CG2 2.35 0.55
3:01:68:LEU:HD21 3:01:71:TYR:HB3 1.87 0.55
3:RI1:25:THR:HB 3:R1:43: THR:HG22 1.86 0.55
3:WI1:68:LEU:HD21 3:WIL.71:TYR:HB3 1.87 0.55
3:X1:68:LEU:HD21 3:X1:71:TYR:HB3 1.87 0.55
3:kl:68:LEU:HD21 3:kl:71:TYR:HB3 1.87 0.55
3:nl:25:THR:HB 3:nl:43: THR:HG22 1.86 0.55
3:11:83:ARG:HG2 3:11:98:SER:HB2 1.88 0.55
3:s1:83:ARG:HG2 3:s1:98:SER:HB2 1.88 0.55
3:51:68:LEU:HD21 3:51:71:TYR:HB3 1.87 0.55
1:1L:321:LYS:O 1:L:672:GLN:HB2 2.07 0.55
1:0:314:LYS:HG3 1:0:410: THR:CG2 2.35 0.55
1:Q:242: THR:CG2 1:Q:681:GLU:HG3 2.36 0.55
1:S:314:LYS:HG3 1:S:410: THR:CG2 2.35 0.55
1:S:321:LYS:O 1:S:672:GLN:HB2 2.07 0.55
1:g:242: THR:CG2 1:2:681:GLU:HG3 2.36 0.55
1:t:242: THR:CG2 1:t:681:GLU:HG3 2.36 0.55
2:th:31:VAL:O 2:th:151:VAL:HG13 2.05 0.55
3:D1:68:LEU:HD21 3:DI:71:TYR:HB3 1.87 0.55
3:Gl:68:LEU:HD21 3:GL:71:TYR:HB3 1.87 0.55
3:Ql:83:ARG:HG2 3:Ql:98:SER:HB2 1.88 0.55
3:RI1:31:SER:CA 3:RI1:128: THR:O 2.40 0.55
3:R1:68:LEU:HD21 3:RL:71:TYR:HB3 1.87 0.55
3:el:68:LEU:HD21 3:el:71:TYR:HB3 1.87 0.55
3:el:83:ARG:HG2 3:el:98:SER:HB2 1.88 0.55
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3:j1:83:ARG:HG2 3:j1:98:SER:HB2 1.88 0.55
3:ql:25:THR:HB 3:ql:43: THR:HG22 1.86 0.55
3:r1:68:LEU:HD21 3:rl:71:TYR:HB3 1.87 0.55
3:yl:68:LEU:HD21 3:yL:71:TYR:HB3 1.87 0.55
3:31:83:ARG:HG2 3:31:98:SER:HB2 1.88 0.55
3:51:83:ARG:HG2 3:51:98:SER:HB2 1.88 0.55
1:B:242:THR:CG2 1:B:681:GLU:HG3 2.36 0.55
1:U:321:LYS:O 1:U:672:GLN:HB2 2.07 0.55
1:d:321:LYS:O 1:d:672:GLN:HB2 2.07 0.55
1:j:321:LYS:O 1:j:672: GLN:HB2 2.07 0.55
1:m:314:LYS:HG3 1:m:410: THR:CG2 2.35 0.55
1:r:321:LYS:O 1:r:672:GLN:HB2 2.07 0.55
3:T1:83:ARG:HG2 3:T1:98:SER:HB2 1.89 0.55
3:Y1:68:LEU:HD21 3:Y1:71:TYR:HB3 1.87 0.55
3:cl:83:ARG:HG2 3:¢cl:98:SER:HB2 1.88 0.55
3:j1:68:LEU:HD21 3:jL7L'TYR:HB3 1.87 0.55
3:v:25: THR:HB 3:v1:43: THR:HG22 1.86 0.55
3:11:25: THR:HB 3:11:43: THR:HG22 1.86 0.55
3:51:31:SER:CA 3:51:128: THR:O 2.40 0.55
1:A:242: THR:CG2 1:A:681:GLU:HG3 2.36 0.55
1:F:321:LYS:O 1:F:672: GLN:HB2 2.07 0.55
1:G:314:LYS:HG3 1:G:410:THR:CG2 2.35 0.55
1:N:321:LYS:O 1:N:672:GLN:HB2 2.07 0.55
1:Q:238:ARG:HH21 1:Q:238:ARG:CG 2.14 0.55
1:T:242: THR:CG2 1:T:681:GLU:HG3 2.36 0.55
1:b:242: THR:CG2 1:b:681:GLU:HG3 2.36 0.55
1:h:321:LYS:O 1:h:672:GLN:HB2 2.07 0.55
1:1:321:LYS:O 1:1:672: GLN:HB2 2.07 0.55
1:2:242: THR:CG2 1:z:681:GLU:HG3 2.36 0.55
1:4:321:LYS:O 1:4:672: GLN:HB2 2.07 0.55
3:H1:68:LEU:HD21 3:HI:71:TYR:HB3 1.87 0.55
3:K1:68:LEU:HD21 3:K1:71:TYR:HB3 1.87 0.55
3:el:31:SER:CA 3:el:128: THR.:O 2.40 0.55
3:¢1:83: ARG:HG2 3:¢l:98:SER:HB2 1.88 0.55
3:01:25: THR:HB 3:0l:43: THR:HG22 1.86 0.55
3:ul:25:THR:HB 3:ul:43: THR:HG22 1.86 0.55
1:R:238:ARG:HG2 1:R:238:ARG:NH2 2.12 0.55
1:m:321:LYS:O 1:m:672: GLN:HB2 2.07 0.55
1:0:242: THR:CG2 1:0:681:GLU:HG3 2.36 0.55
1:p:324:THR:OG1 2:ph:130: THR:CG2 2.55 0.55
1:v:242:THR:CG2 1:v:681:GLU:HG3 2.36 0.55
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1:0:321:LYS:O 1:0:672:GLN:HB2 2.07 0.55
1:2:321:LYS:O 1:2:672:GLN:HB2 2.07 0.55
3:UL:83:ARG:HG2 3:Ul:98:SER:HB2 1.88 0.55
3:hl:83:ARG:HG2 3:hl:98:SER:HB2 1.88 0.55
3:nl:68:LEU:HD21 3ml:71:TYR:HB3 1.87 0.55
3:11:68:LEU:HD21 3:11:71:TYR:HB3 1.87 0.55
3:31:68:LEU:HD21 3:31:71:TYR:HB3 1.87 0.55
1:¢:314:LYS:HG3 1:¢:410: THR:CG2 2.35 0.55
1:p:321:LYS:O 1:p:672:GLN:HB2 2.07 0.55
1:q:321:LYS:O 1:q:672:GLN:HB2 2.07 0.55
1:u:321:LYS:O 1:u:672:GLN:HB2 2.07 0.55
1:w:321:LYS:O 1:w:672:GLN:HB2 2.07 0.55
1:w:324: THR:OG1 2:wh:130: THR:CG2 2.55 0.55
1:3:314:LYS:HG3 1:3:410: THR:CG2 2.35 0.55
1:7:321:LYS:O 1:7:672:GLN:HB2 2.07 0.55
3:al:83:ARG:HG2 3:al:98:SER:HB2 1.88 0.55
3:cl:68:LEU:HD21 3:cl:71: TYR:HB3 1.87 0.55
3:11:83:ARG:HG2 3:i1:98:SER:HB2 1.88 0.55
3:0l:83:ARG:HG2 3:01:98:SER:HB2 1.88 0.55
3:v1:83:ARG:HG2 3:vI:98:SER:HB2 1.88 0.55
1:C:324:THR:OG1 2:Ch:130:THR:CG2 2.55 0.55
1:a:321:LYS:O 1:a:672:GLN:HB2 2.07 0.55
1:6:321:LYS:O 1:6:672: GLN:HB2 2.07 0.55
2:1h:39:LEU:HD12 2:1h:39:LEU:N 2.22 0.55
2:th:39:LEU:HD12 2:th:39:LEU:N 2.22 0.55
2:vh:39:LEU:HD12 2:vh:39:LEU:N 2.22 0.55
3:ML:68:LEU:HD21 3:ML:71:TYR:HB3 1.87 0.55
3:PL:83:ARG:HG2 3:PL:98:SER:HB2 1.88 0.55
3:VI:83:ARG:HG2 3:V1:98:SER:HB2 1.88 0.55
3:dl:83:ARG:HG2 3:dl:98:SER:HB2 1.88 0.55
3:41:83:ARG:HG2 3:1:98:SER:HB2 1.88 0.55
3:t1:83:ARG:HG2 3:t1:98:SER:HB2 1.88 0.55
3:71:83:ARG:HG2 3:71:98:SER:HB2 1.88 0.55
1:E:321:LYS:O 1:E:672:GLN:HB2 2.07 0.55
1:J:321:LYS:O 1:J:672:GLN:HB2 2.07 0.55
1:M:238:ARG:HH21 1:M:238:ARG:CG 2.14 0.55
1:7:321:LYS:O 1:7:672:GLN:HB2 2.07 0.55
1:a:324:THR:OG1 2:ah:130: THR:CG2 2.55 0.55
1:d:324: THR:OG1 2:dh:130: THR:CG2 2.55 0.55
1::321:LYS:O 1:e:672:GLN:HB2 2.07 0.55
1:e:324:THR:OG1 2:¢h:130: THR:CG2 2.55 0.55
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Atom-1 Atom-2 distance (A) overlap (A)

1:k:321:LYS:O 1:k:672:GLN:HB2 2.07 0.55
1:5:321:LYS:O 1:5:672:GLN:HB2 2.07 0.55
1:2:321:LYS:O 1:2z:672:GLN:HB2 2.07 0.55
1:4:324: THR:OG1 2:4h:130: THR:CG2 2.55 0.55
1:5:321:LYS:0O 1:5:672:GLN:HB2 2.07 0.55
1:7:324: THR:OG1 2:7h:130: THR:CG2 2.55 0.55
2:1h:39:LEU:HD12 2:Th:39:LEU:N 2.22 0.55
2:Vh:39:LEU:HD12 2:Vh:39:LEU:N 2.22 0.55
2:Wh:39:LEU:N 2:Wh:39:LEU:HD12 2.22 0.55
2:¢h:39:LEU:N 2:¢h:39:LEU:HD12 2.22 0.55
2:0h:39:LEU:HD12 2:0h:39:LEU:N 2.22 0.55
2:5h:39:LEU:HD12 2:5h:39:LEU:N 2.22 0.55
3:El:83:ARG:HG2 3:E1:98:SER:HB2 1.88 0.55
3:ml:83:ARG:HG2 3:ml:98:SER:HB2 1.88 0.55
3:nl:83:ARG:HG2 3:nl:98:SER:HB2 1.89 0.55
3:11:83:ARG:HG2 3:11:98:SER:HB2 1.89 0.55
3:41:83:ARG:HG2 3:41:98:SER:HB2 1.88 0.55
1:1:324:THR:OG1 2:1h:130: THR:CG2 2.55 0.55
1:P:321:LYS:O 1:P:672: GLN:HB2 2.07 0.55
1:U:324: THR:OG1 2:Uh:130:THR:CG2 2.55 0.55
1:W:324: THR:0G1 2:Wh:130: THR:CG2 2.55 0.55
1:X:321:LYS:O 1:X:672:GLN:HB2 2.07 0.55
1:b:321:LYS:O 1:b:672:GLN:HB2 2.07 0.55
1:h:324: THR:OG1 2:hh:130: THR:CG2 2.55 0.55
1:k:324:THR:OG1 2:kh:130: THR:CG2 2.55 0.55
1:0:321:LYS:0O 1:0:672:GLN:HB2 2.07 0.55
1:5:324:THR:0G1 2:sh:130: THR:CG2 2.55 0.55
1:v:321:LYS:O 1:v:672:GLN:HB2 2.07 0.55
1:5:324:THR:0G1 2:5h:130: THR:CG2 2.55 0.55
2:Bh:39:LEU:N 2:Bh:39:LEU:HD12 2.22 0.55
2:Ch:39:LEU:HD12 2:Ch:39:LEU:N 2.22 0.55
2:th:39:LEU:HD12 2:th:39:LEU:N 2.22 0.55
2:xh:39:LEU:N 2:xh:39:LEU:HD12 2.22 0.55
3:F1:83:ARG:HG2 3:F1:98:SER:HB2 1.88 0.55
3:L1:83:ARG:HG2 3:L1:98:SER:HB2 1.88 0.55
3:QL:68:LEU:HD21 3:QL:71:'TYR:HB3 1.87 0.55
3:WI1:83:ARG:HG2 3:WI1:98:SER:HB2 1.88 0.55
3:01:83:ARG:HG2 3:01:98:SER:HB2 1.88 0.55
1:A:321:LYS:O 1:A:672:GLN:HB2 2.07 0.54
1:B:321:LYS:O 1:B:672:GLN:HB2 2.07 0.54
1:E:314:LYS:HG3 1:E:410: THR:CG2 2.35 0.54
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Atom-1 Atom-2 distance (A) overlap (A)

1:1:321:LYS:O 1:1:672: GLN:HB2 2.07 0.54
1:K:238:ARG:HG2 1:K:238:ARG:NH2 2.12 0.54
1:P:324: THR:OG1 2:Ph:130: THR:CG2 2.55 0.54
1:Q:321:LYS:O 1:Q:672:GLN:HB2 2.07 0.54
1:U:314:LYS:HG3 1:U:410: THR:CG2 2.35 0.54
1:V:321:LYS:O 1:V:672: GLN:HB2 2.07 0.54
1:W:238:ARG:HH21 1:W:238:ARG:CG 2.14 0.54
1:1:324:THR:OG1 2:1h:130: THR:CG2 2.56 0.54
1:q:324: THR:0G1 2:qh:130:THR:CG2 2.55 0.54
1:2:314:LYS:HG3 1:2:410: THR:CG2 2.35 0.54
1:2:324: THR:OG1 2:2h:130: THR:CG2 2.56 0.54
2:Ah:39:LEU:HD12 2:Ah:39:LEU:N 2.22 0.54
2:Fh:39:LEU:HD12 2:Fh:39:LEU:N 2.22 0.54
2:Jh:39:LEU:N 2:Jh:39:LEU:HD12 2.22 0.54
2:Nh:39:LEU:HD12 2:Nh:39:LEU:N 2.22 0.54
2:Uh:39:LEU:N 2:Uh:39:LEU:HD12 2.22 0.54
2:Xh:39:LEU:HD12 2:Xh:39:LEU:N 2.22 0.54
2:Zh:39:LEU:N 2:7h:39:LEU:HD12 2.22 0.54
2:bh:39:LEU:N 2:bh:39:LEU:HD12 2.22 0.54
2:hh:39:LEU:N 2:hh:39:LEU:HD12 2.22 0.54
2:zh:39:LEU:N 2:zh:39:LEU:HD12 2.22 0.54
2:6h:39:LEU:HD12 2:6h:39:LEU:N 2.22 0.54
3:Gl:83:ARG:HG2 3:Gl:98:SER:HB2 1.88 0.54
3:11:83:ARG:HG2 3:11:98:SER:HB2 1.88 0.54
3:NI1:83:ARG:HG2 3:N1:98:SER:HB2 1.88 0.54
3:S1:83:ARG:HG2 3:S51:98:SER:HB2 1.88 0.54
1:B:314:LYS:HG3 1:B:410: THR:CG2 2.35 0.54
1:E:324: THR:0G1 2:Eh:130: THR:CG2 2.55 0.54
1:K:321:LYS:O 1:K:672:GLN:HB2 2.07 0.54
1:M:321:LYS:O 1:M:672:GLN:HB2 2.07 0.54
1:W:321:LYS:O 1:W:672: GLN:HB2 2.07 0.54
1:n:321:LYS:O 1:n:672:GLN:HB2 2.07 0.54
2:Hh:39:LEU:HD12 2:Hh:39:LEU:N 2.22 0.54
2:wh:39:LEU.HD12 2:wh:39:LEU:N 2.22 0.54
2:1h:39:LEU:HD12 2:1h:39:LEU:N 2.22 0.54
2:4h:39:LEU:N 2:4h:39:LEU:HD12 2.22 0.54
3:01:83:ARG:HG2 3:01:98:SER:HB2 1.88 0.54
1:P:314:LYS:HG3 1:P:410: THR:CG2 2.35 0.54
1:Y:314:LYS:HG3 1:Y:410: THR:CG2 2.35 0.54
1:Y:321:LYS:O 1:Y:672: GLN:HB2 2.07 0.54
1:1:321:LYS:O 1:1:672:GLN:HB2 2.07 0.54
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Atom-1 Atom-2 distance (A) overlap (A)
1:3:321:LYS:O 1:3:672:GLN:HB2 2.07 0.54
1:6:324: THR:0G1 2:6h:130: THR:CG2 2.55 0.54
2:Gh:39:LEU:N 2:Gh:39:LEU:HD12 2.22 0.54
2:0h:39:LEU:N 2:0h:39:LEU:HD12 2.22 0.54
2:Th:39:LEU:HD12 2:Th:39:LEU:N 2.22 0.54
2:Yh:39:LEU:HD12 2:Yh:39:LEU:N 2.22 0.54
2:dh:39:LEU:HD12 2:dh:39:LEU:N 2.22 0.54
2:dh:106:VAL:CG2 2:dh:110:ASP:CG 2.81 0.54
2:¢h:39:LEU:HD12 2:gh:39:LEU:N 2.22 0.54
2:nh:39:LEU:HD12 2:nh:39:LEU:N 2.22 0.54
2:ph:39:LEU:N 2:ph:39:LEU:HD12 2.22 0.54
2:4h:106:VAL:CG2 2:4h:110:ASP:CG 2.81 0.54
3:Ul:31:SER:CA 3:Ul:1128: THR:O 2.40 0.54
3:bl:83:ARG:HG2 3:b1:98:SER:HB2 1.88 0.54
1:H:314:LYS:HG3 1:H:410: THR:CG2 2.35 0.54
1:Q:324:THR:OG1 2:Qh:130: THR:CG2 2.55 0.54
1:R:321:LYS:O 1:R:672:GLN:HB2 2.07 0.54
1:7:324:THR:OG1 2:Zh:130: THR:CG2 2.55 0.54
1:¢:321:LYS:O 1:¢:672:GLN:HB2 2.07 0.54
1:£:321:LYS:O 1:£:672: GLN:HB2 2.07 0.54
1:h:314:LYS:HG3 1:h:410: THR:CG2 2.35 0.54
1:y:321:LYS:O 1:y:672:GLN:HB2 2.07 0.54
3:ql:83: ARG:HG2 3:ql:98:SER:HB2 1.88 0.54
1:D:321:LYS:O 1:D:672: GLN:HB2 2.07 0.54
1:H:321:LYS:O 1:H:672: GLN:HB2 2.07 0.54
1:1:238:ARG:HH21 1:1:238:ARG:CG 2.14 0.54
1:M:324:THR:0G1 2:Mh:130: THR:CG2 2.55 0.54
1:Q:314:LYS:HG3 1:Q:410: THR:CG2 2.35 0.54
2:Mh:39:LEU:N 2:Mh:39:LEU:HD12 2.22 0.54
3:D1:83:ARG:HG2 3:DI1:98:SER:HB2 1.88 0.54
3:71:83:ARG:HG2 3:71:98:SER:HB2 1.88 0.54
3:ql:68:LEU:HD21 3:ql:71:TYR:HB3 1.87 0.54
3:ul:83:ARG:HG2 3:ul:98:SER:HB2 1.88 0.54
3:x1:83:ARG:HG2 3:x1:98:SER:HB2 1.88 0.54
3:y1:83:ARG:HG2 3:y1:98:SER:HB2 1.89 0.54
1:M:314:LYS:HG3 1:M:410:THR:CG2 2.35 0.54
1:b:314:LYS:HG3 1:b:410: THR:CG2 2.35 0.54
2:Qh:39:LEU:HD12 2:Qh:39:LEU:N 2.22 0.54
2:ah:39:LEU:HD12 2:ah:39:LEU:N 2.22 0.54
2:3h:39:LEU:HD12 2:3h:39:LEU:N 2.22 0.54
3:Al:83:ARG:HG2 3:Al:98:SER:HB2 1.88 0.54
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Atom-1 Atom-2 distance (A) overlap (A)
3:C1:83:ARG:HG2 3:Cl1:98:SER:HB2 1.88 0.54
3:K1:83:ARG:HG2 3:K1:98:SER:HB2 1.88 0.54
3:ul:68:LEU:HD21 3:ul:71:TYR:HB3 1.87 0.54
1:D:548:GLU:OE1 1:D:548:GLU:HA 2.08 0.54
1:E:548:GLU:QOE1 1:E:548:GLU:HA 2.08 0.54
1:F:324:THR:0G1 2:Fh:130: THR:CG2 2.55 0.54
1:K:548:GLU:OFE1 1:K:548:GLU:HA 2.08 0.54
1:M:548:GLU:OE1 1:M:548:GLU:HA 2.08 0.54
1:N:324:THR:OG1 2:Nh:130: THR:CG2 2.55 0.54
1:Q:548:GLU:HA 1:Q:548:GLU:OFE1 2.08 0.54
1:R:548:GLU:OE1 1:R:548:GLU:HA 2.08 0.54
1:V:324:THR:OG1 2:Vh:130: THR:CG2 2.55 0.54
1:¢:548:GLU:OE1 1:¢:548:GLU:HA 2.08 0.54
1:1:321:LYS:O 1:1:672:GLN:HB2 2.07 0.54
1:k:548:GLU:OE1 1:k:548:GLU:HA 2.08 0.54
1:1:548:GLU:HA 1:1:548:GLU:OE1 2.08 0.54
1:n:548:GLU:OE1 1:n:548:GLU:HA 2.08 0.54
1:5:548:GLU:OE1 1:5:548:GLU:HA 2.08 0.54
1:1:548:GLU:OE1 1:1:548:GLU:HA 2.08 0.54
1:2:548:GLU:OE1 1:2:548:GLU:HA 2.08 0.54
1:3:548:GLU:OFE1 1:3:548:GLU:HA 2.08 0.54
2:ch:39:LEU:HD12 2:ch:39:LEU:N 2.22 0.54
2:7h:39:LEU:N 2:7h:39:LEU:HD12 2.22 0.54
3:J1:83:ARG:HG2 3:J1:98:SER:HB2 1.89 0.54
3:01:31:SER:CA 3:01:128:THR:O 2.40 0.54
3:61:83:ARG:HG2 3:61:98:SER:HB2 1.88 0.54
1:A:314:LYS:HG3 1:A:410: THR:CG2 2.35 0.54
1:T:321:LYS:O 1:T:672: GLN:HB2 2.07 0.54
1:1:324:THR:OG1 2:1h:130: THR:CG2 2.55 0.54
1:t:321:LYS:O 1:t:672:GLN:HB2 2.07 0.54
1:y:548:GLU:OE1 1:y:548:GLU:HA 2.08 0.54
2:Vh:106:VAL:CG2 2:Vh:110:ASP:CG 2.81 0.54
2:th:106:VAL:CG2 2:th:110:ASP:CG 2.81 0.54
2:kh:39:LEU:HD12 2:kh:39:LEU:N 2.22 0.54
3:R1:83:ARG:HG2 3:R1:98:SER:HB2 1.88 0.54
3:X1:83:ARG:HG2 3:X1:98:SER:HB2 1.89 0.54
3:71:31:SER:CA 3:7Z1:128:THR.:O 2.40 0.54
3:cl:31:SER:CA 3:cl:128: THR.:O 2.40 0.54
3:hl:31:SER:CA 3:hl:128: THR:O 2.40 0.54
1:B:548:GLU:OFE1 1:B:548:GLU:HA 2.08 0.54
1:C:548:GLU:OFE1 1:C:548:GLU:HA 2.08 0.54
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1:D:324: THR:0G1 2:Dh:130: THR:CG2 2.55 0.54
1:P:548:GLU:OE1 1:P:548:GLU:HA 2.08 0.54
1:1:324:THR:0G1 2:th:130: THR:CG2 2.55 0.54
1:2:321:LYS:O 1:g:672:GLN:HB2 2.07 0.54
1:j:324:THR:OG1 2:jh:130: THR:CG2 2.55 0.54
1:j:548:GLU:OE1 1:j:548:GLU:HA 2.08 0.54
1:q:548:GLU:OE1 1:q:548:GLU:HA 2.08 0.54
1:1:548:GLU:OE1 1:1:548:GLU:HA 2.08 0.54
2:Rh:39:LEU:N 2:Rh:39:LEU:HD12 2.22 0.54
2:sh:39:LEU:HD12 2:sh:39:LEU:N 2.22 0.54
1:F:548:GLU:HA 1:F:548:GLU:OE1 2.08 0.54
1:L:548:GLU:OE1 1:L:548:GLU:HA 2.08 0.54
1:N:548:GLU:HA 1:N:548:GLU:OFE1 2.08 0.54
1:S:548:GLU:OE1 1:S:548:GLU:HA 2.08 0.54
1:V:314:LYS:HG3 1:V:410: THR:CG2 2.35 0.54
1:1:238:ARG:HH21 1:1:238:ARG:CG 2.14 0.54
1:v:324:THR:OG1 2:vh:130: THR:CG2 2.55 0.54
1:x:238:ARG:HH21 1:x:238:ARG:CG 2.14 0.54
1:x:548:GLU:OE1 1:x:548:GLU:HA 2.08 0.54
1:2:548:GLU:OE1 1:2:548:GLU:HA 2.08 0.54
2:1h:39:LEU:HD12 2:1h:39:LEU:N 2.22 0.54
2:2h:39:LEU:N 2:2h:39:LEU:HD12 2.22 0.54
3:Gl:31:SER:CA 3:G1:128:THR:O 2.40 0.54
1:1:314:LYS:HG3 1:1:410: THR:CG2 2.35 0.53
1:v:548:GLU:OE1 1:v:548:GLU:HA 2.08 0.53
1:y:324: THR:0G1 2:yh:130: THR:CG2 2.55 0.53
1:1:314:LYS:HG3 1:1:410: THR:CG2 2.35 0.53
1:5:548:GLU:OE1 1:5:548:GLU:HA 2.08 0.53
2:Dh:39:LEU:HD12 2:Dh:39:LEU:N 2.22 0.53
2:Kh:39:LEU:HD12 2:Kh:39:LEU:N 2.22 0.53
2:qh:39:LEU:HD12 2:qh:39:LEU:N 2.22 0.53
2:uh:39:LEU:N 2:uh:39:LEU:HD12 2.22 0.53
3:TL:26:GLN:CG 3:TL:27:PRO:HD2 2.39 0.53
3:71:26:GLN:CG 3:71:27:PRO:HD2 2.39 0.53
3:¢1:26:GLN:CG 3:gl:27:PRO:HD2 2.39 0.53
1:J:314:LYS:HG3 1:J:410: THR:CG2 2.35 0.53
1:Y:548:GLU:HA 1:Y:548:GLU:OE1 2.08 0.53
1:e:548:GLU:OE1 1:e:548:GLU:HA 2.08 0.53
1:n:314:LYS:HG3 1:n:410: THR:CG2 2.35 0.53
1:0:548:GLU:OE1 1:0:548:GLU:HA 2.08 0.53
1:u:548:GLU:OE1 1:u:548:GLU:HA 2.08 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
1:4:548:GLU:OFE1 1:4:548:GLU:HA 2.08 0.53
3:Gl:26:GLN:CG 3:GL:27:PRO:HD2 2.39 0.53
3:01:26:GLN:CG 3:01:27:PRO:HD2 2.39 0.53
3:Y1:31:SER:CA 3:Y1:128: THR:O 2.40 0.53
3:el:26:GLN:CG 3:el:27:PRO:HD2 2.39 0.53
3:kl:26:GLN:CG 3:kl:27:PRO:HD2 2.39 0.53
3:81:26:GLN:CG 3:s1:27:PRO:HD2 2.39 0.53
3:31:31:SER:CA 3:31:128: THR:O 2.40 0.53
3:61:26:GLN:CG 3:61:27:PRO:HD2 2.39 0.53
3:61:31:SER:CA 3:61:128:THR:O 2.40 0.53
1:C:238:ARG:HH21 1:C:238:ARG:CG 2.14 0.53
1:H:548:GLU:OE1 1:H:548:GLU:HA 2.08 0.53
1:K:324:THR:OG1 2:Kh:130: THR:CG2 2.55 0.53
1:0:548:GLU:OE1 1:0:548:GLU:HA 2.08 0.53
1:X:548:GLU:OFE1 1:X:548:GLU:HA 2.08 0.53
1:d:548:GLU:HA 1:d:548:GLU:OE1 2.08 0.53
1:2:238:ARG:HH21 1:g:238:ARG:CG 2.14 0.53
1:m:324:THR:0G1 2:mh:130: THR:CG2 2.55 0.53
1:t:548:GLU:HA 1:t:548:GLU:OE1 2.08 0.53
1:2:324: THR:0G1 2:zh:130: THR:CG2 2.55 0.53
1:3:238:ARG:HG2 1:3:238:ARG:NH2 2.12 0.53
1:6:548:GLU:HA 1:6:548:GLU:OE1 2.08 0.53
2:vh:39:LEU:HD12 2:vh:39:LEU:N 2.22 0.53
3:X1:26:GLN:CG 3:X1:27:PRO:HD2 2.39 0.53
3:il:26:GLN:CG 3:i:27:PRO:HD2 2.39 0.53
3:pl:26:GLN:CG 3:pl:27:PRO:HD2 2.39 0.53
3:t1:26:GLN:CG 3:t1:27:PRO:HD2 2.39 0.53
3:wl:26:GLN:CG 3:wl:27:PRO:HD2 2.39 0.53
3:y1:26:GLN:CG 3:y1:27:PRO:HD2 2.39 0.53
3:51:26:GLN:CG 3:51:27:PRO:HD2 2.39 0.53
1:B:324: THR:OG1 2:Bh:130: THR:CG2 2.55 0.53
1:G:548:GLU:OE1 1:G:548:GLU:HA 2.08 0.53
1:J:548:GLU:OE1 1:J:548:GLU:HA 2.08 0.53
1:R:324:THR:0OG1 2:Rh:130: THR:CG2 2.55 0.53
1:T:238:ARG:HH21 1:T:238:ARG:CG 2.14 0.53
1:X:314:LYS:HG3 1:X:410: THR:CG2 2.35 0.53
1:7:548:GLU:OE1 1:7:548:GLU:HA 2.08 0.53
1:1:548:GLU:HA 1:1:548:GLU:OE1 2.08 0.53
1:0:324:THR:OG1 2:0h:130: THR:CG2 2.55 0.53
1:2:238:ARG:HH21 1:2:238:ARG:CG 2.14 0.53
2:Lh:39:LEU:HD12 2:Lh:39:LEU:N 2.22 0.53
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2:Ph:106:VAL:CG2 2:Ph:110:ASP:CG 2.81 0.53
3:Bl:26:GLN:CG 3:B1:27:PRO:HD2 2.39 0.53
3:D1:26:GLN:CG 3:DI1:27:PRO:HD2 2.39 0.53
3:F1:26:GLN:CG 3:F1:27:PRO:HD2 2.39 0.53
3:J1:26:GLN:CG 3:J1:27:PRO:HD2 2.39 0.53
3:K1:26:GLN:CG 3:K1:27:PRO:HD2 2.39 0.53
3:N1:26:GLN:CG 3:N1:27:PRO:HD2 2.39 0.53
3:R1:26:GLN:CG 3:R1:27:PRO:HD2 2.39 0.53
3:Ul:26:GLN:CG 3:UL:27:PRO:HD2 2.39 0.53
3:hl:26:GLN:CG 3:hl:27:PRO:HD2 2.39 0.53
3:11:26:GLN:CG 3:11:27:PRO:HD2 2.39 0.53
3:21:26:GLN:CG 3:21:27:PRO:HD2 2.39 0.53
3:71:26:GLN:CG 3:71:27:PRO:HD2 2.39 0.53
1:C:314:LYS:HG3 1:C:410: THR:CG2 2.35 0.53
1:P:710:VAL:O 1:P:713:THR:0OG1 2.27 0.53
2:Eh:106:VAL:CG2 2:Eh:110:ASP:CG 2.81 0.53
3:CL:26:GLN:CG 3:CL:27:PRO:HD2 2.39 0.53
3:al:26:GLN:CG 3:al:27:PRO:HD2 2.39 0.53
3:j1:26:GLN:CG 3:j1:27:PRO:HD2 2.39 0.53
3:11:26:GLN:CG 3:rl:27:PRO:HD2 2.39 0.53
3:x1:26:GLN:CG 3:x1:27:PRO:HD2 2.39 0.53
3:21:26:GLN:CG 3:z1:27:PRO:HD2 2.39 0.53
1:E:710:VAL:O 1:E:713: THR:OG1 2.27 0.53
1:7:710:VAL:O 1:Z:713:THR:OG1 2.27 0.53
1:a:548:GLU:HA 1:a:548:GLU:OFE1 2.08 0.53
1:x:314:LYS:HG3 1:x:410: THR:CG2 2.35 0.53
1:6:710:VAL:O 1:6:713: THR:OG1 2.27 0.53
2:Eh:39:LEU:N 2:Eh:39:LEU:HD12 2.22 0.53
2:Sh:39:LEU:HD12 2:Sh:39:LEU:N 2.22 0.53
2:jh:39:LEU:N 2:jh:39:LEU:HD12 2.22 0.53
3:11:26:GLN:CG 3:11:27:PRO:HD2 2.39 0.53
3:Y1:26:GLN:CG 3:Y1:27:PRO:HD2 2.39 0.53
3:bl:26:GLN:CG 3:bl:27:PRO:HD2 2.39 0.53
3:v1:26:GLN:CG 3:v1:27:PRO:HD2 2.39 0.53
1:T:324:THR:OG1 2:Th:130: THR:CG2 2.55 0.53
1:¢:238:ARG:HG2 1:¢:238:ARG:NH2 2.12 0.53
1:0:324: THR:OG1 2:0h:130: THR:CG2 2.56 0.53
2:kh:106:VAL:CG2 2:kh:110:ASP:CG 2.81 0.53
2:mh:39:LEU:N 2:mh:39:LEU:HD12 2.22 0.53
2:vh:39:LEU:N 2:vh:39:LEU:HD12 2.22 0.53
2:sh:106:VAL:CG2 2:sh:110:ASP:CG 2.81 0.53
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3:Al:26:GLN:CG 3:Al:27:PRO:HD2 2.39 0.53
3:HI:31:SER:CA 3:H1:128: THR:O 2.40 0.53
3:N1:30:GLU:HB3 3:NI1:38:ILE:HD11 1.91 0.53
3:01:26:GLN:CG 3:01:27:PRO:HD2 2.39 0.53
3:31:26:GLN:CG 3:31:27:PRO:HD2 2.39 0.53
1:U:548:GLU:OE1 1:U:548:GLU:HA 2.08 0.53
1:b:324: THR:OG1 2:bh:130: THR:CG2 2.55 0.53
1:g:548:GLU:OE1 1:g:548:GLU:HA 2.08 0.53
1:0:548:GLU:OE1 1:0:548:GLU:HA 2.08 0.53
1:7:548:GLU:OE1 1:7:548:GLU:HA 2.08 0.53
2:Ph:39:LEU:HD12 2:Ph:39:LEU:N 2.22 0.53
2:0h:39:LEU:HD12 2:0h:39:LEU:N 2.22 0.53
3:El:26:GLN:CG 3:E1:27:PRO:HD2 2.39 0.53
3:F1:30:GLU:HB3 3:F1:38:ILE:HD11 1.91 0.53
3:HI:26:GLN:CG 3:HI1:27:PRO:HD2 2.39 0.53
3:P1:26:GLN:CG 3:P1:27:PRO:HD2 2.39 0.53
3:WI1:26:GLN:CG 3:W1:27:PRO:HD?2 2.39 0.53
3:cl:26:GLN:CG 3:cl:27:PRO:HD2 2.39 0.53
1:2:324: THR:OG1 2:¢h:130: THR:CG2 2.55 0.53
1:h:548:GLU:OE1 1:h:548:GLU:HA 2.08 0.53
1:m:548:GLU:OE1 1:m:548:GLU:HA 2.08 0.53
1:q:314:LYS:HGS3 1:q:410: THR:CG2 2.35 0.53
3:A1:30:GLU:HB3 3:Al:38:ILE:HD11 1.91 0.53
3:V1:30:GLU:HB3 3:VI:38:ILE:HD11 1.91 0.53
3:bl:30:GLU:HB3 3:bl:38:ILE:HD11 1.91 0.53
3:11:31:SER:CA 3:11:128: THR:O 2.40 0.53
3:ml:26:GLN:CG 3:ml:27:PRO:HD2 2.39 0.53
1:T:548:GLU:OE1 1:T:548:GLU:HA 2.08 0.53
1:V:548:GLU:OE1 1:V:548:GLU:HA 2.08 0.53
1:W:548:GLU:OE1 1:W:548:GLU:HA 2.08 0.53
1:b:548:GLU:OE1 1:b:548:GLU:HA 2.08 0.53
1:£:548:GLU:OE1 1:1:548:GLU:HA 2.08 0.53
2:Bh:106:VAL:CG2 2:Bh:110:ASP:CG 2.81 0.53
2:Dh:106:VAL:CG2 2:Dh:110:ASP:CG 2.81 0.53
2:zh:106:VAL:CG2 2:zh:110:ASP:CG 2.81 0.53
3:D1:30:GLU:HB3 3:DI1:38:ILE:HD11 1.91 0.53
3:E1:30:GLU:HB3 3:El:38:ILE:HD11 1.91 0.53
3:M1:26:GLN:CG 3:M1:27:PRO:HD2 2.39 0.53
3:P1:30:GLU:HB3 3:PL:38:ILE:HD11 1.91 0.53
3:Ql:26:GLN:CG 3:QL:27:PRO:HD2 2.39 0.53
3:51:26:GLN:CG 3:S1:27:PRO:HD2 2.39 0.53
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3:¢l:30:GLU:HB3 3:cl:38:ILE:HD11 1.91 0.53
3:11:30: GLU:HB3 3:41:38:ILE:HD11 1.91 0.53
3:ul:26:GLN:CG 3:ul:27:PRO:HD2 2.39 0.53
3:y1:30:GLU:HB3 3:yl:38:ILE:HD11 1.91 0.53
3:01:126:LYS:NZ 3:01:126:LYS:HB3 2.24 0.53
3:31:30:GLU:HB3 3:31:38:ILE:HD11 1.91 0.53
1:A:548:GLU:HA 1:A:548:GLU:OE1 2.08 0.52
1:t:324: THR:OG1 2:th:130: THR:CG2 2.55 0.52
1:u:314:LYS:HG3 1:u:410: THR:CG2 2.35 0.52
2:Hh:53:TYR:HE1 2:Hh:120:VAL:HG22 1.75 0.52
2:Lh:53:TYR:HE1 2:Lh:120:VAL:HG22 1.75 0.52
2:Sh:53: TYR:HE1 2:Sh:120:VAL:HG22 1.75 0.52
2:Th:106:VAL:CG2 2:Th:110:ASP:CG 2.81 0.52
2:Yh:53:TYR:HE1 2:Yh:120:VAL:HG22 1.75 0.52
2:gh:106:VAL:CG2 2:¢h:110:ASP:CG 2.81 0.52
2:yh:106:VAL:CG2 2:yh:110:ASP:CG 2.81 0.52
2:1h:53:TYR:HE1 2:1h:120:VAL:HG22 1.75 0.52
3:K1:46:SER:HB3 3:K1:91:ASN:HD21 1.75 0.52
3:L1:26:GLN:CG 3:L1:27:PRO:HD2 2.39 0.52
3:1:26:GLN:CG 3:1:27:PRO:HD2 2.39 0.52
3:hl:30:GLU:HB3 3:hl:38:ILE:HD11 1.91 0.52
3:ml:126:LYS:NZ 3:ml:126:LYS:HB3 2.25 0.52
3:01:46:SER:HB3 3:01:91:ASN:HD21 1.74 0.52
3:pl:30:GLU:HB3 3:pl:38:ILE:HD11 1.91 0.52
3:pl:46:SER:HB3 3:pl:91:ASN:HD21 1.75 0.52
3:wl:30:GLU:HB3 3:wl:38:ILE:HD11 1.91 0.52
3:x1:30:GLU:HB3 3:x1:38:ILE:HD11 1.91 0.52
3:2z1:126:LYS:HB3 3:21:126:LYS:NZ 2.24 0.52
1:1:548: GLU:HA 1:1:548:GLU:OE1 2.08 0.52
1:Y:324: THR:OG1 2:Yh:130:THR:CG2 2.56 0.52
1:1:324: THR:OG1 2:1h:130: THR:CG2 2.55 0.52
1:r:314:LYS:HG3 1:r:410: THR:CG2 2.35 0.52
2:Wh:53:TYR:HE1 2:Wh:120:VAL:HG22 1.75 0.52
2:1h:53:TYR:HE1 2:1h:120:VAL:HG22 1.75 0.52
2:nh:53: TYR:HE1 2:1nh:120:VAL:HG22 1.75 0.52
2:vh:53:TYR:HE1 2:vh:120:VAL:HG22 1.75 0.52
3:Bl:126:LYS:NZ 3:Bl:126:LYS:HB3 2.25 0.52
3:CL:30:GLU:HB3 3:CL:38:ILE:HD11 1.91 0.52
3:HI1:126:LYS:NZ 3:H1:126:LYS:HB3 2.25 0.52
3:K1:126:LYS:NZ 3:K1:126:LYS:HB3 2.25 0.52
3:UL:30:GLU:HB3 3:UL:38:ILE:HD11 1.91 0.52
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3:V1:26:GLN:CG 3:V1:27:PRO:HD2 2.39 0.52
3:W1:126:LYS:HB3 3:WI:126:LYS:NZ 2.24 0.52
3:bl:126:LYS:NZ 3:bl:126:LYS:HB3 2.24 0.52
3:dl:26:GLN:CG 3:dl:27:PRO:HD2 2.39 0.52
3:el:46:SER:HB3 3:el:91:ASN:HD21 1.75 0.52
3:kl:126:LYS:NZ 3:kl:126:LYS:HB3 2.25 0.52
3:nl:30:GLU:HBS3 3:nl:38:ILE:HD11 1.91 0.52
3:ql:26:GLN:CG 3:ql:27:PRO:HD2 2.39 0.52
3:ql:46:SER:HB3 3:ql:91:ASN:HD21 1.74 0.52
3:s81:126:LYS:NZ 3:s1:126:LYS:HB3 2.25 0.52
3:ul:30:GLU:HB3 3:ul:38:ILE:HD11 1.91 0.52
3:wl:46:SER:HB3 3:wl:91:ASN:HD21 1.75 0.52
3:01:26:GLN:CG 3:01:27:PRO:HD2 2.39 0.52
1:H:324: THR:O0G1 2:Hh:130: THR:CG2 2.55 0.52
1:N:314:LYS:HG3 1:N:410: THR:CG2 2.35 0.52
1:X:324:THR:OG1 2:Xh:130: THR:CG2 2.55 0.52
2:Th:53:TYR:HE1 2:1h:120:VAL:HG22 1.75 0.52
2:Rh:53:TYR:HE1 2:Rh:120:VAL:HG22 1.75 0.52
2:ah:106:VAL:CG2 2:ah:110:ASP:CG 2.81 0.52
2:0h:53: TYR:HE1 2:0h:120: VAL:HG22 1.75 0.52
2:2h:53:TYR:HE1 2:2h:120:VAL:HG22 1.75 0.52
2:7h:106:VAL:CG2 2:7h:110:ASP:CG 2.81 0.52
3:A1:126:LYS:HB3 3:Al:126:LYS:NZ 2.25 0.52
3:F1:126:LYS:NZ 3:F1:126:LYS:HB3 2.25 0.52
3:M1:46:SER:HB3 3:MI1:91:ASN:HD21 1.74 0.52
3:NI1:126:LYS:NZ 3:N1:126:LYS:HB3 2.25 0.52
3:RI1:46:SER:HB3 3:R1:91:ASN:HD21 1.75 0.52
3:R1:126:LYS:NZ 3:R1:126:LYS:HB3 2.25 0.52
3:X1:30:GLU:HB3 3:X1:38:ILE:HD11 1.91 0.52
3:Y1:126:LYS:NZ 3:Y1:126:LYS:HB3 2.25 0.52
3:j1:126:LYS:NZ 3:j1:126:LYS:HB3 2.25 0.52
3:11:30:GLU:HB3 3:11:38:ILE:HD11 1.91 0.52
3:ql:30:GLU:HB3 3:ql:38:ILE:HD11 1.91 0.52
3:ul:46:SER:HB3 3:ul:91:ASN:HD21 1.75 0.52
3:y1:46:SER:HB3 3:y1:91:ASN:HD21 1.75 0.52
3:11:30:GLU:HB3 3:11:38:ILE:HD11 1.91 0.52
3:41:26:GLN:CG 3:41:27:PRO:HD2 2.39 0.52
3:51:46:SER:HB3 3:51:91:ASN:HD21 1.75 0.52
1:F:314:LYS:HG3 1:F:410: THR:CG2 2.35 0.52
1:7:314:LYS:HG3 1:7:410: THR:CG2 2.35 0.52
1:j:314:LYS:HG3 1:j:410: THR:CG2 2.35 0.52
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2:Th:53:TYR:HE1 2:Th:120:VAL:HG22 1.75 0.52
2:¢h:53:TYR:HE1 2:¢h:120:VAL:HG22 1.75 0.52
2:qh:106:VAL:CG2 2:¢h:110:ASP:CG 2.81 0.52
2:3h:53:TYR:HE1 2:3h:120: VAL:HG22 1.75 0.52
3:Bl:46:SER:HB3 3:B1:91:ASN:HD21 1.75 0.52
3:D1:46:SER:HB3 3:DI:91:ASN:HD21 1.75 0.52
3:El:31:SER:CA 3:El:1128: THR:O 2.40 0.52
3:11:126:LYS:HB3 3:11:126:LYS:NZ 2.25 0.52
3:J1:30:GLU:HB3 3:JI:38:ILE:HD11 1.91 0.52
3:P1:126:LYS:NZ 3:P1:126:LYS:HB3 2.25 0.52
3:QL:46:SER:HB3 3:QL:91:ASN:HD21 1.74 0.52
3:71:126:LYS:NZ 3:71:126:LYS:HB3 2.25 0.52
3:al:126:LYS:NZ 3:al:126:LYS:HB3 2.25 0.52
3:el:126:LYS:NZ 3:el:126:LYS:HB3 2.24 0.52
3:¢1:126:LYS:HB3 3:¢1:126:LYS:NZ 2.24 0.52
3:kl:30:GLU:HB3 3:k1:38:ILE:HD11 1.91 0.52
3:nl:126:LYS:NZ 3:nl:126:LYS:HB3 2.25 0.52
3:r1:126:LYS:NZ 3:r1:126:LYS:HB3 2.25 0.52
3:vl:46:SER:HB3 3:v1:91:ASN:HD21 1.75 0.52
3:z1:46:SER:HB3 3:z21:91:ASN:HD21 1.75 0.52
3:11:126:LYS:HB3 3:11:126:LYS:NZ 2.25 0.52
3:21:30:GLU:HB3 3:21:38:ILE:HD11 1.91 0.52
3:21:31:SER:CA 3:21:128:THR:O 2.40 0.52
3:61:126:LYS:NZ 3:61:126:LYS:HB3 2.24 0.52
3:71:126:LYS:NZ 3:71:126:LYS:HB3 2.25 0.52
1:1:238:ARG:HG2 1:1:238:ARG:NH2 2.12 0.52
1:J:324: THR:OG1 2:Jh:130: THR:CG2 2.55 0.52
1:W:238:ARG:HG2 1:W:238:ARG:NH2 2.12 0.52
1:¢:238:ARG:HH21 1:¢:238:ARG:CG 2.14 0.52
1:6:314:LYS:HG3 1:6:410: THR:CG2 2.35 0.52
2:Ch:53:TYR:HE1 2:Ch:120:VAL:HG22 1.75 0.52
2:Kh:53:TYR:HE1 2:Kh:120:VAL:HG22 1.75 0.52
2:7h:106:VAL:CG2 2:7h:110:ASP:CG 2.81 0.52
2:ch:53:TYR:HE1 2:¢h:120:VAL:HG22 1.75 0.52
2:jh:53: TYR:HE1 2:jh:120:VAL:HG22 1.75 0.52
2:xh:53:TYR:HE1 2:xh:120:VAL:HG22 1.75 0.52
3:CL:46:SER:HB3 3:CL:91:ASN:HD21 1.74 0.52
3:El:126:LYS:NZ 3:E1:126:LYS:HB3 2.25 0.52
3:G1:126:LYS:NZ 3:G1:126:LYS:HB3 2.25 0.52
3:j1:30:GLU:HB3 3:j1:38:ILE:HD11 1.91 0.52
3:nl:46:SER:HB3 3:nl:91:ASN:HD21 1.75 0.52
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3:pl:126:LYS:NZ 3:pl:126:LYS:HB3 2.25 0.52
3:r1:30: GLU:HB3 3:r1:38:ILE:HD11 1.91 0.52
3:wl:126:LYS:HB3 3:wl:126:LYS:NZ 2.25 0.52
3:11:26:GLN:CG 3:11:27:PRO:HD2 2.39 0.52
3:11:46:SER:HB3 3:11:91:ASN:HD21 1.75 0.52
3:51:126:LYS:NZ 3:51:126:LYS:HB3 2.24 0.52
1:v:238:ARG:NH2 1:v:238:ARG:CG 2.73 0.52
2:eh:53:TYR:HE1 2:¢h:120:VAL:HG22 1.75 0.52
2:kh:53:TYR:HE1 2:kh:120:VAL:HG22 1.75 0.52
2:rh:53:TYR:HE1 2:vh:120:VAL:HG22 1.75 0.52
2:sh:53:TYR:HE1 2:sh:120:VAL:HG22 1.75 0.52
2:5h:53: TYR:HE1 2:5h:120: VAL:HG22 1.75 0.52
3:Bl:30:GLU:HB3 3:Bl:38:ILE:HD11 1.91 0.52
3:DI1:126:LYS:HB3 3:DI:126:LYS:NZ 2.25 0.52
3:MI1:126:LYS:NZ 3:MI1:126:LYS:HB3 2.25 0.52
3:01:126:LYS:NZ 3:01:126:LYS:HB3 2.25 0.52
3:QL:126:LYS:NZ 3:QL:126:LYS:HB3 2.25 0.52
3:51:126:LYS:NZ 3:51:126:LYS:HB3 2.25 0.52
3:T1:30:GLU:HB3 3:TL:38:ILE:HD11 1.91 0.52
3:T1:126:LYS:HB3 3:T1:126:LYS:NZ 2.25 0.52
3:¢1:30:GLU:HB3 3:gl:38:ILE:HD11 1.91 0.52
3:nl:26:GLN:CG 3:nl:27:PRO:HD2 2.39 0.52
3:s1:30:GLU:HB3 3:s1:38:ILE:HD11 1.91 0.52
3:x1:46:SER:HB3 3:x1:91:ASN:HD21 1.75 0.52
3:yl:126:LYS:NZ 3:yl:126:LYS:HB3 2.25 0.52
3:z1:30:GLU:HB3 3:z1:38:ILE:HD11 1.91 0.52
1:U:238:ARG:NH2 1:U:238:ARG:CG 2.73 0.52
1:k:238:ARG:NH2 1:k:238:ARG:CG 2.73 0.52
1:0:238:ARG:NH2 1:0:238:ARG:CG 2.73 0.52
1:p:548:GLU:OE1 1:p:548:GLU:HA 2.08 0.52
1:5:238:ARG:NH2 1:5:238:ARG:CG 2.73 0.52
1:3:238:ARG:HH21 1:3:238:ARG:CG 2.14 0.52
2:ah:53: TYR:HE1 2:ah:120: VAL:HG22 1.75 0.52
2:th:53: TYR:HE1 2:th:120:VAL:HG22 1.75 0.52
2:1h:106:VAL:CG2 2:1h:110:ASP:CG 2.81 0.52
2:uh:106:VAL:CG2 2:uh:110:ASP:CG 2.81 0.52
2:2h:106:VAL:CG2 2:2h:110:ASP:CG 2.81 0.52
3:H1:46:SER:HB3 3:HI:91:ASN:HD21 1.75 0.52
3:11:46:SER:HB3 3:11:91:ASN:HD21 1.74 0.52
3:L1:126:LYS:HB3 3:L1:126:LYS:NZ 2.25 0.52
3:Y1:46:SER:HB3 3:YL:91:ASN:HD21 1.75 0.52
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3:11:46:SER:HB3 3:r1:91:ASN:HD21 1.75 0.52
1:b:238:ARG:NH2 1:b:238:ARG:CG 2.73 0.52
1:h:238:ARG:NH2 1:h:238:ARG:CG 2.73 0.52
1:1:238:ARG:NH2 1:1:238:ARG:CG 2.73 0.52
1:w:548:GLU:OE1 1:w:548:GLU:HA 2.08 0.52
2:Uh:61:PRO:HB2 2:Uh:64:LYS:HG3 1.92 0.52
2:7Zh:53:TYR:HE1 2:7h:120:VAL:HG22 1.75 0.52
2:hh:61:PRO:HB2 2:hh:64:LYS:HG3 1.92 0.52
2:1h:61:PRO:HB2 2:ih:64:LYS:HG3 1.92 0.52
2:6h:106:VAL:CG2 2:6h:110:ASP:CG 2.81 0.52
3:hl:46:SER:HB3 3:hl:91:ASN:HD21 1.75 0.52
3:j1:46:SER:HB3 3:j1:91:ASN:HD21 1.75 0.52
1:H:479:PRO:O 1:H:604:MET:HG2 2.10 0.52
1:Y:479:PRO:O 1:Y:604:MET:HG2 2.10 0.52
1:m:479:PRO:O 1:m:604:MET:HG2 2.10 0.52
1:0:479:PRO:O 1:0:604:MET:HG2 2.10 0.52
1:2:238:ARG:NH2 1:2:238:ARG:CG 2.73 0.52
2:Vh:53:TYR:HE1 2:Vh:120:VAL:HG22 1.75 0.52
2:dh:53:TYR:HE1 2:dh:120:VAL:HG22 1.75 0.52
2:¢h:61:PRO:HB2 2:¢h:64:LYS:HG3 1.92 0.52
2:th:61:PRO:HB2 2:th:64:LYS:HG3 1.92 0.52
2:vh:53: TYR:HE1 2:yh:120:VAL:HG22 1.75 0.52
2:4h:53: TYR:HE1 2:4h:120:VAL:HG22 1.75 0.52
2:5h:61:PRO:HB2 2:5h:64:LYS:HG3 1.92 0.52
2:6h:53: TYR:HE1 2:6h:120: VAL:HG22 1.75 0.52
2:7h:53:TYR:HE1 2:7h:120: VAL:HG22 1.75 0.52
3:CL:126:LYS:NZ 3:CL:126:LYS:HB3 2.24 0.52
3:K1:30:GLU:HB3 3:K1:38:ILE:HD11 1.91 0.52
3:PL:31:SER:CA 3:P1:128: THR:O 2.40 0.52
3:RI1:30:GLU:HB3 3:RI:38:ILE:HD11 1.91 0.52
3:W1:46:SER:HB3 3:WI1:91:ASN:HD21 1.75 0.52
3:dl:126:LYS:HB3 3:dl:126:LYS:NZ 2.25 0.52
3:el:30:GLU:HB3 3:el:38:ILE:HD11 1.91 0.52
3:41:126:LYS:NZ 3:41:126:LYS:HB3 2.25 0.52
3:41:46:SER:HB3 3:41:91:ASN:HD21 1.75 0.52
3:51:30:GLU:HB3 3:51:38:ILE:HD11 1.91 0.52
1:A:238:ARG:NH2 1:A:238:ARG:CG 2.73 0.52
1:E:479:PRO:O 1:E:604:MET:HG2 2.10 0.52
1:N:479:PRO:O 1:N:604:MET:HG2 2.10 0.52
1:P:479:PRO:O 1:P:604:-MET:HG2 2.10 0.52
1:R:479:PRO:O 1:R:604:MET:HG2 2.10 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
1:U:479:PRO:O 1:U:604:MET:HG2 2.10 0.52
1:V:479:PRO:O 1:V:604:MET:HG2 2.10 0.52
1:a:479:PRO:O 1:a:604:MET:HG2 2.10 0.52
1:¢:479:PRO:O 1:¢:604:MET:HG2 2.10 0.52
1:£:710:VAL:O 1:£:713: THR:OG1 2.27 0.52
1:h:479:PRO:O 1:h:604:MET:HG2 2.10 0.52
1:p:479:PRO:O 1:p:604:-MET:HG2 2.10 0.52
1:3:479:PRO:O 1:3:604:-MET:HG2 2.10 0.52
1:7:479:PRO:O 1:7:604:MET:HG2 2.10 0.52
2:Dh:53:TYR:HE1 2:Dh:120:VAL:HG22 1.75 0.52
2:1h:61:PRO:HB2 2:1h:64:LYS:HG3 1.92 0.52
2:nh:61:PRO:HB2 2:nh:64:LYS:HG3 1.92 0.52
2:2h:61:PRO:HB2 2:2h:64:LYS:HG3 1.92 0.52
3:Gl:46:SER:HB3 3:Gl:91:ASN:HD21 1.75 0.52
3:01:46:SER:HB3 3:01:91:ASN:HD21 1.75 0.52
3:Ul:46:SER:HB3 3:UL:91:ASN:HD21 1.75 0.52
3:VI9:126:LYS:NZ 3:V1:126:LYS:HB3 2.25 0.52
3:dl:30:GLU:HB3 3:dl:38:ILE:HD11 1.91 0.52
3:dl:46:SER:HB3 3:dl:91:ASN:HD21 1.75 0.52
3:t1:126:LYS:NZ 3:t1:126:LYS:HB3 2.25 0.52
3:x1:126:LYS:NZ 3:x1:126:LYS:HB3 2.24 0.52
3:01:46:SER:HB3 3:01:91:ASN:HD21 1.74 0.52
3:31:126:LYS:NZ 3:31:126:LYS:HB3 2.25 0.52
3:41:30:GLU:HB3 3:41:38:ILE:HD11 1.91 0.52
3:61:46:SER:HB3 3:61:91:ASN:HD21 1.75 0.52
1:C:479:PRO:O 1:C:604:MET:HG2 2.10 0.51
1:K:479:PRO:O 1:K:604:-MET:HG2 2.10 0.51
1:1:324:THR:OG1 2:Lh:130:THR:CG2 2.55 0.51
1:S:324: THR:OG1 2:Sh:130: THR:CG2 2.55 0.51
1:h:566:ARG:HD2 1:u:511:ASN:OD1 2.10 0.51
1:v:314:LYS:HG3 1:v:410: THR:CG2 2.35 0.51
1:w:479:PRO:O 1:w:604:MET:HG2 2.10 0.51
2:1h:106:VAL:CG2 2:Th:110:ASP:CG 2.81 0.51
2:Wh:106:VAL:CG2 2:Wh:110:ASP:CG 2.81 0.51
2:zh:61:PRO:HB2 2:zh:64:LYS:HG3 1.92 0.51
2:1h:61:PRO:HB2 2:1h:64:LYS:HG3 1.92 0.51
3:M1:30:GLU:HB3 3:MI1:38:ILE:HD11 1.91 0.51
3:71:46:SER:HB3 3:71:91:ASN:HD21 1.75 0.51
3:al:30:GLU:HB3 3:al:38:ILE:HD11 1.91 0.51
3:cl:126:LYS:NZ 3:cl:126:LYS:HB3 2.25 0.51
3:11:126:LYS:NZ 3:11:126:LYS:HB3 2.25 0.51
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3:ml:46:SER:HB3 3:ml:91:ASN:HD21 1.75 0.51
3:0l:30:GLU:HB3 3:0l:38:ILE:HD11 1.91 0.51
3:21:126:LYS:NZ 3:21:126:LYS:HB3 2.25 0.51
3:41:126:LYS:HB3 3:41:126:LYS:NZ 2.25 0.51
1:G:479:PRO:O 1:G:604:MET:HG2 2.10 0.51
1:0:479:PRO:O 1:0:604:-MET:HG2 2.10 0.51
1:V:710:VAL:O 1:V:713:THR:0G1 2.27 0.51
1:£:479:PRO:O 1:£:604:-MET:HG2 2.10 0.51
1:n:479:PRO:O 1:n:604:MET:HG2 2.10 0.51
1:0:479:PRO:O 1:0:604:MET:HG2 2.10 0.51
1:v:479:PRO:O 1:v:604:MET:HG2 2.10 0.51
1:x:479:PRO:O 1:x:604:MET:HG2 2.10 0.51
2:Bh:61:PRO:HB2 2:Bh:64:LYS:HG3 1.92 0.51
3:Ql:30:GLU:HB3 3:QL:38:ILE:HD11 1.91 0.51
3:X1:126:LYS:NZ 3:X1:126:LYS:HB3 2.25 0.51
3:11:126:LYS:HB3 3:11:126:LYS:NZ 2.25 0.51
3:21:46:SER:HB3 3:21:91:ASN:HD21 1.75 0.51
3:71:30:GLU:HB3 3:71:38:ILE:HD11 1.91 0.51
1:D:238:ARG:NH2 1:D:238:ARG:CG 2.73 0.51
1:F:238:ARG:NH2 1:F:238:ARG:CG 2.73 0.51
1:F:479:PRO:O 1:F:604:MET:HG2 2.11 0.51
1:N:238:ARG:NH2 1:N:238:ARG:CG 2.73 0.51
1:Q:710:VAL:O 1:Q:713: THR:OG1 2.27 0.51
1:7:238:ARG:NH2 1:7:238:ARG:CG 2.73 0.51
1:h:657:PRO:HB3 1:h:666:PHE:CZ 2.32 0.51
1:t:238:ARG:HH21 1:t:238:ARG:CG 2.14 0.51
1:1:324: THR:OG1 2:1h:130: THR:CG2 2.55 0.51
1:1:479:PRO:O 1:1:604:-MET:HG2 2.10 0.51
2:Hh:106:VAL:CG2 2:Hh:110:ASP:CG 2.81 0.51
2:Ph:53: TYR:HE1 2:Ph:120:VAL:HG22 1.75 0.51
2:Rh:61:PRO:HB2 2:Rh:64:LYS:HG3 1.92 0.51
2:Yh:106:VAL:CG2 2:Yh:110:ASP:CG 2.81 0.51
2:0h:61:PRO:HB2 2:0h:64:LYS:HG3 1.92 0.51
3:J1:126:LYS:NZ 3:J1:126:LYS:HB3 2.25 0.51
3:k1:46:SER:HB3 3:k1:91:ASN:HD21 1.75 0.51
3:nl:31:SER:CA 3:nl:128: THR:O 2.40 0.51
3:01:126:LYS:HB3 3:01:126:LYS:NZ 2.25 0.51
3:ul:126:LYS:NZ 3:ul:126:LYS:HB3 2.25 0.51
3:v1:30:GLU:HB3 3:wvl:38:ILE:HD11 1.91 0.51
3:11:31:SER:CA 3:11:128:THR:O 2.40 0.51
1:C:238:ARG:NH2 1:C:238:ARG:CG 2.73 0.51
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1:W:657:PRO:HB3 1:W:666:PHE:CZ 2.32 0.51
1:¢:324: THR:0G1 2:¢h:130: THR:CG2 2.55 0.51
1:n:324:THR:OG1 2:nh:130: THR:CG2 2.55 0.51
1:0:314:LYS:HG3 1:0:410: THR:CG2 2.35 0.51
1:x:238:ARG:NH2 1:x:238:ARG:CG 2.73 0.51
1:y:238:ARG:NH2 1:y:238:ARG:CG 2.73 0.51
2:Gh:53:TYR:HE1 2:Gh:120:VAL:HG22 1.75 0.51
2:Jh:53: TYR:HE1 2:Jh:120:VAL:HG22 1.75 0.51
2:Kh:61:PRO:HB2 2:Kh:64:LYS:HG3 1.92 0.51
2:Nh:61:PRO:HB2 2:Nh:64:LYS:HG3 1.92 0.51
2:mh:61:PRO:HB2 2:mh:64:LYS:HG3 1.92 0.51
3:El:46:SER:HB3 3:El:91:ASN:HD21 1.75 0.51
3:F1:46:SER:HB3 3:F1:91:ASN:HD21 1.75 0.51
3:N1:46:SER:HB3 3:NL:91:ASN:HD21 1.75 0.51
3:Ul:126:LYS:NZ 3:Ul:126:LYS:HB3 2.25 0.51
3:V1:46:SER:HB3 3:V1:91:ASN:HD21 1.74 0.51
3:71:30:GLU:HB3 3:Z1:38:ILE:HD11 1.91 0.51
3:11:46:SER:HB3 3:11:91:ASN:HD21 1.75 0.51
3:ql:126:LYS:NZ 3:ql:126:LYS:HB3 2.25 0.51
3:s1:46:SER:HB3 3:s1:91:ASN:HD21 1.75 0.51
3:t1:30: GLU:HB3 3:t1:38:ILE:HD11 1.91 0.51
1:M:710:VAL:O 1:M:713:THR:OG1 2.27 0.51
1:1:238:ARG:HH21 1:1:238:ARG:CG 2.14 0.51
1:r:479:PRO:O 1:r:604:MET:HG2 2.11 0.51
1:y:479:PRO:O 1:y:604:MET:HG2 2.10 0.51
1:3:324: THR:OG1 2:3h:130: THR:CG2 2.55 0.51
2:Ah:61:PRO:HB2 2:Ah:64:LYS:HG3 1.92 0.51
2:Bh:53:TYR:HE1 2:Bh:120:VAL:HG22 1.75 0.51
2:Dh:61:PRO:HB2 2:Dh:64:LYS:HG3 1.92 0.51
2:Eh:53: TYR:HE1 2:Eh:120:VAL:HG22 1.75 0.51
2:Fh:61:PRO:HB2 2:Fh:64:LYS:HG3 1.92 0.51
2:Fh:106:VAL:CG2 2:Fh:110:ASP:CG 2.81 0.51
2:0h:53:TYR:HE1 2:0h:120:VAL:HG22 1.75 0.51
2:Ph:36: THR:HG22 2:Ph:104:SER:HA 1.93 0.51
2:ah:61:PRO:HB2 2:ah:64:LYS:HG3 1.92 0.51
2:ph:106:VAL:CG2 2:ph:110:ASP:CG 2.81 0.51
2:uh:53:TYR:HE1 2:uh:120:VAL:HG22 1.75 0.51
2:wh:53:TYR:HE1 2:wh:120:VAL:HG22 1.75 0.51
2:wh:106:VAL:CG2 2:wh:110:ASP:CG 2.81 0.51
2:yh:61:PRO:HB2 2:yh:64:LYS:HG3 1.92 0.51
2:zh:53: TYR:HE1 2:zh:120:VAL:HG22 1.75 0.51
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3:J1:46:SER:HB3 3:J1:91:ASN:HD21 1.75 0.51
3:WI1:30:GLU:HB3 3:WIL:38:ILE:HD11 1.91 0.51
3:Y1:30:GLU:HB3 3:Y1:38:ILE:HD11 1.91 0.51
3:4:46:SER:HB3 3:4:91:ASN:HD21 1.75 0.51
3:hl:126:LYS:NZ 3:hl:126:LYS:HB3 2.25 0.51
3:k1:31:SER:CA 3:kl:128: THR.:O 2.40 0.51
3:v1:126:LYS:NZ 3:vl:126:LYS:HB3 2.25 0.51
3:61:30:GLU:HB3 3:61:38:ILE:HD11 1.91 0.51
1:A:479:PRO:O 1:A:604:MET:HG2 2.10 0.51
1:B:479:PRO:O 1:B:604:MET:HG2 2.10 0.51
1:D:479:PRO:O 1:D:604:MET:HG2 2.10 0.51
1:U:657:PRO:HB3 1:U:666:PHE:CZ 2.32 0.51
1:7:479:PRO:O 1:7:604:MET:HG2 2.10 0.51
1:b:479:PRO:O 1:b:604:MET:HG2 2.10 0.51
1:¢:657:PRO:HB3 1:¢:666:PHE:CZ 2.32 0.51
1:g:479:PRO:O 1:g:604:MET:HG2 2.10 0.51
1:j:479:PRO:0O 1:j:604:MET:HG2 2.11 0.51
1:n:238:ARG:NH2 1:n:238:ARG:CG 2.73 0.51
1:6:479:PRO:O 1:6:604:MET:HG2 2.10 0.51
2:Eh:36: THR:HG22 2:Eh:104:SER:HA 1.93 0.51
2:Lh:36: THR:HG22 2:Lh:104:SER:HA 1.93 0.51
2:0h:25:GLU:H 2:0h:25:GLU:CD 2.19 0.51
2:Qh:53:TYR:HE1 2:Qh:120:VAL:HG22 1.75 0.51
2:Xh:53:TYR:HE1 2:Xh:120:VAL:HG22 1.75 0.51
2:Yh:61:PRO:HB2 2:Yh:64:LYS:HG3 1.92 0.51
2:bh:61:PRO:HB2 2:bh:64:LYS:HG3 1.92 0.51
2:¢gh:61:PRO:HB2 2:gh:64:LYS:HG3 1.92 0.51
2:ph:53:TYR:HE1 2:ph:120:VAL:HG22 1.75 0.51
2:qh:53:TYR:HE1 2:qh:120:VAL:HG22 1.75 0.51
2:7h:61:PRO:HB2 2:7h:64:LYS:HG3 1.92 0.51
3:Al:46:SER:HB3 3:Al:91:ASN:HD21 1.75 0.51
3:11:30:GLU:HB3 3:11:38:ILE:HD11 1.91 0.51
3:P1:46:SER:HB3 3:PL1:91:ASN:HD21 1.75 0.51
3:TL:46:SER:HB3 3:T1:91:ASN:HD21 1.75 0.51
3:bl:31:SER:CA 3:bl:128: THR:O 2.40 0.51
3:bl:46:SER:HB3 3:bl:91:ASN:HD21 1.75 0.51
3:i1:30:GLU:HB3 3:11:38:ILE:HD11 1.91 0.51
1:1:479:PRO:O 1:1:604: MET:HG2 2.10 0.51
1:T:479:PRO:O 1:T:604:MET:HG2 2.10 0.51
1:W:479:PRO:O 1:W:604:MET:HG2 2.10 0.51
1:d:479:PRO:O 1:d:604:MET:HG2 2.10 0.51

Continued on next page...




Page 220

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

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

1:n:484:ARG:HH11 1:n:596:ASN:ND2 2.09 0.51
1:q:479:PRO:0O 1:q:604:MET:HG2 2.10 0.51
1:u:479:PRO:O 1:u:604:MET:HG2 2.10 0.51
1:2:479:PRO:O 1:2:604:MET:HG2 2.10 0.51
1:1:238:ARG:NH2 1:1:238:ARG:CG 2.73 0.51
1:1:484:ARG:HH11 1:1:596:ASN:ND2 2.09 0.51
2:Ah:36: THR:HG22 2:Ah:104:SER:HA 1.93 0.51
2:Gh:25:GLU:H 2:Gh:25:GLU:CD 2.19 0.51
2:Hh:61:PRO:HB2 2:Hh:64:LYS:HG3 1.92 0.51
2:Jh:36: THR:HG22 2:Jh:104:SER:HA 1.93 0.51
2:Kh:25:GLU:CD 2:Kh:25:GLU:H 2.19 0.51
2:Mh:53:TYR:HE1 2:Mh:120:VAL:HG22 1.75 0.51
2:Rh:25:GLU:H 2:Rh:25:GLU:CD 2.19 0.51
2:Th:61:PRO:HB2 2:Th:64:LYS:HG3 1.92 0.51
2:Uh:53:TYR:HE1 2:Uh:120:VAL:HG22 1.75 0.51
2:Wh:25:GLU:H 2:Wh:25:GLU:CD 2.19 0.51
2:Xh:36: THR:HG22 2:Xh:104:SER:HA 1.93 0.51
2:vh:36: THR:HG22 2:yh:104:SER:HA 1.93 0.51
2:5h:36: THR:HG22 2:5h:104:SER:HA 1.93 0.51
2:6h:36: THR:HG22 2:6h:104:SER:HA 1.93 0.51
3:H1:30:GLU:HB3 3:H1:38:ILE:HD11 1.91 0.51
3:01:30:GLU:HB3 3:01:38:ILE:HD11 1.91 0.51
3:S51:46:SER:HB3 3:S1:91:ASN:HD21 1.75 0.51
3:gl:46:SER:HB3 3:gl:91:ASN:HD21 1.74 0.51
3:31:46:SER:HB3 3:31:91:ASN:HD21 1.75 0.51
1:J:479:PRO:O 1:J:604:MET:HG2 2.10 0.51
1:¢:238:ARG:NH2 1:¢:238:ARG:CG 2.73 0.51
1:h:484:ARG:HH11 1:h:596:ASN:ND2 2.09 0.51
1:3:710:VAL:O 1:3:713:THR:OG1 2.27 0.51
1:0:484:ARG:HH11 1:0:596:ASN:ND2 2.09 0.51
1:3:238:ARG:NH2 1:3:238:ARG:CG 2.73 0.51
2:Fh:36: THR:HG22 2:Fh:104:SER:HA 1.93 0.51
2:Hh:107:THR:O 2:Hh:109:ALA:N 2.44 0.51
2:Nh:36: THR:HG22 2:Nh:104:SER:HA 1.93 0.51
2:Nh:106:VAL:CG2 2:Nh:110:ASP:CG 2.81 0.51
2:Rh:36: THR:HG22 2:Rh:104:SER:HA 1.93 0.51
2:Sh:36: THR:HG22 2:Sh:104:SER:HA 1.93 0.51
2:Xh:61:PRO:HB2 2:Xh:64:LYS:HG3 1.92 0.51
2:Yh:107:THR:O 2:Yh:109:ALA:N 2.44 0.51
2:7h:36: THR:HG22 2:7h:104:SER:HA 1.93 0.51
2:7h:61:PRO:HB2 2:7h:64:LYS:HG3 1.92 0.51
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2:bh:36: THR:HG22 2:bh:104:SER:HA 1.93 0.51
2:¢h:36: THR:HG22 2:¢h:104:SER:HA 1.93 0.51
2:jh:25:GLU:H 2:jh:25:GLU:CD 2.19 0.51
2:1h:36: THR:HG22 2:1h:104:SER:HA 1.93 0.51
2:nh:107:THR:O 2:nh:109:ALA:N 2.44 0.51
2:ph:25:GLU:H 2:ph:25:GLU:CD 2.19 0.51
2:ph:36: THR:HG22 2:ph:104:SER:HA 1.93 0.51
2:1h:25:GLU:H 2:1h:25:GLU:CD 2.19 0.51
2:sh:25:GLU:H 2:sh:25:GLU:CD 2.19 0.51
2:1h:107:THR:O 2:1h:109:ALA:N 2.44 0.51
2:2h:36: THR:HG22 2:2h:104:SER:HA 1.93 0.51
3:X1:46:SER:HB3 3:X1:91:ASN:HD21 1.75 0.51
3:il:46:SER:HB3 3:11:91:ASN:HD21 1.75 0.51
1:B:484:ARG:HH11 1:B:596:ASN:ND2 2.09 0.51
1:1:657:PRO:HB3 1:1:666:PHE:CZ 2.32 0.51
1:P:511:ASN:OD1 1:1:566:ARG:HD2 2.11 0.51
1:U:484:ARG:HH11 1:U:596:ASN:ND2 2.09 0.51
1:Y:484:ARG:HH11 1:Y:596:ASN:ND2 2.09 0.51
1:1:479:PRO:O 1:1:604:MET:HG2 2.10 0.51
1:m:484:ARG:HH11 1:m:596:ASN:ND2 2.09 0.51
1:r:710:VAL:O 1:r:713: THR:OG1 2.27 0.51
1:5:238:ARG:HH21 1:5:238:ARG:CG 2.14 0.51
1:4:479:PRO:O 1:4:604:MET:HG2 2.10 0.51
2:Ch:107:THR.:O 2:Ch:109:ALA:N 2.44 0.51
2:Dh:25:GLU:CD 2:Dh:25:GLU:H 2.19 0.51
2:Th:25:GLU:CD 2:1h:25:GLU:H 2.19 0.51
2:Jh:61:PRO:HB2 2:Jh:64:LYS:HG3 1.92 0.51
2:Nh:53:TYR:HE1 2:Nh:120:VAL:HG22 1.75 0.51
2:bh:107:THR:O 2:bh:109:ALA:N 2.44 0.51
2:dh:36: THR:HG22 2:dh:104:SER:HA 1.93 0.51
2:th:36: THR:HG22 2:fh:104:SER:HA 1.93 0.51
2:hh:53: TYR:HE1 2:hh:120:VAL:HG22 1.75 0.51
2:kh:25:GLU:H 2:kh:25:GLU:CD 2.19 0.51
2:sh:107:THR:O 2:sh:109:ALA:N 2.44 0.51
2:th:53:TYR:HE1 2:th:120:VAL:HG22 1.75 0.51
2:wh:25:GLU:CD 2:wh:25:GLU:H 2.19 0.51
2:wh:36: THR:HG22 2:wh:104:SER:HA 1.93 0.51
2:xh:61:PRO:HB2 2:xh:64:LYS:HG3 1.92 0.51
2:xh:107: THR:O 2:xh:109:ALA:N 2.44 0.51
2:yh:25:GLU:CD 2:yh:25:GLU:H 2.19 0.51
2:6h:61:PRO:HB2 2:6h:64:LYS:HG3 1.92 0.51
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3:L1:46:SER:HB3 3:L1:91:ASN:HD21 1.75 0.51
3:cl:46:SER:HB3 3:¢l:91:ASN:HD21 1.75 0.51
3:t1:46:SER:HB3 3:t1:91:ASN:HD21 1.75 0.51
3:01:30:GLU:HB3 3:01:38:ILE:HD11 1.91 0.51
1:A:484:ARG:HH11 1:A:596:ASN:ND2 2.09 0.51
1:E:484:ARG:HH11 1:E:596:ASN:ND2 2.09 0.51
1:G:566:ARG:HD2 1:p:511:ASN:OD1 2.11 0.51
1:H:484:ARG:HH11 1:H:596:ASN:ND2 2.09 0.51
1:M:479:PRO:O 1:M:604:MET:HG2 2.10 0.51
1:M:511:ASN:OD1 1:y:566:ARG:HD2 2.11 0.51
1:0:566:ARG:HD2 1:w:511:ASN:OD1 2.11 0.51
1:P:484:ARG:HH11 1:P:596:ASN:ND2 2.09 0.51
1:X:479:PRO:O 1:X:604:MET:HG2 2.10 0.51
1:X:484:ARG:HH11 1:X:596:ASN:ND2 2.09 0.51
1:b:484:ARG:HH11 1:b:596:ASN:ND2 2.09 0.51
1:¢:484:ARG:HH11 1:¢:596:ASN:ND2 2.09 0.51
1:j:484:ARG:HH11 1:j:596: ASN:ND2 2.09 0.51
1:p:566:ARG:HD2 1:4:511:ASN:OD1 2.11 0.51
1:w:657:PRO:HB3 1:w:666:PHE:CZ 2.32 0.51
1:2:484:ARG:HH11 1:2:596:ASN:ND2 2.09 0.51
1:2:479:PRO:O 1:2:604:MET:HG2 2.10 0.51
1:3:484:ARG:HH11 1:3:596:ASN:ND2 2.09 0.51
1:3:657:PRO:HB3 1:3:666:PHE:CZ 2.32 0.51
2:Ch:61:PRO:HB2 2:Ch:64:LYS:HG3 1.92 0.51
2:Dh:36: THR:HG22 2:Dh:104:SER:HA 1.93 0.51
2:Eh:61:PRO:HB2 2:Eh:64:LYS:HG3 1.92 0.51
2:Fh:107:THR:O 2:Fh:109:ALA:N 2.44 0.51
2:Kh:36: THR:HG22 2:Kh:104:SER:HA 1.93 0.51
2:Nh:107:THR:O 2:Nh:109:ALA:N 2.44 0.51
2:Ph:61:PRO:HB2 2:Ph:64:LYS:HG3 1.92 0.51
2:Vh:36: THR:HG22 2:Vh:104:SER:HA 1.93 0.51
2:Vh:107:THR:O 2:Vh:109:ALA:N 2.44 0.51
2:Yh:36: THR:HG22 2:Yh:104:SER:HA 1.93 0.51
2:th:61:PRO:HB2 2:th:64:LYS:HG3 1.92 0.51
2:th:107:THR:O 2:th:109:ALA:N 2.44 0.51
2:ih:107:THR:O 2:1h:109:ALA:N 2.44 0.51
2:kh:107: THR:O 2:kh:109:ALA:N 2.44 0.51
2:qh:25:GLU:H 2:qh:25:GLU:CD 2.19 0.51
2:th:107:THR:O 2:th:109:ALA:N 2.44 0.51
2:uh:25:GLU:H 2:uh:25:GLU:CD 2.19 0.51
2:3h:107:THR:O 2:3h:109:ALA:N 2.44 0.51
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2:4h:36:THR:HG22 2:4h:104:SER:HA 1.93 0.51
3:G1:30:GLU:HB3 3:Gl:38:ILE:HD11 1.91 0.51
3:51:30:GLU:HB3 3:S1:38:ILE:HD11 1.91 0.51
3:s1:31:SER:CA 3:s1:128: THR:O 2.40 0.51
3:71:46:SER:HB3 3:71:91:ASN:HD21 1.75 0.51
1:D:566:ARG:HD2 1:Q:511:ASN:OD1 2.11 0.50
1:J:484:ARG:HH11 1:J:596:ASN:ND2 2.09 0.50
1:Q:479:PRO:0O 1:Q:604:MET:HG2 2.10 0.50
1:S:479:PRO:O 1:S:604:MET:HG2 2.10 0.50
1:d:511:ASN:OD1 1:w:566:ARG:HD2 2.11 0.50
1:k:479:PRO:O 1:k:604:MET:HG2 2.10 0.50
1:1:484:ARG:HH11 1:1:596:ASN:ND2 2.09 0.50
1:5:479:PRO:O 1:5:604:MET:HG2 2.10 0.50
2:Ah:53: TYR:HE1 2:Ah:120:VAL:HG22 1.75 0.50
2:Ah:107:THR:O 2:Ah:109:ALA:N 2.44 0.50
2:Fh:53:TYR:HE1 2:Fh:120:VAL:HG22 1.75 0.50
2:Hh:36: THR:HG22 2:Hh:104:SER:HA 1.93 0.50
2:Lh:61:PRO:HB2 2:Lh:64:LYS:HG3 1.92 0.50
2:Lh:107:THR:O 2:Lh:109:ALA:N 2.44 0.50
2:Mh:107:THR:O 2:Mh:109:ALA:N 2.44 0.50
2:Ph:107: THR:O 2:Ph:109:ALA:N 2.44 0.50
2:Qh:107: THR:O 2:Qh:109:ALA:N 2.44 0.50
2:Sh:25:GLU:H 2:Sh:25:GLU:CD 2.19 0.50
2:Sh:107:THR:O 2:Sh:109:ALA:N 2.44 0.50
2:7h:25:GLU:H 2:Zh:25:GLU:CD 2.19 0.50
2:bh:53: TYR:HE1 2:bh:120:VAL:HG22 1.75 0.50
2:ch:107:THR:O 2:ch:109:ALA:N 2.44 0.50
2:ih:53:TYR:HE1 2:1h:120:VAL:HG22 1.75 0.50
2:mh:36: THR:HG22 2:mh:104:SER:HA 1.93 0.50
2:0h:36: THR:HG22 2:0h:104:SER:HA 1.93 0.50
2:6h:25:GLU:CD 2:6h:25:GLU:H 2.19 0.50
3:ml:30:GLU:HB3 3:ml:38:ILE:HD11 1.91 0.50
1:B:511:ASN:OD1 1:6:566:ARG:HD2 2.11 0.50
1:7:566:ARG:HD2 1:z:511:ASN:OD1 2.11 0.50
1:€:479:PRO:O 1:e:604:MET:HG2 2.10 0.50
1:q:484:ARG:HH11 1:q:596:ASN:ND2 2.09 0.50
1:u:484:ARG:HH11 1:u:596:ASN:ND2 2.09 0.50
2:Ch:25:GLU:CD 2:Ch:25:GLU:H 2.19 0.50
2:Ch:36: THR:HG22 2:Ch:104:SER:HA 1.93 0.50
2:Eh:107: THR:O 2:Eh:109:ALA:N 2.44 0.50
2:Kh:107: THR:O 2:Kh:109:ALA:N 2.44 0.50
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2:Lh:25:GLU:H 2:Lh:25:GLU:CD 2.19 0.50
2:Rh:107:THR:O 2:Rh:109:ALA:N 2.44 0.50
2:Vh:61:PRO:HB2 2:Vh:64:LYS:HG3 1.92 0.50
2:0h:25:GLU:CD 2:0h:25:GLU:H 2.19 0.50
2:ph:107: THR:O 2:ph:109:ALA:N 2.44 0.50
2:vh:25:GLU:H 2:vh:25:GLU:CD 2.19 0.50
2:wh:107:THR.:O 2:wh:109:ALA:N 2.44 0.50
2:xh:36: THR:HG22 2:xh:104:SER:HA 1.93 0.50
2:5h:107:THR:O 2:5h:109:ALA:N 2.44 0.50
3:CL:31:SER:CA 3:CL:128: THR:O 2.40 0.50
3:L1:30:GLU:HB3 3:L1:38:ILE:HD11 1.91 0.50
3:al:46:SER:HB3 3:al:91:ASN:HD21 1.75 0.50
3:z1:53: ASN:ND2 3:2z1:53:ASN:N 2.60 0.50
1:E:238:ARG:NH2 1:E:238:ARG:CG 2.73 0.50
1:L:479:PRO:O 1:L:604:MET:HG2 2.10 0.50
1:M:566:ARG:HD2 1:j:511:ASN:OD1 2.11 0.50
1:Q:566:ARG:HD2 1:r:511:ASN:OD1 2.11 0.50
1:T:484:ARG:HH11 1:T:596:ASN:ND2 2.09 0.50
1:Y:710:VAL:O 1:Y:713: THR:0G1 2.27 0.50
1:g:484:ARG:HH11 1:g:596:ASN:ND2 2.09 0.50
1:t:566:ARG:HD2 1:6:511:ASN:OD1 2.11 0.50
1:w:484:ARG:HH11 1:w:596:ASN:ND2 2.09 0.50
2:Jh:25:GLU:H 2:Jh:25:GLU:CD 2.19 0.50
2:Jh:107:- THR:O 2:Jh:109:ALA:N 2.44 0.50
2:Sh:61:PRO:HB2 2:Sh:64:LYS:HG3 1.92 0.50
2:ah:36: THR:HG22 2:ah:104:SER:HA 1.93 0.50
2:¢h:107:THR:O 2:¢h:109:ALA:N 2.44 0.50
2:zh:107:THR:O 2:zh:109:ALA:N 2.44 0.50
2:1h:25:GLU:CD 2:1h:25:GLU:H 2.19 0.50
2:2h:107:THR:O 2:2h:109:ALA:N 2.44 0.50
2:3h:25:GLU:CD 2:3h:25:GLU:H 2.19 0.50
2:7h:36: THR:HG22 2:7h:104:SER:HA 1.93 0.50
3:B1:53:ASN:ND2 3:B1:53:ASN:N 2.60 0.50
1:C:484:ARG:HH11 1:C:596:ASN:ND2 2.09 0.50
1:0:324:THR:OG1 2:0h:130: THR:CG2 2.55 0.50
1:P:238:ARG:NH2 1:P:238:ARG:CG 2.73 0.50
1:S:566:ARG:HD2 1:7:511:ASN:OD1 2.11 0.50
1:V:657:PRO:HB3 1:V:666:PHE:CZ 2.32 0.50
1:d:484:ARG:HH11 1:d:596:ASN:ND2 2.09 0.50
1:m:511:ASN:OD1 1:1:566:ARG:HD2 2.12 0.50
1:n:566:ARG:HD2 1:0:511:ASN:OD1 2.12 0.50
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1:p:484:ARG:HH11 1:p:596:ASN:ND2 2.09 0.50
1:x:484:ARG:HH11 1:x:596:ASN:ND2 2.09 0.50
1:y:657:PRO:HB3 1:y:666:PHE:CZ 2.32 0.50
1:5:479:PRO:O 1:5:604:MET:HG2 2.10 0.50
2:Ah:48:ILE:HA 2:Ah:55:TRP:CZ2 2.47 0.50
2:Bh:107:THR:O 2:Bh:109:ALA:N 2.44 0.50
2:Eh:48:1LE:HA 2:Eh:55:TRP:CZ2 2.47 0.50
2:Gh:107: THR:O 2:Gh:109:ALA:N 2.44 0.50
2:Jh:48:1LE:HA 2:Jh:55:TRP:CZ2 2.47 0.50
2:0h:107:THR:O 2:0h:109:ALA:N 2.44 0.50
2:Ph:48:1LE:HA 2:Ph:55:TRP:CZ2 2.47 0.50
2:Uh:107:THR:O 2:Uh:109:ALA:N 2.44 0.50
2:Xh:25:GLU:H 2:Xh:25:GLU:CD 2.19 0.50
2:Xh:48:ILE:HA 2:Xh:55:TRP:CZ2 2.47 0.50
2:Xh:107:THR:O 2:Xh:109:ALA:N 2.44 0.50
2:bh:106:VAL:CG2 2:bh:110:ASP:CG 2.81 0.50
2:1h:107: THR:O 2:1h:109:ALA:N 2.44 0.50
2:qh:48:ILE:HA 2:qh:55: TRP:CZ2 2.47 0.50
2:th:36: THR:HG22 2:th:104:SER:HA 1.93 0.50
2:th:48:ILE:HA 2:th:55: TRP:CZ2 2.47 0.50
2:uh:48:ILE:HA 2:uh:55: TRP:CZ2 2.47 0.50
2:zh:48:1ILE:HA 2:2h:55: TRP:CZ2 2.47 0.50
2:4h:107:THR:O 2:4h:109:ALA:N 2.44 0.50
3:Al:31:SER:CA 3:Al:128: THR:O 2.40 0.50
3:K1:53:ASN:ND2 3:KI1:53:ASN:N 2.60 0.50
3:M1:53:ASN:ND2 3:MI1:53:ASN:N 2.60 0.50
3:Ql:53:ASN:ND2 3:QL:53:ASN:N 2.60 0.50
3:vl:31:SER:CA 3:v1:128: THR:O 2.40 0.50
1:G:324:THR:0G1 2:Gh:130: THR:CG2 2.55 0.50
1:G:511:ASN:OD1 1:4:566:ARG:HD2 2.11 0.50
1:H:710:VAL:O 1:H:713: THR:OG1 2.27 0.50
1:1:566:ARG:HD2 1:2:511:ASN:OD1 2.11 0.50
1:L:566:ARG:HD2 1:a:511:ASN:OD1 2.11 0.50
1:T:710:VAL:O 1:T:713:THR:OG1 2.27 0.50
1:Y:238:ARG:HH21 1:Y:238:ARG:CG 2.14 0.50
1:Z:511:ASN:OD1 1:1:566:ARG:HD?2 2.12 0.50
1:e:566:ARG:HD2 1:v:511:ASN:OD1 2.12 0.50
1:g:710:VAL:O 1:g:713: THR:OG1 2.27 0.50
1:k:484:ARG:HH11 1:k:596:ASN:ND2 2.09 0.50
1:1:484:ARG:HH11 1:1:596:ASN:ND2 2.09 0.50
1:0:511:ASN:OD1 1:5:566:ARG:HD2 2.12 0.50
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1:p:657:PRO:HB3 1:p:666:PHE:CZ 2.32 0.50
1:p:710:VAL:O 1:p:713:THR:OG1 2.27 0.50
1:4:484:ARG:HH11 1:4:596:ASN:ND2 2.09 0.50
2:Bh:48:ILE:HA 2:Bh:55: TRP:CZ2 2.47 0.50
2:Dh:48:ILE:HA 2:Dh:55:TRP:CZ2 2.47 0.50
2:Fh:48:ILE:HA 2:Fh:55: TRP:CZ2 2.47 0.50
2:Nh:48:ILE:HA 2:Nh:55: TRP:CZ2 2.47 0.50
2:Th:36: THR:HG22 2:Th:104:SER:HA 1.93 0.50
2:bh:25:GLU:H 2:bh:25:GLU:CD 2.19 0.50
2:bh:48:1ILE:HA 2:bh:55: TRP:CZ2 2.47 0.50
2:dh:107:THR:O 2:dh:109:ALA:N 2.44 0.50
2:th:25:GLU:CD 2:th:25:GLU:H 2.19 0.50
2:hh:107:THR:O 2:hh:109:ALA:N 2.44 0.50
2:1h:36: THR:HG22 2:1h:104:SER:HA 1.93 0.50
2:1h:48:ILE:HA 2:1h:55: TRP:CZ2 2.47 0.50
2:mh:107:THR:O 2:mh:109:ALA:N 2.44 0.50
2:nh:25:GLU:CD 2:nh:25:GLU:H 2.19 0.50
2:0h:107:THR:O 2:0h:109:ALA:N 2.44 0.50
2:qh:61:PRO:HB2 2:qh:64:LYS:HG3 1.92 0.50
2:sh:36: THR:HG22 2:sh:104:SER:HA 1.93 0.50
2:uh:61:PRO:HB2 2:uh:64:LYS:HG3 1.92 0.50
2:vh:107: THR:O 2:vh:109:ALA:N 2.44 0.50
2:xh:25:GLU:H 2:xh:25:GLU:CD 2.19 0.50
2:yh:48:ILE:HA 2:yh:55: TRP:CZ2 2.47 0.50
2:0h:25:GLU:CD 2:0h:25:GLU:H 2.19 0.50
2:2h:25:GLU:H 2:2h:25:GLU:CD 2.19 0.50
3:R1:53:ASN:ND2 3:R1:53:ASN:N 2.60 0.50
3:S1:53:ASN:ND2 3:S1:53:ASN:N 2.60 0.50
3:WI1:53:ASN:ND2 3:WIL:53:ASN:N 2.60 0.50
3:al:31:SER:CA 3:al:128:THR:O 2.40 0.50
3:4:31:SER:CA 3:41:128: THR:O 2.40 0.50
3:11:53:ASN:ND2 3:l:53:ASN:N 2.60 0.50
3:nl:53:ASN:ND2 3:nl:53:ASN:N 2.60 0.50
3:t1:53:ASN:ND2 3:t1:53:ASN:N 2.60 0.50
1:A:704:TYR:HA 1:j:388:GLY:HA3 1.94 0.50
1:C:511:ASN:OD1 1:R:566:ARG:HD2 2.12 0.50
1:E:511:ASN:OD1 1:V:566:ARG:HD2 2.12 0.50
1:F:511:ASN:OD1 1:q:566:ARG:HD2 2.11 0.50
1:F:566:ARG:HD2 1:U:511:ASN:OD1 2.11 0.50
1:K:566:ARG:HD2 1:x:511:ASN:OD1 2.12 0.50
1:N:657:PRO:HB3 1:N:666:PHE:CZ 2.32 0.50
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1:W:566:ARG:HD2 1:1:511:ASN:OD1 2.11 0.50
1:a:238:ARG:NH2 1:a:238:ARG:CG 2.73 0.50
1:5:484:ARG:HH11 1:3:596:ASN:ND2 2.09 0.50
1:5:511:ASN:OD1 1:7:566:ARG:HD2 2.11 0.50
2:Ah:25:GLU:CD 2:Ah:25:GLU:H 2.19 0.50
2:Gh:36:THR:HG22 2:Gh:104:SER:HA 1.93 0.50
2:Th:36: THR:HG22 2:Th:104:SER:HA 1.93 0.50
2:0h:36: THR:HG22 2:0h:104:SER:HA 1.93 0.50
2:Wh:36: THR:HG22 2:Wh:104:SER:HA 1.93 0.50
2:¢ch:25:GLU:H 2:¢h:25:GLU:CD 2.19 0.50
2:gh:36: THR:HG22 2:¢h:104:SER:HA 1.93 0.50
2:1h:25:GLU:CD 2:1h:25:GLU:H 2.19 0.50
2:0h:61:PRO:HB2 2:0h:64:LYS:HG3 1.92 0.50
2:ph:48:ILE:HA 2:ph:55: TRP:CZ2 2.47 0.50
2:¢h:107:THR:O 2:¢h:109:ALA:N 2.44 0.50
2:uh:107:THR:O 2:uh:109:ALA:N 2.44 0.50
2:0h:107:THR:O 2:0h:109:ALA:N 2.44 0.50
2:4h:25:GLU:H 2:4h:25:GLU:CD 2.19 0.50
3:L1:53:ASN:ND2 3:L1:53:ASN:N 2.60 0.50
3:VI:53:ASN:ND2 3:VIL:53:ASN:N 2.60 0.50
3:61:53:ASN:ND2 3:1:53:ASN:N 2.60 0.50
3:11:53:ASN:ND2 3:11:53:ASN:N 2.60 0.50
1:B:566:ARG:HD?2 1:t:511:ASN:OD1 2.11 0.50
1:0:511:ASN:OD1 1:d:566:ARG:HD2 2.11 0.50
1:U:566:ARG:HD2 1:q:511:ASN:OD1 2.11 0.50
1:e:484:ARG:HH11 1:€:596:ASN:ND2 2.09 0.50
1:1:511:ASN:OD1 1:2:566:ARG:HD2 2.11 0.50
1:v:238:ARG:HH21 1:v:238:ARG:CG 2.14 0.50
1:w:710:VAL:O 1:w:713: THR:OG1 2.27 0.50
1:2:484:ARG:HH11 1:2:596:ASN:ND2 2.09 0.50
1:3:710:VAL:O 1:3:713: THR:OG1 2.27 0.50
1:7:238:ARG:NH2 1:7:238:ARG:CG 2.73 0.50
2:Ah:106:VAL:CG2 2:Ah:110:ASP:CG 2.81 0.50
2:Fh:25:GLU:CD 2:Fh:25:GLU:H 2.19 0.50
2:1h:48:ILE:HA 2:Ih:55: TRP:CZ2 2.47 0.50
2:Nh:25:GLU:CD 2:Nh:25:GLU:H 2.19 0.50
2:0h:61:PRO:HB2 2:0h:64:LYS:HG3 1.92 0.50
2:Qh:48:1LE:HA 2:Qh:55:TRP:CZ2 2.47 0.50
2:Th:25:GLU:CD 2:Th:25:GLU:H 2.19 0.50
2:Wh:48:ILE:HA 2:Wh:55:TRP:CZ2 2.47 0.50
2:ah:25:GLU:CD 2:ah:25:GLU:H 2.19 0.50
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2:dh:25:GLU:CD 2:dh:25:GLU:H 2.19 0.50
2:eh:48:ILE:HA 2:¢h:55: TRP:CZ2 2.47 0.50
2:gh:25:GLU:CD 2:gh:25:GLU:H 2.19 0.50
2:1h:25:GLU:H 2:1h:25:GLU:CD 2.19 0.50
2:kh:36: THR:HG22 2:kh:104:SER:HA 1.93 0.50
2:mh:25:GLU:H 2:mh:25:GLU:CD 2.19 0.50
2:0h:48:ILE:HA 2:0h:55:TRP:CZ2 2.47 0.50
2:sh:48:ILE:HA 2:sh:55: TRP:CZ2 2.47 0.50
2:vh:61:PRO:HB2 2:vh:64:LYS:HG3 1.92 0.50
2:wh:48:1LE:HA 2:wh:55: TRP:CZ2 2.47 0.50
2:wh:61:PRO:HB2 2:wh:64:LYS:HG3 1.92 0.50
3:11:53: ASN:ND2 3:11:53:ASN:N 2.60 0.50
3:T1:53:ASN:ND2 3:T1:53:ASN:N 2.60 0.50
3:T1:107:ASP:OD1 3:T1:126:LYS:HD2 2.12 0.50
3:al:107:ASP:0OD1 3:al:126:LYS:HD2 2.12 0.50
3:nl:107:ASP:0OD1 3:nl:126:LYS:HD2 2.12 0.50
3:xl:31:SER:CA 3:x1:128: THR.:O 2.40 0.50
3:x1:107:ASP:OD1 3:x1:126:LYS:HD2 2.12 0.50
3:11:107:ASP:OD1 3:11:126:LYS:HD2 2.12 0.50
3:71:107:ASP:OD1 3:71:126:LYS:HD2 2.12 0.50
1:D:657:PRO:HB3 1:D:666:PHE:CZ 2.32 0.50
1:F:484:ARG:HH11 1:F:596:ASN:ND2 2.09 0.50
1:K:511:ASN:OD1 1:b:566:ARG:HD2 2.12 0.50
1:1:238:ARG:NH2 1:L:238:ARG:CG 2.73 0.50
1:N:566:ARG:HD2 1:h:511:ASN:OD1 2.12 0.50
1:S:238:ARG:NH2 1:S:238:ARG:CG 2.73 0.50
1:S:511:ASN:OD1 1:5:566:ARG:HD2 2.11 0.50
1:V:704: TYR:HA 1:x:388:GLY:HA3 1.94 0.50
1:X:511:ASN:OD1 1:2:566:ARG:HD?2 2.11 0.50
1:7:484:ARG:HH11 1:7:596:ASN:ND2 2.09 0.50
1:a:566:ARG:HD2 1:k:511:ASN:OD1 2.11 0.50
1:0:388:GLY:HA3 1:u:704: TYR:HA 1.94 0.50
1:x:657:PRO:HB3 1:x:666:PHE:CZ 2.32 0.50
1:5:484:ARG:HH11 1:5:596:ASN:ND2 2.09 0.50
1:6:484:ARG:HH11 1:6:596:ASN:ND2 2.09 0.50
2:Dh:69:ILE:CG2 2:Dh:88:VAL:HG11 2.42 0.50
2:Eh:69:ILE:CG2 2:Eh:88:VAL:HG11 2.42 0.50
2:Gh:61:PRO:HB2 2:Gh:64:LYS:HG3 1.92 0.50
2:Kh:106:VAL:CG2 2:Kh:110:ASP:CG 2.81 0.50
2:Mh:48:ILE:HA 2:Mh:55: TRP:CZ2 2.47 0.50
2:Mh:61:PRO:HB2 2:Mh:64:LYS:HG3 1.92 0.50
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2:Qh:61:PRO:HB2 2:Qh:64:LYS:HGS3 1.92 0.50
2:Rh:106:VAL:CG2 2:Rh:110:ASP:CG 2.81 0.50
2:Th:107:THR:O 2:Th:109:ALA:N 2.44 0.50
2:Vh:25:GLU:CD 2:Vh:25:GLU:H 2.19 0.50
2:ch:61:PRO:HB2 2:¢ch:64:LYS:HG3 1.92 0.50
2:dh:48:ILE:HA 2:dh:55: TRP:CZ2 2.47 0.50
2:gh:107:THR:O 2:¢h:109:ALA:N 2.44 0.50
2:hh:36: THR:HG22 2:hh:104:SER:HA 1.93 0.50
2:jh:61:PRO:HB2 2:jh:64:LYS:HG3 1.92 0.50
2:kh:48:ILE:HA 2:kh:55: TRP:CZ2 2.47 0.50
2:mh:48:ILE:HA 2:mh:55: TRP:CZ2 2.47 0.50
2:qh:36: THR:HG22 2:qh:104:SER:HA 1.93 0.50
2:rh:61:PRO:HB2 2:vh:64:LYS:HG3 1.92 0.50
2:th:25:GLU:CD 2:th:25:GLU:H 2.19 0.50
2:uh:36: THR:HG22 2:uh:104:SER:HA 1.93 0.50
2:vh:48:ILE:HA 2:vh:55: TRP:CZ2 2.47 0.50
2:yh:69:1LE:CG2 2:vh:88:VAL:HG11 2.42 0.50
2:0h:48:ILE:HA 2:0h:55:TRP:CZ2 2.47 0.50
2:5h:48:ILE:HA 2:5h:55: TRP:CZ2 2.47 0.50
2:7h:25:GLU:H 2:7h:25:GLU:CD 2.19 0.50
3:Al:53:ASN:ND2 3:Al:53:ASN:N 2.60 0.50
3:Cl1:107:ASP:OD1 3:Cl:126:LYS:HD2 2.12 0.50
3:Gl:52:TYR:HB2 3:G1:88:LYS:HE2 1.94 0.50
3:01:52:TYR:HB2 3:01:88:LYS:HE2 1.94 0.50
3:bl:53:ASN:ND2 3:bl:53:ASN:N 2.60 0.50
3:g1:53: ASN:ND2 3:g1:53: ASN:N 2.60 0.50
3:gl:107:ASP:OD1 3:g1:126:LYS:HD2 2.12 0.50
3:j1:107:ASP:0OD1 3:j1:126:LYS:HD2 2.12 0.50
3:pl:107:ASP:OD1 3:pl:126:LYS:HD2 2.12 0.50
3:81:107:ASP:OD1 3:s1:126:LYS:HD2 2.12 0.50
3:wl:107:ASP:OD1 3:wl:126:LYS:HD2 2.12 0.50
3:01:107:ASP:OD1 3:01:126:LYS:HD2 2.12 0.50
1:D:511:ASN:OD1 1:1:566:ARG:HD2 2.11 0.50
1:J:511:ASN:OD1 1:1:566:ARG:HD2 2.12 0.50
1:L:484:ARG:HH11 1:L:596:ASN:ND2 2.09 0.50
1:L:511:ASN:OD1 1:k:566:ARG:HD?2 2.11 0.50
1:N:511:ASN:OD1 1:u:566:ARG:HD2 2.12 0.50
1:T:566:ARG:HD2 1:5:511:ASN:OD1 2.12 0.50
1:¢:566:ARG:HD2 1:£:511:ASN:OD1 2.11 0.50
1:¢:710:VAL:O 1:¢:713:THR:OG1 2.27 0.50
1:t:479:PRO:O 1:t:604:MET:HG2 2.10 0.50
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1:t:710:VAL:O 1:t:713: THR:OG1 2.27 0.50
2:Ph:69:ILE:CG2 2:Ph:88:VAL:HG11 2.42 0.50
2:Uh:36: THR:HG22 2:Uh:104:SER:HA 1.93 0.50
2:Wh:107:THR:O 2:Wh:109:ALA:N 2.44 0.50
2:dh:61:PRO:HB2 2:dh:64:LYS:HG3 1.92 0.50
2:jh:107: THR:O 2:jh:109:ALA:N 2.44 0.50
2:ph:61:PRO:HB2 2:ph:64:LYS:HG3 1.92 0.50
2:vh:69:ILE:CG2 2:vh:88:VAL:HG11 2.42 0.50
2:0h:53: TYR:HE1 2:0h:120:VAL:HG22 1.75 0.50
2:4h:48:ILE:HA 2:4h:55: TRP:CZ2 2.47 0.50
3:CL:112:SER:O 3:Cl:119:LEU:HD12 2.12 0.50
3:01:107:ASP:OD1 3:01:126:LYS:HD2 2.12 0.50
3:S1:31:SER:CA 3:S1:128: THR:O 2.40 0.50
3:X1:107:ASP:OD1 3:X1:126:LYS:HD2 2.12 0.50
3:el:107:ASP:OD1 3:el:126:LYS:HD2 2.12 0.50
3:kl:107:ASP:OD1 3:kl:126:LYS:HD2 2.12 0.50
3:ml:107:ASP:OD1 3:ml:126:LYS:HD?2 2.12 0.50
3:r1:107:ASP:OD1 3:r1:126:LYS:HD2 2.12 0.50
3:yl:52: TYR:HB2 3:yl:88:LYS:HE2 1.94 0.50
3:51:107:ASP:OD1 3:51:126:LYS:HD2 2.12 0.50
1:C:657:PRO:HB3 1:C:666:PHE:CZ 2.32 0.49
1:F:657:PRO:HB3 1:F:666:PHE:CZ 2.32 0.49
1:H:238:ARG:HH21 1:H:238:ARG:CG 2.14 0.49
1:1:511:ASN:OD1 1:X:566:ARG:HD2 2.12 0.49
1:J:566:ARG:HD2 1:W:511:ASN:OD1 2.12 0.49
1:N:484:ARG:HH11 1:N:596:ASN:ND2 2.09 0.49
1:V:511:ASN:OD1 1:3:566:ARG:HD2 2.12 0.49
1:W:238:ARG:CG 1:W:238:ARG:NH2 2.73 0.49
1:Y:566:ARG:HD2 1:1:511:ASN:OD1 2.11 0.49
1:1:657:PRO:HB3 1:1:666:PHE:CZ 2.32 0.49
1:1:479:PRO:O 1:1:604:MET:HG2 2.10 0.49
2:Eh:25:GLU:H 2:Eh:25:GLU:CD 2.19 0.49
2:Ph:25:GLU:H 2:Ph:25:GLU:CD 2.19 0.49
2:Sh:48:ILE:HA 2:Sh:55:TRP:CZ2 2.47 0.49
2:Th:48:1LE:HA 2:Th:55: TRP:CZ2 2.47 0.49
2:fh:48:ILE:HA 2:th:55: TRP:CZ2 2.47 0.49
2:gh:48:1LE:HA 2:gh:55:TRP:CZ2 2.47 0.49
2:mh:53: TYR:HE1 2:mh:120:VAL:HG22 1.75 0.49
2:th:107:THR:O 2:th:109:ALA:N 2.44 0.49
2:vh:36: THR:HG22 2:vh:104:SER:HA 1.93 0.49
2:zh:25:GLU:H 2:zh:25:GLU:CD 2.19 0.49
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3:D1:52:TYR:HB2 3:DI:88:LYS:HE2 1.94 0.49
3:J1:107:ASP:OD1 3:J1:126:LYS:HD2 2.12 0.49
3:J1:112:SER:O 3:J1:119:LEU:HD12 2.13 0.49
3:S1:107:ASP:0OD1 3:S1:126:LYS:HD2 2.12 0.49
3:TL:52: TYR:HB2 3:TL:88:LYS:HE2 1.94 0.49
3:VI:31:SER:CA 3:V9:128: THR:O 2.40 0.49
3:VI:52: TYR:HB2 3:V9I:88:LYS:HE2 1.94 0.49
3:X1:112:SER:O 3:X1:119:LEU:HD12 2.13 0.49
3:bl:112:SER:O 3:bl:119:LEU:HD12 2.12 0.49
3:4:52:TYR:HB2 3:41:88:LYS:HE2 1.94 0.49
3:x1:112:SER:O 3:x1:119:LEU:HD12 2.12 0.49
3:71:112:SER:O 3:71:119:LEU:HD12 2.12 0.49
1:A:566:ARG:HD2 1:R:511:ASN:OD1 2.12 0.49
1:E:566:ARG:HD2 1:3:511:ASN:OD1 2.12 0.49
1:H:566:ARG:HD2 1:n:511:ASN:OD1 2.12 0.49
1:1:238:ARG:CG 1:1:238:ARG:NH2 2.73 0.49
1:Q:238:ARG:NH2 1:Q:238:ARG:CG 2.73 0.49
1:S:484:ARG:HH11 1:S:596:ASN:ND2 2.09 0.49
1:T:238:ARG:NH2 1:T:238:ARG:CG 2.73 0.49
1:e:511:ASN:OD1 1:g:566:ARG:HD2 2.12 0.49
1:f:484:ARG:HH11 1:£:596:ASN:ND2 2.09 0.49
1:j:566:ARG:HD2 1:y:511:ASN:OD1 2.11 0.49
1:t:484:ARG:HH11 1:t:596:ASN:ND2 2.09 0.49
2:Bh:36: THR:HG22 2:Bh:104:SER:HA 1.93 0.49
2:Dh:107: THR.:O 2:Dh:109:ALA:N 2.44 0.49
2:Th:107:THR:O 2:1h:109:ALA:N 2.44 0.49
2:Lh:48:1LE:HA 2:Lh:55:TRP:CZ2 2.47 0.49
2:Mh:36: THR:HG22 2:Mh:104:SER:HA 1.93 0.49
2:0h:48:ILE:HA 2:0h:55:TRP:CZ2 2.47 0.49
2:Qh:36: THR:HG22 2:Qh:104:SER:HA 1.93 0.49
2:Vh:48:ILE:HA 2:Vh:55:TRP:CZ2 2.47 0.49
2:kh:61:PRO:HB2 2:kh:64:LYS:HG3 1.92 0.49
2:zh:36: THR:HG22 2:zh:104:SER:HA 1.93 0.49
2:3h:61:PRO:HB2 2:3h:64:LYS:HG3 1.92 0.49
2:4h:61:PRO:HB2 2:4h:64:LYS:HG3 1.92 0.49
2:7h:107:THR:O 2:7h:109:ALA:N 2.44 0.49
3:Al:112:SER:O 3:Al:119:LEU:HD12 2.12 0.49
3:Bl:107:ASP:0OD1 3:Bl:126:LYS:HD2 2.12 0.49
3:Gl:107:ASP:OD1 3:G1:126:LYS:HD2 2.12 0.49
3:K1:52:TYR:HB2 3:K1:88:LYS:HE2 1.94 0.49
3:L1:107:ASP:OD1 3:L1:126:LYS:HD2 2.12 0.49
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3:ML:52: TYR:HB2 3:MI1:88:LYS:HE2 1.94 0.49
3:al:112:SER:O 3:al:119:LEU:HD12 2.12 0.49
3:cl:107:ASP:OD1 3:¢l:126:LYS:HD2 2.12 0.49
3:gl:52: TYR:HB2 3:gl:88:LYS:HE2 1.95 0.49
3:0l:31:SER:CA 3:01:128:THR:O 2.40 0.49
3:x1:52:TYR:HB2 3:x1:88:LYS:HE2 1.94 0.49
3:31:107:ASP:OD1 3:31:126:LYS:HD2 2.12 0.49
3:41:107:ASP:0OD1 3:41:126:LYS:HD2 2.12 0.49
3:51:112:SER:O 3:51:119:LEU:HD12 2.12 0.49
1:M:238:ARG:NH2 1:M:238:ARG:CG 2.73 0.49
1:P:566:ARG:HD2 1:¢:511:ASN:OD1 2.12 0.49
1:g:238:ARG:NH2 1:2:238:ARG:CG 2.73 0.49
2:Bh:25:GLU:H 2:Bh:25:GLU:CD 2.19 0.49
2:Gh:48:1LE:HA 2:Gh:55:TRP:CZ2 2.47 0.49
2:Yh:25:GLU:CD 2:Yh:25:GLU:H 2.19 0.49
2:1h:106:VAL:CG2 2:ih:110:ASP:CG 2.81 0.49
2:jh:36: THR:HG22 2:jh:104:SER:HA 1.93 0.49
2:nh:36: THR:HG22 2:nh:104:SER:HA 1.93 0.49
2:0h:36: THR:HG22 2:0h:104:SER:HA 1.93 0.49
2:0h:69:ILE:CG2 2:0h:88:VAL:HG11 2.42 0.49
2:1h:36: THR:HG22 2:th:104:SER:HA 1.93 0.49
2:sh:61:PRO:HB2 2:sh:64:LYS:HG3 1.92 0.49
2:th:106:VAL:CG2 2:th:110:ASP:CG 2.81 0.49
2:yh:107:THR:O 2:yh:109:ALA:N 2.44 0.49
2:3h:36: THR:HG22 2:3h:104:SER:HA 1.93 0.49
3:CL:52:TYR:HB2 3:CL:88:LYS:HE2 1.95 0.49
3:11:107:ASP:OD1 3:11:126:LYS:HD2 2.12 0.49
3:L1:77:PRO:HD2 3:L1:80:VAL:HG21 1.95 0.49
3:P1:107:ASP:OD1 3:P1:126:LYS:HD?2 2.12 0.49
3:QL:52:TYR:HB2 3:QL:88:LYS:HE2 1.94 0.49
3:RI:52:TYR:HB2 3:R1:88:LYS:HE2 1.94 0.49
3:R1:112:SER:O 3:RI1:119:LEU:HD12 2.12 0.49
3:SI:52: TYR:HB2 3:SI:88:LYS:HE2 1.94 0.49
3:X1:53:ASN:ND2 3:X1:53:ASN:N 2.60 0.49
3:cl:77:PRO:HD2 3:¢l:80:VAL:HG21 1.95 0.49
3:d1:107:ASP:OD1 3:dl:126:LYS:HD2 2.12 0.49
3:el:112:SER:O 3:el:119:LEU:HD12 2.13 0.49
3:l:112:SER:O 3:i1:119:LEU:HD12 2.12 0.49
3:j1:112:SER:O 3:j1:119:LEU:HD12 2.13 0.49
3:11:112:SER:O 3:11:119:LEU:HD12 2.13 0.49
3:rl:112:SER:O 3:rl:119:LEU:HD12 2.13 0.49

Continued on next page...



Page 233

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

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

3:t1:112:SER:O 3:t1:119:LEU:HD12 2.13 0.49
3:z1:77:PRO:HD2 3:z1:80:VAL:HG21 1.95 0.49
3:z1:107:ASP:OD1 3:z1:126:LYS:HD2 2.12 0.49
3:21:112:SER:O 3:21:119:LEU:HD12 2.13 0.49
1:G:484:ARG:HH11 1:G:596:ASN:ND2 2.09 0.49
1:K:555:GLU:H 1:K:555:GLU:CD 2.17 0.49
1:0:484:ARG:HH11 1:0:596:ASN:ND2 2.09 0.49
1:R:555:GLU:H 1:R:555:GLU:CD 2.17 0.49
1:1:484:ARG:HH11 1:1:596:ASN:ND2 2.09 0.49
1:m:657:PRO:HB3 1:m:666:PHE:CZ 2.32 0.49
2:Hh:25:GLU:H 2:Hh:25:GLU:CD 2.19 0.49
2:Ih:61:PRO:HB2 2:Th:64:LYS:HG3 1.92 0.49
2:7h:48:1LE:HA 2:7Zh:55:TRP:CZ2 2.47 0.49
2:7h:107:THR:O 2:7h:109:ALA:N 2.44 0.49
2:ah:48:ILE:HA 2:ah:55:TRP:CZ2 2.47 0.49
2:ah:107:THR:O 2:ah:109:ALA:N 2.44 0.49
2:ch:36: THR:HG22 2:ch:104:SER:HA 1.93 0.49
2:ch:48:ILE:HA 2:¢ch:55: TRP:CZ2 2.47 0.49
2:dh:69:ILE:CG2 2:dh:88:VAL:HG11 2.42 0.49
2:1h:48:ILE:HA 2:1h:55: TRP:CZ2 2.47 0.49
2:1h:36:THR:HG22 2:1h:104:SER:HA 1.93 0.49
2:3h:48:ILE:HA 2:3h:55:TRP:CZ2 2.47 0.49
2:6h:48:ILE:HA 2:6h:55: TRP:CZ2 2.47 0.49
2:7h:48:ILE:HA 2:7h:55:TRP:CZ2 2.47 0.49
3:BL:77:PRO:HD2 3:Bl:80:VAL:HG21 1.95 0.49
3:E1:107:ASP:OD1 3:El:126:LYS:HD?2 2.12 0.49
3:J1:53:ASN:ND2 3:J1:53:ASN:N 2.60 0.49
3:K1:112:SER:O 3:K1:119:LEU:HD12 2.12 0.49
3:L1:52: TYR:HB2 3:L1:88:LYS:HE2 1.94 0.49
3:SL:77:PRO:HD2 3:S1:80: VAL:HG21 1.95 0.49
3:WI1:107:ASP:OD1 3:WI1:126:LYS:HD2 2.12 0.49
3:d1:53:ASN:ND2 3:dl:53:ASN:N 2.60 0.49
3:l:52:TYR:HB2 3:l:88:LYS:HE2 1.94 0.49
3:k1:53:ASN:ND2 3:k1:53:ASN:N 2.60 0.49
3:nl:112:SER:O 3:nl:119:LEU:HD12 2.13 0.49
3:v1:53:ASN:ND2 3:v1:53:ASN:N 2.60 0.49
3:11:112:SER:O 3:11:119:LEU:HD12 2.13 0.49
3:21:52: TYR:HB2 3:21:88:LYS:HE2 1.94 0.49
3:31:77:PRO:HD2 3:31:80: VAL:HG21 1.95 0.49
1:D:484:ARG:HH11 1:D:596:ASN:ND2 2.09 0.49
1:J:704:TYR:HA 1:£:388:GLY:HA3 1.95 0.49
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1:K:484:ARG:HH11 1:K:596:ASN:ND2 2.09 0.49
1:N:704:TYR:HA 1:y:388:GLY:HA3 1.95 0.49
1:Q:484:ARG:HH11 1:Q:596:ASN:ND2 2.09 0.49
1:V:484:ARG:HH11 1:V:596:ASN:ND2 2.09 0.49
1:a:484:ARG:HH11 1:a:596:ASN:ND2 2.09 0.49
1:j:657:PRO:HB3 1:j:666:PHE:CZ 2.32 0.49
1:r:657:PRO:HB3 1:1:666:PHE:CZ 2.32 0.49
1:u:388:GLY:HA3 1:0:704:TYR:HA 1.94 0.49
1:y:484:ARG:HH11 1:y:596:ASN:ND2 2.09 0.49
1:2:578:SER:HB3 1:2:592: THR:HG22 1.95 0.49
1:7:484:ARG:HH11 1:7:596: ASN:ND2 2.09 0.49
2:Mh:25:GLU:H 2:Mh:25:GLU:CD 2.19 0.49
2:Wh:61:PRO:HB2 2:Wh:64:LYS:HG3 1.92 0.49
2:jh:48:ILE:HA 2:jh:55:TRP:CZ2 2.47 0.49
2:1h:48:ILE:HA 2:1h:55:TRP:CZ2 2.47 0.49
2:2h:48:ILE:HA 2:2h:55:TRP:CZ2 2.47 0.49
2:4h:69:1ILE:CG2 2:4h:88:VAL:HG11 2.42 0.49
2:6h:107:THR:O 2:6h:109:ALA:N 2.44 0.49
3:F1:53:ASN:ND2 3:F1:53:ASN:N 2.60 0.49
3:UL:107:ASP:0OD1 3:UL:126:LYS:HD2 2.12 0.49
3:Ul:112:SER:O 3:UL:119:LEU:HD12 2.13 0.49
3:11:52:TYR:HB2 3:11:88:LYS:HE2 1.94 0.49
3:01:53:ASN:ND2 3:01:53:ASN:N 2.60 0.49
3:t1:52:TYR:HB2 3:t1:88:LYS:HE2 1.94 0.49
3:01:53:ASN:ND2 3:01:53:ASN:N 2.60 0.49
3:21:53:ASN:ND2 3:21:53:ASN:N 2.60 0.49
3:41:53:ASN:ND2 3:41:53:ASN:N 2.60 0.49
1:M:484:ARG:HH11 1:M:596:ASN:ND2 2.09 0.49
1:0:578:SER:HB3 1:0:592: THR:HG22 1.95 0.49
1:0:710:VAL:O 1:0:713: THR:OG1 2.27 0.49
1:W:484:ARG:HH11 1:W:596:ASN:ND2 2.09 0.49
1:a4:388:GLY:HA3 1:1:704: TYR:HA 1.95 0.49
1:1:578:SER:HB3 1:1:592: THR:HG22 1.95 0.49
1:0:484:ARG:HH11 1:0:596:ASN:ND2 2.09 0.49
1:2:704:TYR:HA 1:7:388:GLY:HA3 1.95 0.49
2:hh:25:GLU:H 2:hh:25:GLU:CD 2.19 0.49
2:nh:48:1ILE:HA 2:nh:55: TRP:CZ2 2.47 0.49
2:5h:25:GLU:H 2:5h:25:GLU:CD 2.19 0.49
3:HI1:107:ASP:0OD1 3:HI1:126:LYS:HD?2 2.12 0.49
3:K1:107:ASP:0OD1 3:K1:126:LYS:HD2 2.12 0.49
3:MI1:112:SER:O 3:M1:119:LEU:HD12 2.13 0.49
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3:N1:53:ASN:ND2 3:NIL:53:ASN:N 2.60 0.49
3:0L77:PRO:HD2 3:01:80:VAL:HG21 1.95 0.49
3:PL:52: TYR:HB2 3:P1:88:LYS:HE2 1.94 0.49
3:QI:112:SER:O 3:QL:119:LEU:HD12 2.13 0.49
3:R1:107:ASP:0OD1 3:RI1:126:LYS:HD2 2.12 0.49
3:TL77:PRO:HD2 3:T1:80:VAL:HG21 1.95 0.49
3:V9I:77:PRO:HD2 3:V1:80:VAL:HG21 1.95 0.49
3:71:107:ASP:OD1 3:71:126:LYS:HD2 2.12 0.49
3:h1:107:ASP:OD1 3:hl:126:LYS:HD2 2.12 0.49
3:hl:112:SER:O 3:hl:119:LEU:HD12 2.13 0.49
3:kl:77:PRO:HD2 3:kl:80:VAL:HG21 1.95 0.49
3:11:53:ASN:ND2 3:11:53:ASN:N 2.60 0.49
3:nl:77:PRO:HD2 3:nl:80: VAL:HG21 1.95 0.49
3:pl:52: TYR:HB2 3:pl:88:LYS:HE2 1.94 0.49
3:pl:112:SER:O 3:pl:119:LEU:HD12 2.13 0.49
3:s1:53:ASN:ND2 3:s1:53:ASN:N 2.60 0.49
3:s1:77:PRO:HD2 3:s1:80: VAL:HG21 1.95 0.49
3:wl:112:SER:O 3:wl:119:LEU:HD12 2.13 0.49
1:D:388:GLY:HA3 1:F:704: TYR:HA 1.95 0.49
1:F:388:GLY:HA3 1:e:704:TYR:HA 1.95 0.49
1:G:578:SER:HB3 1:G:592: THR:HG22 1.95 0.49
1:1:484:ARG:HH11 1:1:596:ASN:ND2 2.09 0.49
1:K:710:VAL:O 1:K:713: THR:OG1 2.27 0.49
1:R:484:ARG:HH11 1:R:596:ASN:ND2 2.09 0.49
1:Y:511:ASN:OD1 1:m:566:ARG:HD2 2.11 0.49
1:b:511:ASN:OD1 1:x:566:ARG:HD2 2.12 0.49
1:e:578:SER:HB3 1:e:592:THR:HG22 1.95 0.49
1:5:578:SER:HB3 1:5:592: THR:HG22 1.95 0.49
2:Kh:48:ILE:HA 2:Kh:55:TRP:CZ2 2.47 0.49
2:Qh:25:GLU:CD 2:Qh:25:GLU:H 2.19 0.49
2:vh:48:ILE:HA 2:th:55: TRP:CZ2 2.47 0.49
2:1h:106:VAL:CG2 2:th:110:ASP:CG 2.81 0.49
3:El:52:TYR:HB2 3:El:88:LYS:HE2 1.94 0.49
3:HIL:52: TYR:HB2 3:HI:88:LYS:HE2 1.94 0.49
3:HIl:112:SER:O 3:H1:119:LEU:HD12 2.12 0.49
3:JI:52: TYR:HB2 3:J1:88:LYS:HE2 1.94 0.49
3:L1:112:SER:O 3:L1:119:LEU:HD12 2.13 0.49
3:VI1:112:SER:O 3:V9I:119:LEU:HD12 2.12 0.49
3:Y1:112:SER:O 3:Y1:119:LEU:HD12 2.13 0.49
3:el:77:PRO:HD2 3:el:80: VAL:HG21 1.95 0.49
3:0:77:PRO:HD2 3:41:80: VAL:HG21 1.95 0.49
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3:hl:77:PRO:HD2 3:hl:80: VAL:HG21 1.95 0.49
3:ml:53:ASN:ND2 3:ml:53:ASN:N 2.60 0.49
3:0l:52: TYR:HB2 3:01:88:LYS:HE2 1.94 0.49
3:rl:77:PRO:HD2 3:r1:80:VAL:HG21 1.95 0.49
3:wl:52:TYR:HB2 3:wl:88:LYS:HE2 1.94 0.49
3:11:77:PRO:HD2 3:11:80: VAL:HG21 1.95 0.49
3:61:107:ASP:0OD1 3:61:126:LYS:HD2 2.12 0.49
1:A:388:GLY:HA3 1:4:704:TYR:HA 1.95 0.49
1:C:388:GLY:HA3 1:4:704: TYR:HA 1.95 0.49
1:C:578:SER:HB3 1:C:592: THR:HG22 1.95 0.49
1:H:511:ASN:OD1 1:0:566:ARG:HD2 2.11 0.49
1:q:704:TYR:HA 1:v:388:GLY:HA3 1.95 0.49
1:v:484:ARG:HH11 1:v:596:ASN:ND2 2.09 0.49
1:x:578:SER:HB3 1:x:592: THR:HG22 1.95 0.49
1:0:657:PRO:HB3 1:0:666:PHE:CZ 2.32 0.49
2:Ch:48:ILE:HA 2:Ch:55:TRP:CZ2 2.47 0.49
2:Uh:25:GLU:H 2:Uh:25:GLU:CD 2.19 0.49
2:¢h:25:GLU:H 2:¢h:25:GLU:CD 2.19 0.49
2:xh:48:ILE:HA 2:xh:55: TRP:CZ2 2.47 0.49
3:Bl:112:SER:O 3:Bl:119:LEU:HD12 2.12 0.49
3:C1:53:ASN:ND2 3:Cl:53:ASN:N 2.60 0.49
3:DI:53:ASN:ND2 3:DI:53:ASN:N 2.60 0.49
3:E1:112:SER:O 3:El:119:LEU:HD12 2.13 0.49
3:FL:77:PRO:HD2 3:F1:80: VAL:HG21 1.95 0.49
3:GL:77:PRO:HD2 3:G1:80:VAL:HG21 1.95 0.49
3:J1:77:PRO:HD2 3:J1:80:VAL:HG21 1.95 0.49
3:N1:77:PRO:HD2 3:N1:80: VAL:HG21 1.95 0.49
3:R1:77:PRO:HD2 3:R1:80:VAL:HG21 1.95 0.49
3:S1:112:SER:O 3:S1:119:LEU:HD12 2.13 0.49
3:TL:112:SER:O 3:T1:119:LEU:HD12 2.13 0.49
3:UL:77:PRO:HD2 3:ULl:80: VAL:HG21 1.95 0.49
3:X1:52: TYR:HB2 3:X1:88:LYS:HE2 1.94 0.49
3:X1:77:PRO:HD2 3:X1:80:VAL:HG21 1.95 0.49
3:Y1:52: TYR:HB2 3:Y1:88:LYS:HE2 1.94 0.49
3:Y1:107:ASP:OD1 3:YL:126:LYS:HD2 2.12 0.49
3:721:77:PRO:HD2 3:71:80:VAL:HG21 1.95 0.49
3:al:77:PRO:HD2 3:al:80:VAL:HG21 1.95 0.49
3:bL:77:PRO:HD2 3:bl:80: VAL:HG21 1.95 0.49
3:gl:112:SER:O 3:gl:119:LEU:HD12 2.12 0.49
3:j1:77:PRO:HD2 3:j1:80: VAL:HG21 1.95 0.49
3:11:107:ASP:OD1 3:11:126:LYS:HD2 2.12 0.49
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3:0l:107:ASP:0OD1 3:0l:126:LYS:HD2 2.12 0.49
3:ul:112:SER:O 3:ul:119:LEU:HD12 2.13 0.49
3:vI:52: TYR:HB2 3:v1:88:LYS:HE2 1.94 0.49
3:z1:112:SER:O 3:z1:119:LEU:HD12 2.12 0.49
3:51:77:PRO:HD2 3:51:80: VAL:HG21 1.95 0.49
3:71:77:PRO:HD2 3:71:80: VAL:HG21 1.95 0.49
1:G:704:TYR:HA 1:1:388:GLY:HA3 1.95 0.49
1:G:710:VAL:O 1:G:713:THR:OG1 2.27 0.49
1:J:388:GLY:HA3 1:L:704:TYR:HA 1.95 0.49
1:N:388:GLY:HA3 1:5:704: TYR:HA 1.95 0.49
1:0:388:GLY:HA3 1:x:704:TYR:HA 1.95 0.49
1:S:704:TYR:HA 1:X:388:GLY:HA3 1.95 0.49
1:U:710:VAL:O 1:U:713:THR:0G1 2.27 0.49
1:a:704:TYR:HA 1:€:388:GLY:HA3 1.95 0.49
1:w:578:SER:HB3 1:w:592: THR:HG22 1.95 0.49
1:y:578:SER:HB3 1:y:592: THR:HG22 1.95 0.49
1:0:578:SER:HB3 1:0:592: THR:HG22 1.95 0.49
1:0:710:VAL:O 1:0:713:THR:OG1 2.27 0.49
1:1:710:VAL:O 1:1:713:THR:OG1 2.27 0.49
1:5:388:GLY:HA3 1:7:704:TYR:HA 1.95 0.49
2:Fh:69:ILE:CG2 2:Fh:88:VAL:HG11 2.42 0.49
2:Hh:48:ILE:HA 2:Hh:55:TRP:CZ2 2.47 0.49
2:Rh:48:ILE:HA 2:Rh:55:TRP:CZ2 2.47 0.49
2:vh:31:VAL:HG21 2:vh:37:LEU:HD22 1.95 0.49
3:Al:107:ASP:0OD1 3:Al:126:LYS:HD2 2.12 0.49
3:DI1:112:SER:O 3:D1:119:LEU:HD12 2.13 0.49
3:K1:77:PRO:HD2 3:K1:80:VAL:HG21 1.95 0.49
3:dl:112:SER:O 3:dl:119:LEU:HD12 2.12 0.49
3:41:107:ASP:OD1 3:41:126:LYS:HD2 2.12 0.49
3:1:112:SER:O 3:4:119:LEU:HD12 2.12 0.49
3:gl:77:PRO:HD2 3:gl:80:VAL:HG21 1.95 0.49
3:ql:107:ASP:OD1 3:ql:126:LYS:HD2 2.12 0.49
3:ql:112:SER:O 3:ql:119:LEU:HD12 2.13 0.49
3:v1:107:ASP:OD1 3:v1:126:LYS:HD2 2.12 0.49
3:x1:53:ASN:ND2 3:x1:53:ASN:N 2.60 0.49
3:y1:53:ASN:ND2 3:y1:53:ASN:N 2.60 0.49
3:61:77:PRO:HD2 3:61:80: VAL:HG21 1.95 0.49
1:C:704:TYR:HA 1:G:388:GLY:HA3 1.95 0.49
1:D:578:SER:HB3 1:D:592: THR:HG22 1.95 0.49
1:E:578:SER:HB3 1:E:592: THR:HG22 1.95 0.49
1:0:704:TYR:HA 1:S:388:GLY:HA3 1.95 0.49
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1:P:578:SER:HB3 1:P:592: THR:HG22 1.95 0.49
1:R:710:VAL:O 1:R:713:THR:OG1 2.27 0.49
1:V:388:GLY:HA3 1:X:704: TYR:HA 1.95 0.49
1:b:704:TYR:HA 1:r:388:GLY:HA3 1.95 0.49
1:k:710:VAL:O 1:k:713:THR:OG1 2.27 0.49
1:m:578:SER:HB3 1:m:592: THR:HG22 1.95 0.49
1:m:704:TYR:HA 1:q:388:GLY:HA3 1.95 0.49
1:m:710:VAL:O 1:m:713: THR:OG1 2.27 0.49
1:p:578:SER:HB3 1:p:592: THR:HG22 1.95 0.49
2:Hh:31:VAL:HG21 2:Hh:37:LEU:HD22 1.95 0.49
2:Uh:31:VAL:HG21 2:Uh:37:LEU:HD22 1.95 0.49
2:Yh:48:ILE:HA 2:Yh:55:TRP:CZ2 2.47 0.49
2:¢h:69:ILE:CG2 2:¢h:88:VAL:HG11 2.42 0.49
2:hh:31:VAL:HG21 2:hh:37.:LEU:HD22 1.95 0.49
2:mh:69:ILE:CG2 2:mh:88:VAL:HG11 2.42 0.49
2:uh:69:ILE:CG2 2:uh:88:VAL:HG11 2.42 0.49
3:Al:77:PRO:HD2 3:Al:80: VAL:HG21 1.95 0.49
3:P1:53:ASN:ND2 3:PL:53:ASN:N 2.60 0.49
3:P1:112:SER:O 3:P1:119:LEU:HD12 2.13 0.49
3:71:112:SER:O 3:71:119:LEU:HD12 2.13 0.49
3:ul:107:ASP:0OD1 3:ul:126:LYS:HD2 2.12 0.49
3:y1:112:SER:O 3:y1:119:LEU:HD12 2.13 0.49
3:01:31:SER:CA 3:01:128:THR:O 2.40 0.49
3:11:52: TYR:HB2 3:11:88:LYS:HE2 1.94 0.49
3:21:107:ASP:0OD1 3:21:126:LYS:HD2 2.12 0.49
3:41:112:SER:O 3:41:119:LEU:HD12 2.12 0.49
3:71:52: TYR:HB2 3:71:88:LYS:HE2 1.94 0.49
1:A:511:ASN:OD1 1:C:566:ARG:HD2 2.12 0.48
1:H:388:GLY:HA3 1:h:704: TYR:HA 1.95 0.48
1:S:578:SER:HB3 1:S:592: THR:HG22 1.95 0.48
1:a:657:PRO:HB3 1:a:666:PHE:CZ 2.32 0.48
1:d:710:VAL:O 1:d:713:THR:0G1 2.27 0.48
1:£:578:SER:HB3 1:£:592: THR:HG22 1.95 0.48
1:h:710:VAL:O 1:h:713: THR:OG1 2.27 0.48
1:k:578:SER:HB3 1:k:592: THR:HG22 1.95 0.48
1:q:710:VAL:O 1:q:713: THR:0G1 2.27 0.48
1:5:578:SER:HB3 1:5:592: THR:HG22 1.95 0.48
1:s:710:VAL:O 1:s:713: THR:OG1 2.27 0.48
2:Yh:31:VAL:HG21 2:Yh:37:LEU:HD22 1.95 0.48
2:hh:48:ILE:HA 2:hh:55: TRP:CZ2 2.47 0.48
2:0h:31:VAL:HG21 2:0h:37:LEU:HD22 1.95 0.48
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2:qh:69:ILE:CG2 2:qh:88:VAL:HG11 2.42 0.48
2:zh:107:THR:O 2:zh:108:ALA:C 2.56 0.48
3:BLl:52: TYR:HB2 3:Bl:88:LYS:HE2 1.94 0.48
3:E1:53:ASN:ND2 3:E1:53:ASN:N 2.60 0.48
3:Gl:112:SER:O 3:Gl:119:LEU:HD12 2.13 0.48
3:VI1:107:ASP:0OD1 3:VI1:126:LYS:HD?2 2.12 0.48
3:WI:52: TYR:HB2 3:WI:88:LYS:HE2 1.94 0.48
3:71:52:TYR:HB2 3:71:88:LYS:HE2 1.94 0.48
3:bl:107:ASP:OD1 3:bl:126:LYS:HD2 2.12 0.48
3:kl:112:SER:O 3:kl:119:LEU:HD12 2.13 0.48
3:s1:112:SER:O 3:81:1119:LEU:HD12 2.13 0.48
3:t1:107:ASP:OD1 3:t1:126:LYS:HD2 2.12 0.48
3:y1:107:ASP:0OD1 3:yl:126:LYS:HD2 2.12 0.48
1:D:710:VAL:O 1:D:713:THR:0G1 2.27 0.48
1:J:578:SER:HB3 1:J:592: THR:HG22 1.95 0.48
1:U:704: TYR:HA 1:Y:388:GLY:HA3 1.95 0.48
1:V:578:SER:HB3 1:V:592: THR:HG22 1.95 0.48
1:W:578:SER:HB3 1:W:592: THR:HG22 1.95 0.48
1:Y:578:SER:HB3 1:Y:592: THR:HG22 1.95 0.48
1:g:511:ASN:OD1 1:v:566:ARG:HD2 2.12 0.48
1:n:710:VAL:O 1:n:713: THR:OG1 2.27 0.48
1:7:578:SER:HB3 1:7:592: THR:HG22 1.95 0.48
2:Nh:69:ILE:CG2 2:Nh:88:VAL:HG11 2.42 0.48
2:Ph:31:VAL:HG21 2:Ph:37:LEU:HD22 1.95 0.48
2:Uh:48:ILE:HA 2:Uh:55:TRP:CZ2 2.47 0.48
2:7Zh:107:THR:O 2:7h:108:ALA:C 2.56 0.48
2:ch:69:ILE:CG2 2:ch:88:VAL:HG11 2.42 0.48
2:jh:106:VAL:CG2 2:jh:110:ASP:CG 2.81 0.48
2:0h:69:ILE:CG2 2:0h:88:VAL:HG11 2.42 0.48
2:5h:69:1ILE:CG2 2:5h:88:VAL:HG11 2.42 0.48
2:6h:107:THR:O 2:6h:108:ALA:C 2.56 0.48
3:D1:77:PRO:HD2 3:DI1:80:VAL:HG21 1.95 0.48
3:MI1:107:ASP:OD1 3:M1:126:LYS:HD2 2.12 0.48
3:N1:107:ASP:0OD1 3:N1:126:LYS:HD2 2.12 0.48
3:01:112:SER:O 3:01:119:LEU:HD12 2.13 0.48
3:Ul:52:TYR:HB2 3:UL:88:LYS:HE2 1.94 0.48
3:al:52: TYR:HB2 3:al:88:LYS:HE2 1.94 0.48
3:bl:52: TYR:HB2 3:bl:88:LYS:HE2 1.94 0.48
3:cl:52:TYR:HB2 3:cl:88:LYS:HE2 1.94 0.48
3:hl:52: TYR:HB2 3:hl:88:LYS:HE2 1.94 0.48
3:kl:52:TYR:HB2 3:k1:88:LYS:HE2 1.94 0.48
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3:nl:52: TYR:HB2 3:nl:88:LYS:HE2 1.94 0.48
3:ql:52: TYR:HB2 3:ql:88:LYS:HE2 1.94 0.48
3:ul:52:TYR:HB2 3:ul:88:LYS:HE2 1.94 0.48
3:yl:77:PRO:HD2 3:y1:80:VAL:HG21 1.95 0.48
3:31:52: TYR:HB2 3:31:88:LYS:HE2 1.94 0.48
3:61:52: TYR:HB2 3:61:88:LYS:HE2 1.94 0.48
3:61:112:SER:O 3:61:119:LEU:HD12 2.13 0.48
1:H:578:SER:HB3 1:H:592: THR:HG22 1.95 0.48
1:1:578:SER:HB3 1:1:592: THR:HG22 1.95 0.48
1:L:578:SER:HB3 1:L:592: THR:HG22 1.95 0.48
1:P:578:SER:HB3 1:P:592: THR:HG21 1.96 0.48
1:T:511:ASN:OD1 1:0:566:ARG:HD2 2.12 0.48
1:b:388:GLY:HA3 1:d:704:TYR:HA 1.95 0.48
1:e:578:SER:HB3 1:e:592:THR:HG21 1.96 0.48
1:y:710:VAL:O 1:y:713:THR:OG1 2.27 0.48
1:7:657:PRO:HB3 1:7:666:PHE:CZ 2.32 0.48
2:Bh:107:THR:O 2:Bh:108:ALA:C 2.57 0.48
2:Dh:107: THR.:O 2:Dh:108:ALA:C 2.57 0.48
2:Eh:31:VAL:HG21 2:Eh:37:LEU:HD22 1.95 0.48
2:¢h:106:VAL:CG2 2:ch:110:ASP:CG 2.81 0.48
2:1h:107:THR:O 2:1h:108:ALA:C 2.57 0.48
2:th:107:THR:O 2:th:108:ALA:C 2.57 0.48
3:D1:107:ASP:OD1 3:D1:126:LYS:HD?2 2.12 0.48
3:F1:107:ASP:OD1 3:F1:126:LYS:HD2 2.12 0.48
3:11:52:TYR:HB2 3:11:88:LYS:HE2 1.94 0.48
3:11:112:SER:O 3:11:119:LEU:HD12 2.13 0.48
3:QL:107:ASP:OD1 3:Ql:126:LYS:HD2 2.12 0.48
3:WI:112:SER:O 3:WI:119:LEU:HD12 2.12 0.48
3:cl:112:SER:O 3:cl:119:LEU:HD12 2.13 0.48
3:il:107:ASP:OD1 3:1:126:LYS:HD2 2.12 0.48
3:ml:112:SER:O 3:ml:119:LEU:HD12 2.12 0.48
3:pl:31:SER:CA 3:pl:128:THR:O 2.40 0.48
3:rl:31:SER:CA 3:rl:128: THR:O 2.40 0.48
1:E:578:SER:HB3 1:E:592: THR:HG21 1.96 0.48
1:0:555:GLU:H 1:0:555:GLU:CD 2.17 0.48
1:U:388:GLY:HA3 1:r:704: TYR:HA 1.95 0.48
1:V:238:ARG:NH2 1:V:238:ARG:CG 2.73 0.48
1:X:578:SER:HB3 1:X:592: THR:HG22 1.95 0.48
1:7:704:TYR:HA 1:m:388:GLY:HA3 1.95 0.48
1:a:578:SER:HB3 1:a:592: THR:HG22 1.95 0.48
1:£:238:ARG:NH2 1:£:238:ARG:CG 2.73 0.48
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1:1:704: TYR:HA 1:6:388:GLY:HA3 1.95 0.48
1:p:578:SER:HB3 1:p:592: THR:HG21 1.96 0.48
1:5:578:SER:HB3 1:5:592: THR:HG21 1.96 0.48
1:u:710:VAL:O 1:u:713: THR:OG1 2.27 0.48
1:v:710:VAL:O 1:v:713:THR:OG1 2.27 0.48
1:w:578:SER:HB3 1:w:592: THR:HG21 1.96 0.48
1:4:710:VAL:O 1:4:713: THR:0G1 2.27 0.48
1:5:578:SER:HB3 1:5:592: THR:HG21 1.96 0.48
2:Fh:31:VAL:HG21 2:Fh:37:LEU:HD22 1.95 0.48
2:Kh:31:VAL:HG21 2:Kh:37:LEU:HD22 1.95 0.48
2:Nh:31:VAL:HG21 2:Nh:37:LEU:HD22 1.95 0.48
2:Rh:31:VAL:HG21 2:Rh:37:LEU:HD22 1.95 0.48
2:th:69:ILE:CG2 2:th:88:VAL:HG11 2.42 0.48
2:yh:107:THR:O 2:yh:108:ALA:C 2.57 0.48
2:3h:107:THR:O 2:3h:108:ALA:C 2.56 0.48
3:F1:112:SER:O 3:F1:119:LEU:HD12 2.13 0.48
3:MIL:77:PRO:HD2 3:M1:80: VAL:HG21 1.95 0.48
3:N1:112:SER:O 3:NI:119:LEU:HD12 2.13 0.48
3:jl:31:SER:CA 3:j1:128: THR:O 2.40 0.48
3:81:52: TYR:HB2 3:s1:88:LYS:HE2 1.94 0.48
3:wl:77:PRO:HD2 3:wl:80:VAL:HG21 1.95 0.48
3:z1:52:TYR:HB2 3:21:88:LYS:HE2 1.94 0.48
3:31:112:SER:O 3:31:119:LEU:HD12 2.13 0.48
1:B:704:TYR:HA 1:2:388:GLY:HA3 1.95 0.48
1:D:704:TYR:HA 1:1:388:GLY:HA3 1.95 0.48
1:G:238:ARG:NH2 1:G:238:ARG:CG 2.73 0.48
1:M:704:TYR:HA 1:R:388:GLY:HA3 1.95 0.48
1:0:238:ARG:NH2 1:0:238:ARG:CG 2.73 0.48
1:T:388:GLY:HA3 1:z:704:TYR:HA 1.95 0.48
1:7:388:GLY:HA3 1:t:704: TYR:HA 1.95 0.48
1:g:578:SER:HB3 1:g:592: THR:HG22 1.95 0.48
1:h:388:GLY:HA3 1:j:704:TYR:HA 1.95 0.48
1:k:578:SER:HB3 1:k:592: THR:HG21 1.96 0.48
1:n:578:SER:HB3 1:n:592: THR:HG21 1.96 0.48
1:0:657:PRO:HB3 1:0:666:PHE:CZ 2.32 0.48
1:5:704: TYR:HA 1:w:388:GLY:HA3 1.95 0.48
1:y:704:TYR:HA 1:2:388:GLY:HA3 1.95 0.48
1:0:388:GLY:HA3 1:6:704:TYR:HA 1.95 0.48
1:1:578:SER:HB3 1:1:592: THR:HG21 1.96 0.48
1:2:555:GLU:H 1:2:555:GLU:CD 2.17 0.48
2:Ch:31:VAL:HG21 2:Ch:37.:LEU:HD22 1.95 0.48
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:Hh:69:ILE:CG2 2:Hh:88:VAL:HG11 2.42 0.48
2:Jh:31:VAL:HG21 2:Jh:37:LEU:HD22 1.95 0.48
2:Mh:31:VAL:HG21 2:Mh:37:LEU:HD22 1.95 0.48
2:Yh:69:ILE:CG2 2:Yh:88:VAL:HG11 2.42 0.48
2:ch:31:VAL:HG21 2:ch:37:LEU:HD22 1.95 0.48
2:¢ch:107:THR:O 2:ch:108:ALA:C 2.56 0.48
2:1h:69:1LE:CG2 2:1h:88:VAL:HG11 2.42 0.48
2:0h:30:LEU:C 2:0h:30:LEU:HD23 2.39 0.48
2:uh:30:LEU:HD23 2:uh:30:LEU:C 2.39 0.48
2:xh:31:VAL:HG21 2:xh:37:LEU:HD22 1.95 0.48
2:3h:31:VAL:HG21 2:3h:37:LEU:HD22 1.95 0.48
2:3h:69:ILE:CG2 2:3h:88:VAL:HG11 2.42 0.48
3:pl:77:PRO:HD2 3:pl:80:VAL:HG21 1.95 0.48
3:vl:112:SER:O 3:v1l:119:LEU:HD12 2.12 0.48
3:01:112:SER:O 3:01:119:LEU:HD12 2.13 0.48
1:G:555:GLU:H 1:G:555:GLU:CD 2.17 0.48
1:K:388:GLY:HA3 1:Q:704:TYR:HA 1.95 0.48
1:M:578:SER:HB3 1:M:592: THR:HG22 1.95 0.48
1:U:578:SER:HB3 1:U:592: THR:HG22 1.95 0.48
1:X:657:PRO:HB3 1:X:666:PHE:CZ 2.32 0.48
1:a:710:VAL:O 1:a:713: THR:0G1 2.27 0.48
1:k:704:TYR:HA 1:p:388:GLY:HA3 1.95 0.48
1:1:555:GLU:H 1:1:555:GLU:CD 2.17 0.48
1:5:710:VAL:O 1:5:713: THR:OG1 2.27 0.48
2:Ch:106:VAL:CG2 2:Ch:110:ASP:CG 2.81 0.48
2:Eh:30:LEU:HD23 2:Eh:30:LEU:C 2.39 0.48
2:Fh:30:LEU:HD23 2:Fh:30:LEU:C 2.39 0.48
2:Gh:31:VAL:HG21 2:Gh:37:LEU:HD22 1.95 0.48
2:Nh:30:LEU:HD23 2:Nh:30:LEU:C 2.39 0.48
2:Ph:30:LEU:HD23 2:Ph:30:LEU:C 2.39 0.48
2:Qh:31:VAL:HG21 2:Qh:37:LEU:HD22 1.95 0.48
2:Sh:106:VAL:CG2 2:Sh:110:ASP:CG 2.81 0.48
2:Xh:31:VAL:HG21 2:Xh:37:LEU:HD22 1.95 0.48
2:jh:30:LEU:C 2:jh:30:LEU:HD23 2.39 0.48
2:mh:30:LEU:HD23 2:mh:30:LEU:C 2.39 0.48
2:qh:30:LEU:HD23 2:¢h:30:LEU:C 2.39 0.48
2:¢h:31:VAL:HG21 2:qh:37:LEU:HD22 1.95 0.48
2:vh:30:LEU:C 2:rh:30:LEU:HD23 2.39 0.48
2:vh:30:LEU:HD23 2:vh:30:LEU:C 2.39 0.48
2:6h:69:ILE:CG2 2:6h:88:VAL:HG11 2.42 0.48
3:Al:52: TYR:HB2 3:Al:88:LYS:HE2 1.94 0.48
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3:Cl:40:ILE:HD12 3:Cl1:95:LEU:HD23 1.96 0.48
3:EL:77:PRO:HD2 3:El:80:VAL:HG21 1.95 0.48
3:H1:77:PRO:HD2 3:H1:80: VAL:HG21 1.95 0.48
3:QL:77:PRO:HD2 3:QL:80:VAL:HG21 1.95 0.48
3:ql:77:PRO:HD2 3:ql:80:VAL:HG21 1.95 0.48
3:x1:40:ILE:HD12 3:x1:95:LEU:HD23 1.96 0.48
3:41:52: TYR:HB2 3:41:88:LYS:HE2 1.94 0.48
1:1:578:SER:HB3 1:1:592: THR:HG21 1.96 0.48
1:Q:578:SER:HB3 1:Q:592: THR:HG22 1.95 0.48
1:T:578:SER:HB3 1:T:592: THR:HG22 1.95 0.48
1:a:578:SER:HB3 1:a:592: THR:HG21 1.96 0.48
1:0:710:VAL:O 1:0:713:THR:OG1 2.27 0.48
1:r:555:GLU:H 1:r:555:GLU:CD 2.17 0.48
1:t:388:GLY:HA3 1:v:704:TYR:HA 1.95 0.48
1:v:657:PRO:HB3 1:v:666:PHE:CZ 2.32 0.48
1:w:555:GLU:H 1:w:555:GLU:CD 2.17 0.48
1:7:578:SER:HB3 1:7:592: THR:HG21 1.96 0.48
1:7:710:VAL:O 1:7:713: THR:OG1 2.27 0.48
2:1h:30:LEU:HD23 2:1h:30:LEU:C 2.39 0.48
2:Jh:107:THR:O 2:Jh:108:ALA:C 2.57 0.48
2:Mh:106:VAL:CG2 2:Mh:110:ASP:CG 2.81 0.48
2:Mh:107:THR:O 2:Mh:108:ALA:C 2.56 0.48
2:0h:31:VAL:HG21 2:0h:37:LEU:HD22 1.95 0.48
2:Vh:30:LEU:HD23 2:Vh:30:LEU:C 2.39 0.48
2:Wh:30:LEU:C 2:Wh:30:LEU:HD23 2.39 0.48
2:bh:107:THR:O 2:bh:108:ALA:C 2.56 0.48
2:th:30:LEU:HD23 2:th:30:LEU:C 2.39 0.48
2:uh:31:VAL:HG21 2:uh:37:LEU:HD22 1.95 0.48
2:zh:30:LEU:C 2:zh:30:LEU:HD23 2.39 0.48
2:0h:30:LEU:HD23 2:0h:30:LEU:C 2.39 0.48
3:11:77:PRO:HD2 3:11:80: VAL:HG21 1.95 0.48
3:P1:77:PRO:HD2 3:P1:80:VAL:HG21 1.95 0.48
3:Y1:77:PRO:HD2 3:Y1:80:VAL:HG21 1.95 0.48
3:dl:52: TYR:HB2 3:dl:88:LYS:HE2 1.94 0.48
3:j1:40:ILE:HD12 3:j1:95:LEU:HD23 1.96 0.48
3:01:112:SER:O 3:0l:119:LEU:HD12 2.13 0.48
3:r1:40:ILE:HD12 3:r1:95:LEU:HD23 1.96 0.48
3:wl:31:SER:CA 3:wl:128: THR:O 2.40 0.48
1:A:710:VAL:O 1:A:713: THR:OG1 2.27 0.48
1:B:388:GLY:HA3 1:n:704: TYR:HA 1.95 0.48
1:B:578:SER:HB3 1:B:592: THR:HG22 1.95 0.48
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1:W:578:SER:HB3 1:W:592: THR:HG21 1.96 0.48
1:Y:704: TYR:HA 1:d:388:GLY:HA3 1.95 0.48
1:¢:578:SER:HB3 1:¢:592: THR:HG21 1.96 0.48
1:e:710:VAL:O 1:e:713: THR:OG1 2.27 0.48
1:p:555:GLU:H 1:p:555:GLU:CD 2.17 0.48
1:q:578:SER:HB3 1:q:592: THR:HG22 1.95 0.48
1:0:578:SER:HB3 1:0:592: THR:HG21 1.96 0.48
2:Ah:30:LEU:C 2:Ah:30:LEU:HD23 2.39 0.48
2:Bh:30:LEU:HD23 2:Bh:30:LEU:C 2.39 0.48
2:Lh:30:LEU:C 2:Lh:30:LEU:HD23 2.39 0.48
2:0h:106:VAL:CG2 2:0h:110:ASP:CG 2.81 0.48
2:Qh:107:THR:O 2:Qh:108:ALA:C 2.56 0.48
2:Th:30:LEU:C 2:Th:30:LEU:HD23 2.39 0.48
2:Xh:107:THR:O 2:Xh:108:ALA:C 2.57 0.48
2:7h:69:1LE:CG2 2:7h:88:VAL:HG11 2.42 0.48
2:ah:30:LEU:HD23 2:ah:30:LEU:C 2.39 0.48
2:ah:107:THR:O 2:ah:108:ALA:C 2.56 0.48
2:bh:31:VAL:HG21 2:bh:37:LEU:HD22 1.95 0.48
2:th:107:THR:O 2:th:108:ALA:C 2.57 0.48
2:yh:31:VAL:HG21 2:yh:37:LEU:HD22 1.95 0.48
2:3h:106:VAL:CG2 2:3h:110:ASP:CG 2.81 0.48
2:7h:30:LEU:HD23 2:7h:30:LEU:C 2.39 0.48
3:DL:40:ILE:HD12 3:D1:95:LEU:HD23 1.96 0.48
3:ul:77:PRO:HD2 3:ul:80:VAL:HG21 1.95 0.48
3:y1:40:ILE:HD12 3:y1:95:LEU:HD23 1.96 0.48
1:H:704: TYR:HA 1:4:388:GLY:HA3 1.95 0.48
1:€:238:ARG:NH2 1:€:238:ARG:CG 2.73 0.48
1:h:578:SER:HB3 1:h:592: THR:HG22 1.95 0.48
1:1:388:GLY:HA3 1:0:704:TYR:HA 1.95 0.48
1:j:555:GLU:H 1:j:555:GLU:CD 2.17 0.48
1:m:578:SER:HB3 1:m:592: THR:HG21 1.96 0.48
1:u:578:SER:HB3 1:u:592: THR:HG22 1.95 0.48
1:2:388:GLY:HA3 1:1:704:TYR:HA 1.95 0.48
2:Ah:31:VAL:HG21 2:Ah:37:LEU:HD22 1.95 0.48
2:Ah:107:THR:O 2:Ah:108:ALA:C 2.56 0.48
2:Dh:31:VAL:HG21 2:Dh:37:LEU:HD22 1.95 0.48
2:Gh:69:ILE:CG2 2:Gh:88:VAL:HG11 2.42 0.48
2:Gh:107:THR:O 2:Gh:108:ALA:C 2.57 0.48
2:Qh:106:VAL:CG2 2:Qh:110:ASP:CG 2.81 0.48
2:Sh:30:LEU:HD23 2:Sh:30:LEU:C 2.39 0.48
2:Uh:30:LEU:HD23 2:Uh:30:LEU:C 2.39 0.48
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Atom-1 Atom-2 distance (A) overlap (A)
2:Wh:31:VAL:HG21 2:Wh:37:LEU:HD22 1.95 0.48
2:ah:31:VAL:HG21 2:ah:37:LEU:HD22 1.95 0.48
2:bh:30:LEU:HD23 2:bh:30:LEU:C 2.39 0.48
2:¢h:30:LEU:C 2:¢h:30:LEU:HD23 2.39 0.48
2:jh:31:VAL:HG21 2:jh:37:LEU:HD22 1.95 0.48
2:jh:107: THR:O 2:jh:108:ALA:C 2.57 0.48
2:7h:31:VAL:HG21 2:7h:37:LEU:HD22 1.95 0.48
2:7h:107: THR:O 2:7h:108:ALA:C 2.56 0.48
3:11:31:SER:CA 3:11:128: THR:O 2.40 0.48
3:WI1:77:PRO:HD2 3:WI1:80:VAL:HG21 1.95 0.48
1:A:666:PHE:HE2 1:4:371:MET:HG3 1.79 0.48
1:J:657:PRO:HB3 1:J:666:PHE:CZ 2.32 0.48
1:b:710:VAL:O 1:b:713:THR:0G1 2.27 0.48
1:¢:578:SER:HB3 1:¢:592: THR:HG22 1.95 0.48
1:g:578:SER:HB3 1:g:592: THR:HG21 1.96 0.48
1:1:578:SER:HB3 1:1:592: THR:HG21 1.96 0.48
1:1:710:VAL:O 1:1:713: THR:OG1 2.27 0.48
1:5:657:PRO:HB3 1:5:666:PHE:CZ 2.32 0.48
1:t:238:ARG:NH2 1:t:238:ARG:CG 2.73 0.48
1:t:578:SER:HB3 1:t:592: THR:HG21 1.96 0.48
1:2:578:SER:HB3 1:2:592: THR:HG22 1.95 0.48
1:3:578:SER:HB3 1:3:592: THR:HG21 1.96 0.48
1:3:578:SER:HB3 1:3:592: THR:HG22 1.95 0.48
2:Gh:106:VAL:CG2 2:Gh:110:ASP:CG 2.81 0.48
2:Hh:107:THR:O 2:Hh:108:ALA:C 2.56 0.48
2:Lh:107:THR:O 2:Lh:108:ALA:C 2.57 0.48
2:0h:69:.ILE:CG2 2:0h:88:VAL:HG11 2.42 0.48
2:0h:107: THR:O 2:0h:108:ALA:C 2.57 0.48
2:Qh:30:LEU:HD23 2:Qh:30:LEU:C 2.39 0.48
2:Sh:107:THR:O 2:Sh:108:ALA:C 2.57 0.48
2:Vh:69:ILE:CG2 2:Vh:88:VAL:HG11 2.42 0.48
2:th:69:ILE:CG2 2:th:88:VAL:HG11 2.42 0.48
2:hh:30:LEU:HD23 2:hh:30:LEU:C 2.39 0.48
2:nh:30:LEU:HD23 2:nh:30:LEU:C 2.39 0.48
2:th:31:VAL:HG21 2:vh:37:LEU:HD22 1.95 0.48
2:xh:106:VAL:CG2 2:xh:110:ASP:CG 2.81 0.48
2:0h:107:THR:O 2:0h:108:ALA:C 2.57 0.48
2:1h:30:LEU:C 2:1h:30:LEU:HD23 2.39 0.48
3:Bl:40:ILE:HD12 3:Bl:95:LEU:HD23 1.96 0.48
3:J1:40:ILE:HD12 3:J1:95:LEU:HD23 1.96 0.48
3:WIL:31:SER:CA 3:WIL:128: THR:O 2.40 0.48

Continued on next page...




Page 246

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

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

3:X1:40:ILE:HD12 3:X1:95:LEU:HD23 1.96 0.48
3:ml:77:PRO:HD2 3:ml:80:VAL:HG21 1.95 0.48
3:z1:40:ILE:HD12 3:z1:95:LEU:HD23 1.96 0.48
3:01:77:PRO:HD2 3:01:80: VAL:HG21 1.95 0.48
3:41:77:PRO:HD2 3:41:80:VAL:HG21 1.95 0.48
3:51:52: TYR:HB2 3:51:88:LYS:HE2 1.94 0.48
1:R:578:SER:HB3 1:R:592: THR:HG22 1.95 0.47
1:b:578:SER:HB3 1:b:592: THR:HG21 1.96 0.47
1:d:578:SER:HB3 1:d:592: THR:HG22 1.95 0.47
1:1:578:SER:HB3 1:1:592: THR:HG21 1.96 0.47
1:0:397:TYR:HA 1:u:230:CYS:HB3 1.96 0.47
1:2:578:SER:HB3 1:2:592: THR:HG21 1.96 0.47
1:4:578:SER:HB3 1:4:592: THR:HG22 1.95 0.47
2:Ch:69:ILE:CG2 2:Ch:88:VAL:HG11 2.42 0.47
2:Ih:31:VAL:HG21 2:Th:37.:LEU:HD22 1.95 0.47
2:Jh:106:VAL:CG2 2:Jh:110:ASP:CG 2.81 0.47
2:Mh:30:LEU:HD23 2:Mh:30:LEU:C 2.39 0.47
2:Xh:30:LEU:HD23 2:Xh:30:LEU:C 2.39 0.47
2:Yh:107:THR:O 2:Yh:108:ALA:C 2.56 0.47
2:1h:31:VAL:HG21 2:1h:37:LEU:HD22 1.95 0.47
2:mh:107:THR:O 2:mh:108:ALA:C 2.57 0.47
2:1h:107:THR:O 2:nh:108:ALA:C 2.57 0.47
2:xh:69:1LE:CG2 2:xh:88:VAL:HG11 2.42 0.47
2:zh:31:VAL:HG21 2:zh:37:LEU:HD22 1.95 0.47
2:1h:107:THR:O 2:1h:108:ALA:C 2.57 0.47
2:2h:31:VAL:HG21 2:2h:37:LEU:HD22 1.95 0.47
2:4h:107:THR:O 2:4h:108:ALA:C 2.56 0.47
2:5h:30:LEU:HD23 2:5h:30:LEU:C 2.39 0.47
3:F1:52: TYR:HB2 3:F1:88:LYS:HE2 1.94 0.47
3:J1:31:SER:CA 3:J1:128:THR:O 2.40 0.47
3:R1:40:1ILE:HD12 3:R1:95:LEU:HD23 1.96 0.47
3:X1:31:SER:CA 3:X1:128: THR:O 2.40 0.47
3:el:52:TYR:HB2 3:el:88:LYS:HE2 1.94 0.47
3:kl:40:ILE:HD12 3:k1:95:LEU:HD23 1.96 0.47
3:11:40:1LE:HD12 3:11:95:LEU:HD23 1.96 0.47
3:81:40:1ILE:HD12 3:81:95:LEU:HD23 1.96 0.47
3:21:77:PRO:HD2 3:21:80: VAL:HG21 1.95 0.47
3:31:40:ILE:HD12 3:31:95:LEU:HD23 1.96 0.47
1:E:388:GLY:HA3 1:K:704:TYR:HA 1.95 0.47
1:F:578:SER:HB3 1:F:592: THR:HG22 1.95 0.47
1:N:578:SER:HB3 1:N:592: THR:HG22 1.95 0.47
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1:Q:555:GLU:H 1:Q:555:GLU:CD 2.17 0.47
1:T:578:SER:HB3 1:T:592: THR:HG21 1.96 0.47
1:1:238:ARG:NH2 1:1:238:ARG:CG 2.73 0.47
1:0:578:SER:HB3 1:0:592: THR:HG22 1.95 0.47
1:t:578:SER:HB3 1:t:592: THR:HG22 1.95 0.47
1:w:238:ARG:NH2 1:w:238:ARG:CG 2.73 0.47
2:Jh:30:LEU:HD23 2:Jh:30:LEU:C 2.39 0.47
2:Nh:107:THR:O 2:Nh:108:ALA:C 2.57 0.47
2:Wh:107:THR:O 2:Wh:108:ALA:C 2.57 0.47
2:7h:30:LEU:HD23 2:Zh:30:LEU:C 2.39 0.47
2:dh:107:THR:O 2:dh:108:ALA:C 2.56 0.47
2:eh:31:VAL:HG21 2:¢h:37:LEU:HD22 1.95 0.47
2:1h:31:VAL:HG21 2:ih:37:LEU:HD22 1.95 0.47
2:1h:25:GLU:CD 2:1h:25:GLU:N 2.73 0.47
2:nh:106:VAL:CG2 2:nh:110:ASP:CG 2.81 0.47
2:0h:107:THR:O 2:0h:108:ALA:C 2.57 0.47
2:ph:107: THR:O 2:ph:108:ALA:C 2.57 0.47
2:th:31:VAL:HG21 2:th:37:LEU:HD22 1.95 0.47
2:vh:107: THR:O 2:vh:108:ALA:C 2.57 0.47
2:xh:30:LEU:HD23 2:xh:30:LEU:C 2.39 0.47
2:yh:30:LEU:HD23 2:yh:30:LEU:C 2.39 0.47
2:2h:25:GLU:CD 2:2h:25:GLU:N 2.73 0.47
2:6h:30:LEU:HD23 2:6h:30:LEU:C 2.39 0.47
3:CL77:PRO:HD2 3:CL:80:VAL:HG21 1.95 0.47
3:K1:40:ILE:HD12 3:K1:95:LEU:HD23 1.96 0.47
3:Ul:40:ILE:HD12 3:UL:95:LEU:HD23 1.96 0.47
3:cl:40:ILE:HD12 3:cl:95:LEU:HD23 1.96 0.47
3:dl:77:PRO:HD2 3:dl:80: VAL:HG21 1.95 0.47
3:x1:77:PRO:HD2 3:x1:80:VAL:HG21 1.95 0.47
3:21:40:ILE:HD12 3:21:95:LEU:HD23 1.96 0.47
1:A:578:SER:HB3 1:A:592: THR:HG21 1.96 0.47
1:C:710:VAL:O 1:C:713: THR:0G1 2.27 0.47
1:J:238:ARG:HH21 1:J:238:ARG:CG 2.14 0.47
1:K:578:SER:HB3 1:K:592:THR:HG22 1.95 0.47
1:P:388:GLY:HA3 1:R:704:TYR:HA 1.95 0.47
1:V:578:SER:HB3 1:V:592: THR:HG21 1.96 0.47
1:W:388:GLY:HA3 1:c:704:TYR:HA 1.95 0.47
1:d:657:PRO:HB3 1:d:666:PHE:CZ 2.32 0.47
1:£:578:SER:HB3 1:£:592: THR:HG21 1.96 0.47
1:1:578:SER:HB3 1:1:592: THR:HG22 1.95 0.47
1:1:657:PRO:HB3 1:1:666:PHE:CZ 2.32 0.47
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1:j:578:SER:HB3 1:3:592: THR:HG21 1.96 0.47
1:p:238:ARG:NH2 1:p:238:ARG:CG 2.73 0.47
1:r:578:SER:HB3 1:r:592: THR:HG21 1.96 0.47
1:2:710:VAL:O 1:2:713: THR:OG1 2.27 0.47
1:5:238:ARG:NH2 1:5:238:ARG:CG 2.73 0.47
2:Bh:25:GLU:CD 2:Bh:25:GLU:N 2.72 0.47
2:Bh:31:VAL:HG21 2:Bh:37.LEU:HD22 1.95 0.47
2:Ch:30:LEU:HD23 2:Ch:30:LEU:C 2.39 0.47
2:Fh:107:THR:O 2:Fh:108:ALA:C 2.57 0.47
2:1h:107:THR:O 2:Th:108:ALA:C 2.56 0.47
2:Th:25:GLU:CD 2:Th:25:GLU:N 2.73 0.47
2:Th:107:THR.:O 2:Th:108:ALA:C 2.57 0.47
2:Uh:69:ILE:CG2 2:Uh:88:VAL:HG11 2.42 0.47
2:Vh:31:VAL:HG21 2:Vh:37:LEU:HD22 1.95 0.47
2:dh:31:VAL:HG21 2:dh:37:LEU:HD22 1.95 0.47
2:¢h:30:LEU:HD23 2:¢h:30:LEU:C 2.39 0.47
2:th:31: VAL:HG21 2:th:37:LEU:HD22 1.95 0.47
2:¢h:25:GLU:CD 2:¢h:25:GLU:N 2.73 0.47
2:1h:107:THR:O 2:1h:108:ALA:C 2.56 0.47
2:qh:107:THR:O 2:qh:108:ALA:C 2.56 0.47
2:wh:107:THR:O 2:wh:108:ALA:C 2.57 0.47
2:1h:106:VAL:CG2 2:1h:110:ASP:CG 2.81 0.47
2:4h:31:VAL:HG21 2:4h:37:LEU:HD22 1.95 0.47
3:Al:40:ILE:HD12 3:Al:95:LEU:HD23 1.96 0.47
3:NLI:52: TYR:HB2 3:NI1:88:LYS:HE2 1.94 0.47
3:P1:40:ILE:HD12 3:P1:95:LEU:HD23 1.96 0.47
3:bl:40:ILE:HD12 3:bl:95:LEU:HD23 1.96 0.47
3:hl:40:ILE:HD12 3:hl:95:LEU:HD23 1.96 0.47
3:11:37:SER:HA 3:11:97:ILE:O 2.15 0.47
3:11:77:PRO:HD2 3:11:80: VAL:HG21 1.95 0.47
3:ql:53: ASN:ND2 3:ql:53:ASN:N 2.60 0.47
3:v1:77:PRO:HD2 3:v1:80:VAL:HG21 1.95 0.47
3:21:37:SER:HA 3:21:97:ILE:O 2.15 0.47
1:1:388:GLY:HA3 1:3:704:TYR:HA 1.95 0.47
1:S:578:SER:HB3 1:S:592: THR:HG21 1.96 0.47
1:b:657:PRO:HB3 1:b:666:PHE:CZ 2.32 0.47
1:£:555:GLU:H 1:£:555:GLU:CD 2.17 0.47
1:k:657:PRO:HB3 1:k:666:PHE:CZ 2.32 0.47
1:v:578:SER:HB3 1:v:592: THR:HG22 1.95 0.47
1:w:704: TYR:HA 1:1:388:GLY:HA3 1.95 0.47
1:x:710:VAL:O 1:x:713:THR:OG1 2.27 0.47
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1:3:555:GLU:H 1:3:555:GLU:CD 2.17 0.47
2:Ah:25:GLU:CD 2:Ah:25:GLU:N 2.73 0.47
2:Bh:69:ILE:CG2 2:Bh:88:VAL:HG11 2.42 0.47
2:Dh:30:LEU:C 2:Dh:30:LEU:HD23 2.39 0.47
2:Gh:30:LEU:C 2:Gh:30:LEU:HD23 2.39 0.47
2:Jh:69:ILE:CG2 2:Jh:88:VAL:HG11 2.42 0.47
2:0h:30:LEU:C 2:0h:30:LEU:HD23 2.39 0.47
2:Rh:25:GLU:CD 2:Rh:25:GLU:N 2.73 0.47
2:Vh:107:THR:O 2:Vh:108:ALA:C 2.56 0.47
2:Xh:106:VAL:CG2 2:Xh:110:ASP:CG 2.81 0.47
2:th:107:THR:O 2:th:108:ALA:C 2.57 0.47
2:uh:107:THR:O 2:uh:108:ALA:C 2.56 0.47
2:zh:25:GLU:CD 2:zh:25:GLU:N 2.72 0.47
2:0h:31:VAL:HG21 2:0h:37:LEU:HD22 1.95 0.47
2:2h:107: THR:O 2:2h:108:ALA:C 2.56 0.47
2:3h:25:GLU:CD 2:3h:25:GLU:N 2.73 0.47
2:4h:25:GLU:CD 2:4h:25:GLU:N 2.73 0.47
2:5h:31:VAL:HG21 2:5h:37:LEU:HD22 1.95 0.47
3:El:40:ILE:HD12 3:El:95:LEU:HD23 1.96 0.47
3:V91:40:ILE:HD12 3:V1:95:LEU:HD23 1.96 0.47
3:ml:37:SER:HA 3:ml:97:ILE:O 2.15 0.47
3:0l:77:PRO:HD2 3:0l:80:VAL:HG21 1.95 0.47
3:01:37:SER:HA 3:01:97:ILE:O 2.15 0.47
1:B:578:SER:HB3 1:B:592: THR:HG21 1.96 0.47
1:L:578:SER:HB3 1:L:592: THR:HG21 1.96 0.47
1:V:555:GLU:H 1:V:555:GLU:CD 2.17 0.47
1:b:578:SER:HB3 1:b:592: THR:HG22 1.95 0.47
1:n:388:GLY:HA3 1:p:704:TYR:HA 1.95 0.47
1:n:578:SER:HB3 1:n:592: THR:HG22 1.95 0.47
1:1:578:SER:HB3 1:1:592: THR:HG22 1.95 0.47
1:6:578:SER:HB3 1:6:592: THR:HG22 1.95 0.47
2:Hh:30:LEU:HD23 2:Hh:30:LEU:C 2.39 0.47
2:Kh:25:GLU:CD 2:Kh:25:GLU:N 2.73 0.47
2:Kh:30:LEU:HD23 2:Kh:30:LEU:C 2.39 0.47
2:Qh:69:ILE:CG2 2:Qh:88:VAL:HG11 2.42 0.47
2:Rh:30:LEU:HD23 2:Rh:30:LEU:C 2.39 0.47
2:Th:31:VAL:HG21 2:Th:37:LEU:HD22 1.95 0.47
2:Xh:69:ILE:CG2 2:Xh:88:VAL:HG11 2.42 0.47
2:Yh:25:GLU:CD 2:Yh:25:GLU:N 2.73 0.47
2:Yh:30:LEU:HD23 2:Yh:30:LEU:C 2.39 0.47
2:bh:25:GLU:CD 2:bh:25:GLU:N 2.73 0.47
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2:ch:25:GLU:CD 2:¢h:25:GLU:N 2.73 0.47
2:¢h:107:THR:O 2:¢h:108:ALA:C 2.56 0.47
2:gh:107:THR:O 2:gh:108:ALA:C 2.57 0.47
2:hh:69:ILE:CG2 2:hh:88:VAL:HG11 2.42 0.47
2:zh:69:ILE:CG2 2:zh:88:VAL:HG11 2.42 0.47
3:Y1:53:ASN:ND2 3:YL:53:ASN:N 2.60 0.47
3:j1:52:TYR:HB2 3:j1:88:LYS:HE2 1.94 0.47
3:ml:52: TYR:HB2 3:ml:88:LYS:HE2 1.94 0.47
3:rl:52:TYR:HB2 3:r1:88:LYS:HE2 1.94 0.47
1:1:704:TYR:HA 1:M:388:GLY:HA3 1.95 0.47
1:1:710:VAL:O 1:I:713: THR:OG1 2.27 0.47
1:M:555:GLU:H 1:M:555:GLU:CD 2.17 0.47
1:0:578:SER:HB3 1:0:592:THR:HG21 1.96 0.47
1:Q:388:GLY:HA3 1:W:704:TYR:HA 1.95 0.47
2:Hh:25:GLU:CD 2:Hh:25:GLU:N 2.72 0.47
2:Ph:107: THR:O 2:Ph:108:ALA:C 2.57 0.47
2:7Zh:25:GLU:CD 2:Zh:25:GLU:N 2.73 0.47
2:gh:31:VAL:HG21 2:gh:37:LEU:HD22 1.95 0.47
2:jh:25:GLU:OE2 2:jh:144:GLY:CA 2.60 0.47
2:mh:31:VAL:HG21 2:mh:37:LEU:HD22 1.95 0.47
2:nh:31:VAL:HG21 2:nh:37:LEU:HD22 1.95 0.47
3:HI1:40:ILE:HD12 3:HI1:95:LEU:HD23 1.96 0.47
3:S1:37:SER:HA 3:SL97:ILE:O 2.15 0.47
3:41:40:1ILE:HD12 3:4:95:LEU:HD23 1.96 0.47
3:l:77:PRO:HD2 3:11:80: VAL:HG21 1.95 0.47
3:nl:37:SER:HA 3:nl:97:ILE:O 2.15 0.47
3:t1:77:PRO:HD2 3:t1:80: VAL:HG21 1.95 0.47
3:01:52: TYR:HB2 3:01:88:LYS:HE2 1.94 0.47
3:11:37:SER:HA 3:11:97:ILE:O 2.15 0.47
1:A:578:SER:HB3 1:A:592: THR:HG22 1.95 0.47
1:A:657:PRO:HB3 1:A:666:PHE:CZ 2.32 0.47
1:D:230:CYS:HB3 1:1:397:TYR:HA 1.97 0.47
1:E:704:TYR:HA 1:¢:388:GLY:HA3 1.95 0.47
1:F:555:GLU:H 1:F:555:GLU:CD 2.17 0.47
1:F:710:VAL:O 1:F:713:THR:0G1 2.27 0.47
1:G:578:SER:HB3 1:G:592:THR:HG21 1.96 0.47
1:H:371:MET:HG3 1:4:666:PHE:HE2 1.80 0.47
1:J:578:SER:HB3 1:J:592: THR:HG21 1.96 0.47
1:N:555:GLU:H 1:N:555:GLU:CD 2.17 0.47
1:N:710:VAL:O 1:N:713:THR:0G1 2.27 0.47
1:P:704:TYR:HA 1:3:388:GLY:HA3 1.95 0.47
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1:V:397:TYR:HA 1:X:230:CYS:HB3 1.97 0.47
1:X:578:SER:HB3 1:X:592: THR:HG21 1.96 0.47
1:Y:371:MET:HG3 1:d:666:PHE:HE2 1.80 0.47
1:7:578:SER:HB3 1:7:592: THR:HG22 1.95 0.47
1:b:666:PHE:HE2 1:d:371:MET:HG3 1.80 0.47
1:¢:555:GLU:H 1:¢:555:GLU:CD 2.17 0.47
1:j:578:SER:HB3 1:j:592: THR:HG22 1.95 0.47
1:k:555:GLU:H 1:k:555:GLU:CD 2.17 0.47
1:q:578:SER:HB3 1:q:592: THR:HG21 1.96 0.47
1:r:578:SER:HB3 1:r:592: THR:HG22 1.95 0.47
1:t:657:PRO:HB3 1:t:666:PHE:CZ 2.32 0.47
1:u:578:SER:HB3 1:u:592: THR:HG21 1.96 0.47
1:z:578:SER:HB3 1:2:592: THR:HG21 1.96 0.47
1:4:657:PRO:HB3 1:4:666:PHE:CZ 2.32 0.47
2:Ch:107:THR:O 2:Ch:108:ALA:C 2.57 0.47
2:Dh:25:GLU:CD 2:Dh:25:GLU:N 2.73 0.47
2:Eh:107: THR:O 2:Eh:108:ALA:C 2.57 0.47
2:Kh:107: THR:O 2:Kh:108:ALA:C 2.57 0.47
2:Mh:69:ILE:CG2 2:Mh:88:VAL:HG11 2.42 0.47
2:Rh:107:THR:O 2:Rh:108:ALA:C 2.57 0.47
2:Uh:107:THR:O 2:Uh:108:ALA:C 2.57 0.47
2:hh:107:THR:O 2:hh:108:ALA:C 2.57 0.47
2:jh:25:GLU:CD 2:jh:25:GLU:N 2.73 0.47
2:1h:25:GLU:OE2 2:1h:144:GLY:CA 2.60 0.47
2:1h:30:LEU:HD23 2:1h:30:LEU:C 2.39 0.47
2:ph:25:GLU:OE2 2:ph:144:GLY:CA 2.60 0.47
2:ph:31:VAL:HG21 2:ph:37:LEU:HD22 1.95 0.47
2:1h:25:GLU:OE2 2:th:144:GLY:CA 2.60 0.47
2:1h:25:GLU:CD 2:vh:25:GLU:N 2.73 0.47
2:wh:31:VAL:HG21 2:wh:37:LEU:HD22 1.95 0.47
2:yh:25:GLU:CD 2:yh:25:GLU:N 2.73 0.47
2:1h:31:VAL:HG21 2:1h:37:LEU:HD22 1.95 0.47
2:2h:30:LEU:HD23 2:2h:30:LEU:C 2.39 0.47
2:5h:107: THR:O 2:5h:108:ALA:C 2.56 0.47
2:6h:25:GLU:CD 2:6h:25:GLU:N 2.73 0.47
3:El:37:SER:HA 3:El:97:ILE:O 2.15 0.47
3:F1:37:SER:HA 3:FL:97:ILE:O 2.15 0.47
3:Gl:37:SER:HA 3:GL:97:ILE:O 2.15 0.47
3:H1:53:ASN:ND2 3:HI:53:ASN:N 2.60 0.47
3:11:40:ILE:HD12 3:11:95:LEU:HD23 1.96 0.47
3:L1:37:SER:HA 3:L1:97:ILE:O 2.15 0.47
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3:N1:37:SER:HA 3:NL:97:ILE:O 2.15 0.47
3:01:37:SER:HA 3:01:97:ILE:O 2.15 0.47
3:UL:37:SER:HA 3:UL:97:ILE:O 2.15 0.47
3:V9:37:SER:HA 3:V9I:97:ILE:O 2.15 0.47
3:WI1:40:ILE:HD12 3:WI1:95:LEU:HD23 1.96 0.47
3:Y1:30:GLU:O 3:Y1:128: THR:0G1 2.32 0.47
3:Y1:40:ILE:HD12 3:Y1:95:LEU:HD23 1.96 0.47
3:¢cl:53:ASN:ND2 3:cl:53:ASN:N 2.60 0.47
3:41:37:SER:HA 3:4:97:1LE:O 2.15 0.47
3:gl:40:1LE:HD12 3:gl:95:LEU:HD23 1.96 0.47
3:hl:37:SER:HA 3:hl:97:ILE:O 2.15 0.47
3:nl:40:ILE:HD12 3:nl:95:LEU:HD23 1.96 0.47
3:pl:40:ILE:HD12 3:pl:95:LEU:HD23 1.96 0.47
3:ql:37:SER:HA 3:ql:97:ILE:O 2.15 0.47
3:ul:37:SER:HA 3:ul:97:ILE:O 2.15 0.47
3:11:40:ILE:HD12 3:11:95:LEU:HD23 1.96 0.47
3:31:53:ASN:ND2 3:31:53:ASN:N 2.60 0.47
1:N:578:SER:HB3 1:N:592: THR:HG21 1.96 0.47
1:Y:238:ARG:NH2 1:Y:238:ARG:CG 2.73 0.47
1:72:371:MET:HG3 1:m:666:PHE:HE2 1.80 0.47
1:0:578:SER:HB3 1:0:592: THR:HG21 1.96 0.47
1:v:578:SER:HB3 1:v:592: THR:HG21 1.96 0.47
1:y:230:CYS:HB3 1:2:397:TYR:HA 1.97 0.47
2:Lh:25:GLU:CD 2:Lh:25:GLU:N 2.73 0.47
2:Sh:25:GLU:CD 2:Sh:25:GLU:N 2.73 0.47
2:0h:25:GLU:CD 2:0h:25:GLU:N 2.73 0.47
2:th:30:LEU:HD23 2:th:30:LEU:C 2.39 0.47
2:wh:25:GLU:OE2 2:wh:144:GLY:CA 2.60 0.47
2:wh:30:LEU:C 2:wh:30:LEU:HD23 2.39 0.47
2:3h:30:LEU:HD23 2:3h:30:LEU:C 2.39 0.47
3:Bl:37:SER:HA 3:BL:97:ILE:O 2.15 0.47
3:Cl:37:SER:HA 3:CL97:ILE:O 2.15 0.47
3:M1:40:ILE:HD12 3:M1:95:LEU:HD23 1.96 0.47
3:P1:37:SER:HA 3:PL:97:ILE:O 2.15 0.47
3:QL:40:ILE:HD12 3:Q1:95:LEU:HD23 1.96 0.47
3:kl:37:SER:HA 3:kl:97:ILE:O 2.15 0.47
3:wl:40:ILE:HD12 3:wl:95:LEU:HD23 1.96 0.47
3:x1:37:SER:HA 3:x1:97:ILE:O 2.15 0.47
1:H:578:SER:HB3 1:H:592: THR:HG21 1.96 0.47
1:K:578:SER:HB3 1:K:592:THR:HG21 1.96 0.47
1:M:578:SER:HB3 1:M:592: THR:HG21 1.96 0.47
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1:P:371:MET:HG3 1:3:666:PHE:HE2 1.80 0.47
1:Q:578:SER:HB3 1:Q:592: THR:HG21 1.96 0.47
1:R:578:SER:HB3 1:R:592: THR:HG21 1.96 0.47
1:T:371:MET:HG3 1:5:666:PHE:HE2 1.80 0.47
1:W:710:VAL:O 1:W:713: THR:0G1 2.27 0.47
1:g:371:MET:HG3 1:k:666:PHE:HE2 1.80 0.47
1:g:704:TYR:HA 1:k:388:GLY:HA3 1.95 0.47
1:n:657:PRO:HB3 1:n:666:PHE:CZ 2.32 0.47
1:q:230:CYS:HB3 1:v:397:TYR:HA 1.97 0.47
1:u:397: TYR:HA 1:0:230:CYS:HB3 1.97 0.47
1:2:238:ARG:NH2 1:2:238:ARG:CG 2.73 0.47
1:0:666:PHE:HE2 1:6:371:MET:HG3 1.80 0.47
2:Th:25:GLU:CD 2:Th:25:GLU:N 2.73 0.47
2:Ph:25:GLU:CD 2:Ph:25:GLU:N 2.73 0.47
2:Sh:31:VAL:HG21 2:Sh:37:LEU:HD22 1.95 0.47
2:Sh:69:ILE:CG2 2:Sh:88:VAL:HG11 2.42 0.47
2:7Zh:31:VAL:HG21 2:7h:37:LEU:HD22 1.95 0.47
2:ch:30:LEU:HD23 2:¢ch:30:LEU:C 2.39 0.47
2:¢h:106:VAL:CG2 2:¢h:110:ASP:CG 2.81 0.47
2:ph:30:LEU:HD23 2:ph:30:LEU:C 2.39 0.47
2:sh:30:LEU:HD23 2:sh:30:LEU:C 2.39 0.47
2:sh:107:THR:O 2:sh:108:ALA:C 2.57 0.47
2:vh:25:GLU:CD 2:vh:25:GLU:N 2.73 0.47
2:xh:107: THR:O 2:xh:108:ALA:C 2.57 0.47
3:HI1:30:GLU:O 3:HI:128: THR:0G1 2.32 0.47
3:J1:37:SER:HA 3:J1:97:ILE:O 2.15 0.47
3:TL:40:ILE:HD12 3:TL:95:LEU:HD23 1.96 0.47
3:71:37:SER:HA 3:721:97:1LE:O 2.15 0.47
3:dl:37:SER:HA 3:dl:97:ILE:O 2.15 0.47
3:l:37:SER:HA 3:l:97:1ILE:O 2.15 0.47
3:j1:53:ASN:ND2 3:j1:53:ASN:N 2.60 0.47
3:s1:37:SER:HA 3:s1:97:ILE:O 2.15 0.47
3:t1:37:SER:HA 3:t1:97:ILE:O 2.15 0.47
3:21:37:SER:HA 3:z1:97:1LE:O 2.15 0.47
3:41:37:SER:HA 3:41:97:ILE:O 2.15 0.47
3:61:37:SER:HA 3:61:97:ILE:O 2.15 0.47
1:E:371:MET:HG3 1:c:666:PHE:HE2 1.80 0.47
1:F:578:SER:HB3 1:F:592: THR:HG21 1.96 0.47
1:H:397:TYR:HA 1:h:230:CYS:HB3 1.97 0.47
1:.I.371:MET:HG3 1:M:666:PHE:HE2 1.80 0.47
1:U:230:CYS:HB3 1:Y:397:TYR:HA 1.97 0.47
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1:1:710:VAL:O 1:1:713: THR:OG1 2.27 0.47
1:8:555:GLU:H 1:5:555:GLU:CD 2.17 0.47
1:4:235:MET:HE3 1:4:235:MET:HB2 1.85 0.47
2:1h:69:1LE:CG2 2:1h:88:VAL:HG11 2.42 0.47
2:Kh:21:LEU:HD13 2:Kh:46:GLY:HA3 1.97 0.47
2:Lh:69:ILE:CG2 2:Lh:88:VAL:HG11 2.42 0.47
2:Mh:21:LEU:HD13 2:Mh:46:GLY:HA3 1.97 0.47
2:0h:25:GLU:CD 2:0h:25:GLU:N 2.73 0.47
2:Qh:21:LEU:HD13 2:Qh:46:GLY:HA3 1.97 0.47
2:Rh:21:LEU:HD13 2:Rh:46:GLY:HA3 1.97 0.47
2:Uh:25:GLU:CD 2:Uh:25:GLU:N 2.73 0.47
2:Wh:69:ILE:CG2 2:Wh:88:VAL:HG11 2.42 0.47
2:ah:69:ILE:CG2 2:ah:88:VAL:HG11 2.42 0.47
2:ch:25:GLU:OE2 2:ch:144:GLY:CA 2.60 0.47
2:hh:25:GLU:CD 2:hh:25:GLU:N 2.73 0.47
2:1h:30:LEU:HD23 2:ih:30:LEU:C 2.39 0.47
2:kh:30:LEU:HD23 2:kh:30:LEU:C 2.39 0.47
2:kh:107: THR:O 2:kh:108:ALA:C 2.57 0.47
2:nh:25:GLU:CD 2:nh:25:GLU:N 2.73 0.47
2:1h:25:GLU:CD 2:1h:25:GLU:N 2.73 0.47
2:2h:25:GLU:OE2 2:2h:144:GLY:CA 2.60 0.47
2:4h:30:LEU:C 2:4h:30:LEU:HD23 2.39 0.47
2:6h:31:VAL:HG21 2:6h:37:LEU:HD22 1.95 0.47
3:GI1:30:GLU:O 3:Gl:128: THR:OG1 2.32 0.47
3:Gl:40:ILE:HD12 3:G1:95:LEU:HD23 1.96 0.47
3:H1:37:SER:HA 3:H1:97:ILE:O 2.15 0.47
3:WI:37:SER:HA 3:WIL.97:ILE:O 2.15 0.47
3:X1:37:SER:HA 3:XL1:97:ILE:O 2.15 0.47
3:al:40:ILE:HD12 3:al:95:LEU:HD23 1.96 0.47
3:el:37:SER:HA 3:el:97:ILE:O 2.15 0.47
3:ul:40:ILE:HD12 3:ul:95:LEU:HD23 1.96 0.47
3:71:40:ILE:HD12 3:71:95:LEU:HD23 1.96 0.47
1:H:238:ARG:NH2 1:H:238:ARG:CG 2.73 0.46
1:K:397:TYR:HA 1:Q:230:CYS:HB3 1.97 0.46
1:K:666:PHE:HE2 1:Q:371:MET:HGS3 1.80 0.46
1:N:666:PHE:HE2 1:5:371:MET:HG3 1.80 0.46
1:Q:666:PHE:HE2 1:W:37T1:MET:HG3 1.80 0.46
1:Y:578:SER:HB3 1:Y:592: THR:HG21 1.96 0.46
1:7:235:-MET:HB2 1:7:235:-MET:-HE3 1.85 0.46
1:a:666:PHE:HE2 1:1:371:MET:HG3 1.80 0.46
1:d:235:-MET:HE3 1:d:235:MET:HB2 1.85 0.46
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1:1:666:PHE:HE2 1:0:371:MET:HG3 1.80 0.46
1:u:666:PHE:HE2 1:0:371:MET:HG3 1.79 0.46
1:2:371:MET:HG3 1:7:666:PHE:HE2 1.80 0.46
1:6:235:MET:HB2 1:6:235:MET:HE3 1.85 0.46
2:Gh:25:GLU:CD 2:Gh:25:GLU:N 2.73 0.46
2:Jh:25:GLU:CD 2:Jh:25:GLU:N 2.73 0.46
2:Lh:31:VAL:HG21 2:Lh:37.:LEU:HD22 1.95 0.46
2:Xh:25:GLU:CD 2:Xh:25:GLU:N 2.73 0.46
2:ah:25:GLU:CD 2:ah:25:GLU:N 2.73 0.46
2:dh:25:GLU:CD 2:dh:25:GLU:N 2.73 0.46
2:kh:31:VAL:HG21 2:kh:37:LEU:HD22 1.95 0.46
2:nh:21:LEU:HD13 2:nh:46:GLY:HA3 1.97 0.46
2:qh:21:LEU:HD13 2:qh:46:GLY:HA3 1.97 0.46
2:qh:25:GLU:CD 2:qh:25:GLU:N 2.73 0.46
2:uh:25:GLU:CD 2:uh:25:GLU:N 2.73 0.46
2:1h:21:LEU:HD13 2:1h:46:GLY:HA3 1.97 0.46
2:5h:21:LEU:HD13 2:5h:46:GLY:HA3 1.97 0.46
3:FL:40:ILE:HD12 3:F1:95:LEU:HD23 1.96 0.46
3:11:37:SER:HA 3:11:97:ILE:O 2.15 0.46
3:01:30:GLU:O 3:01:128:THR:OG1 2.32 0.46
3:0L:40:ILE:HD12 3:01:95:LEU:HD23 1.96 0.46
3:Y1:37:SER:HA 3:YL:97:ILE:O 2.15 0.46
3:71:40:ILE:HD12 3:71:95:LEU:HD23 1.96 0.46
3:ml:40:ILE:HD12 3:ml:95:LEU:HD23 1.96 0.46
3:ql:40:ILE:HD12 3:ql:95:LEU:HD23 1.96 0.46
3:r1:53:ASN:ND2 3:r1:53:ASN:N 2.60 0.46
3:01:40:ILE:HD12 3:01:95:LEU:HD23 1.96 0.46
3:51:37:SER:HA 3:51:97:ILE:O 2.15 0.46
3:71:37:SER:HA 3:71:97:ILE:O 2.15 0.46
1:J:230:CYS:HB3 1:£:397:TYR:HA 1.97 0.46
1:M:230:CYS:HB3 1:R:397:TYR:HA 1.97 0.46
1:M:371:MET:HG3 1:R:666:PHE:HE2 1.80 0.46
1:S:235:MET:HE3 1:S:235:MET:HB2 1.85 0.46
1:T:704: TYR:HA 1:5:388:GLY:HA3 1.95 0.46
1:h:397:TYR:HA 1:j:230:CYS:HB3 1.97 0.46
1:h:666:PHE:HE2 1:3:371:MET:HG3 1.80 0.46
1:t:397:TYR:HA 1:v:230:CYS:HB3 1.97 0.46
1:t:666:PHE:HE2 1:v:371:MET:HG3 1.80 0.46
2:Ah:69:ILE:HG12 2:Ah:84:LEU:CD1 2.46 0.46
2:Eh:25:GLU:CD 2:Eh:25:GLU:N 2.73 0.46
2:Eh:69:ILE:HG12 2:Eh:84:LEU:CD1 2.46 0.46
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2:Fh:25:GLU:CD 2:Fh:25:GLU:N 2.73 0.46
2:Kh:69:ILE:CG2 2:Kh:88:VAL:HG11 2.42 0.46
2:Lh:21:LEU:HD13 2:Lh:46:GLY:HA3 1.98 0.46
2:Rh:69:ILE:CG2 2:Rh:88:VAL:HG11 2.42 0.46
2:Sh:21:LEU:HD13 2:Sh:46:GLY:HA3 1.98 0.46
2:Wh:25:GLU:CD 2:Wh:25:GLU:N 2.73 0.46
2:Yh:69:ILE:HG12 2:Yh:84:LEU:CD1 2.46 0.46
2:dh:30:LEU:HD23 2:dh:30:LEU:C 2.39 0.46
2:eh:21:LEU:HD13 2:¢h:46:GLY:HA3 1.97 0.46
2:mh:21:LEU:HD13 2:mh:46:GLY:HA3 1.97 0.46
2:sh:31:VAL:HG21 2:sh:37:LEU:HD22 1.95 0.46
2:uh:21:LEU:HD13 2:uh:46:GLY:HA3 1.97 0.46
2:3h:25:GLU:OE2 2:3h:144:GLY:CA 2.60 0.46
2:3h:69:ILE:HG12 2:3h:84:LEU:CD1 2.46 0.46
2:7h:25:GLU:CD 2:7h:25:GLU:N 2.73 0.46
3:NI1:40:ILE:HD12 3:N1:95:LEU:HD23 1.96 0.46
3:TL:37:SER:HA 3:TL:97:ILE:O 2.15 0.46
3:al:37:SER:HA 3:al:97:ILE:O 2.15 0.46
3:wl:37:SER:HA 3:wl:97:ILE:O 2.15 0.46
3:31:37:SER:HA 3:31:97:ILE:O 2.15 0.46
3:61:40:ILE:HD12 3:61:95:LEU:HD23 1.96 0.46
1:A:324:THR:CB 2:Ah:130: THR:HG22 2.45 0.46
1:B:238:ARG:NH2 1:B:238:ARG:CG 2.73 0.46
1:D:397:TYR:HA 1:F:230:CYS:HB3 1.97 0.46
1:F:666:PHE:HE2 1:e:371:MET:HG3 1.80 0.46
1:T:230:CYS:HB3 1:8:397:TYR:HA 1.97 0.46
1:U:578:SER:HB3 1:U:592: THR:HG21 1.96 0.46
1:U:666:PHE:HE2 1:r:371:MET:HG3 1.80 0.46
1:Z:578:SER:HB3 1:Z:592: THR:HG21 1.96 0.46
1:a:397:TYR:HA 1:1:230:CYS:HB3 1.97 0.46
1:2:230:CYS:HB3 1:k:397:"TYR:HA 1.97 0.46
1:1:397:TYR:HA 1:0:230:CYS:HB3 1.97 0.46
1:m:230:CYS:HB3 1:q:397:-TYR:HA 1.97 0.46
1:x:235:-MET:HE3 1:x:235:-MET:HB2 1.85 0.46
1:1:657:PRO:HB3 1:1:666:PHE:CZ 2.32 0.46
1:2:230:CYS:HB3 1:7:397:TYR:HA 1.97 0.46
2:Bh:69:ILE:HG12 2:Bh:84:LEU:CD1 2.46 0.46
2:Hh:69:ILE:HG12 2:Hh:84:LEU:CD1 2.46 0.46
2:Nh:25:GLU:CD 2:Nh:25:GLU:N 2.73 0.46
2:Qh:69:1ILE:HG12 2:Qh:84:LEU:CD1 2.46 0.46
2:Th:69:ILE:HG12 2:Th:84:LEU:CD1 2.46 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
2:Uh:25:GLU:OE2 2:Uh:144:GLY:CA 2.60 0.46
2:bh:69:ILE:HG12 2:bh:84:LEU:CD1 2.46 0.46
2:ch:69:ILE:HG12 2:¢ch:84:LEU:CD1 2.46 0.46
2:¢h:69:1LE:HG12 2:gh:84:LEU:CD1 2.46 0.46
2:hh:25:GLU:OE2 2:hh:144:GLY:CA 2.60 0.46
2:hh:69:ILE:HG12 2:hh:84:LEU:CD1 2.46 0.46
2:nh:69:1ILE:CG2 2:nh:88:VAL:HG11 2.42 0.46
2:nh:69:ILE:HG12 2:nh:84:LEU:CD1 2.46 0.46
2:ph:25:GLU:CD 2:ph:25:GLU:N 2.73 0.46
2:th:21:LEU:HD13 2:th:46:GLY:HA3 1.98 0.46
2:wh:25:GLU:CD 2:wh:25:GLU:N 2.73 0.46
2:yh:69:ILE:HG12 2:yh:84:LEU:CD1 2.46 0.46
2:0h:21:LEU:HD13 2:0h:46:GLY:HA3 1.97 0.46
2:1h:69:ILE:CG2 2:1h:88:VAL:HG11 2.42 0.46
2:1h:69:ILE:HG12 2:1h:84:LEU:CD1 2.46 0.46
2:7h:69:1LE:CG2 2:7h:88:VAL:HG11 2.42 0.46
3:D1:37:SER:HA 3:D1:97:ILE:O 2.15 0.46
3:cl:37:SER:HA 3:cl:97:ILE:O 2.15 0.46
3:el:53:ASN:ND2 3:el:53:ASN:N 2.60 0.46
3:11:40:1ILE:HD12 3:11:95:LEU:HD23 1.96 0.46
3:01:40:ILE:HD12 3:01:95:LEU:HD23 1.96 0.46
3:pl:37:SER:HA 3:pl:97:ILE:O 2.15 0.46
3:t1:40:ILE:HD12 3:t1:95:LEU:HD23 1.96 0.46
1:B:397:TYR:HA 1:n:230:CYS:HB3 1.97 0.46
1:E:397:-TYR:HA 1:K:230:CYS:HB3 1.97 0.46
1:N:230:CYS:HB3 1:y:397:-TYR:HA 1.97 0.46
1:P:397:-TYR:HA 1:R:230:CYS:HB3 1.97 0.46
1:P:657:PRO:HB3 1:P:666:PHE:CZ 2.32 0.46
1:U:397:TYR:HA 1:1:230:CYS:HB3 1.97 0.46
1:V:230:CYS:HB3 1:x:397:TYR:HA 1.97 0.46
1:V:484:ARG:HD3 1:3:580:SER:O 2.16 0.46
1:W:666:PHE:HE2 1:¢:371:MET:HG3 1.80 0.46
1:b:230:CYS:HB3 1:1:397:TYR:HA 1.97 0.46
1:e:235:MET:HE3 1:e:235:MET:HB2 1.85 0.46
1:h:578:SER:HB3 1:h:592: THR:HG21 1.96 0.46
1:2z:397:TYR:HA 1:1:230:CYS:HB3 1.97 0.46
2:Ch:25:GLU:CD 2:Ch:25:GLU:N 2.73 0.46
2:Dh:69:ILE:HG12 2:Dh:84:LEU:CD1 2.46 0.46
2:1h:69:1ILE:HG12 2:Th:84:LEU:CD1 2.46 0.46
2:Mh:25:GLU:CD 2:Mh:25:GLU:N 2.73 0.46
2:Mh:69:ILE:HG12 2:Mh:84:LEU:CD1 2.46 0.46
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2:Ph:69:ILE:HG12 2:Ph:84:LEU:CD1 2.46 0.46
2:Qh:25:GLU:CD 2:Qh:25:GLU:N 2.73 0.46
2:Uh:69:ILE:HG12 2:Uh:84:LEU:CD1 2.46 0.46
2:Uh:106:VAL:CG2 2:Uh:110:ASP:CG 2.81 0.46
2:¢h:25:GLU:OE2 2:eh:144:GLY:CA 2.60 0.46
2:¢h:25:GLU:CD 2:¢h:25:GLU:N 2.73 0.46
2:th:25:GLU:CD 2:th:25:GLU:N 2.72 0.46
2:ih:21:LEU:HD13 2:1h:46:GLY:HA3 1.98 0.46
2:sh:69:ILE:HG12 2:sh:84:LEU:CD1 2.46 0.46
2:uh:25:GLU:OE2 2:uh:144:GLY:CA 2.60 0.46
2:xh:25:GLU:CD 2:xh:25:GLU:N 2.73 0.46
2:zh:69:ILE:HG12 2:zh:84:LEU:CD1 2.46 0.46
2:5h:25:GLU:CD 2:5h:25:GLU:N 2.73 0.46
2:6h:21:LEU:HD13 2:6h:46:GLY:HA3 1.98 0.46
3:K1:37:SER:HA 3:K1:97:ILE:O 2.15 0.46
3:R1:37:SER:HA 3:RL:97:ILE:O 2.15 0.46
3:el:40:ILE:HD12 3:el:95:LEU:HD23 1.96 0.46
3:gl:37:SER:HA 3:gl:97:1ILE:O 2.15 0.46
3:yl:37:SER:HA 3:y1:97:ILE:O 2.15 0.46
3:51:40:ILE:HD12 3:51:95:LEU:HD23 1.96 0.46
3:51:53:ASN:ND2 3:51:53:ASN:N 2.60 0.46
1:E:666:PHE:HE2 1:K:371:MET:HG3 1.80 0.46
1:J:710:VAL:O 1:J:713: THR:OG1 2.27 0.46
1:T:666:PHE:HE2 1:2:371:MET:HG3 1.80 0.46
1:V:666:PHE:HE2 1:X:371:MET:HG3 1.80 0.46
1:a:371:MET:HG3 1:e:666:PHE:HE2 1.80 0.46
1:d:238:ARG:NH2 1:d:238:ARG:CG 2.73 0.46
1:q:555:GLU:H 1:q:555:GLU:CD 2.17 0.46
1:4:578:SER:HB3 1:4:592: THR:HG21 1.96 0.46
1:6:578:SER:HB3 1:6:592: THR:HG21 1.96 0.46
2:Vh:25:GLU:CD 2:Vh:25:GLU:N 2.73 0.46
2:Wh:69:ILE:HG12 2:Wh:84:LEU:CD1 2.46 0.46
2:Xh:25:GLU:OE2 2:Xh:144:GLY:CA 2.60 0.46
2:7Zh:21:LEU:HD13 2:7h:46:GLY:HA3 1.98 0.46
2:dh:21:LEU:HD13 2:dh:46:GLY:HA3 1.98 0.46
2:ih:25:GLU:CD 2:1h:25:GLU:N 2.73 0.46
2:kh:69:1ILE:HG12 2:kh:84:LEU:CD1 2.46 0.46
2:kh:69:ILE:CG2 2:kh:88:VAL:HG11 2.42 0.46
2:1h:21:LEU:HD13 2:1h:46:GLY:HA3 1.97 0.46
2:0h:69:ILE:HG12 2:0h:84:LEU:CD1 2.46 0.46
2:ph:21:LEU:HD13 2:ph:46:GLY:HA3 1.98 0.46
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2:qh:25:GLU:OE2 2:qh:144:GLY:CA 2.60 0.46
2:sh:25:GLU:CD 2:s8h:25:GLU:N 2.73 0.46
2:sh:69:ILE:CG2 2:sh:88:VAL:HG11 2.42 0.46
2:th:25:GLU:CD 2:th:25:GLU:N 2.73 0.46
2:wh:21:LEU:HD13 2:wh:46:GLY:HA3 1.98 0.46
2:4h:21:LEU:HD13 2:4h:46:GLY:HA3 1.98 0.46
2:5h:106:VAL:CG2 2:5h:110:ASP:CG 2.81 0.46
3:S1:40:ILE:HD12 3:S1:95:LEU:HD23 1.96 0.46
3:d1:40:1ILE:HD12 3:d1:95:LEU:HD23 1.96 0.46
3:r1:37:SER:HA 3:r1:97:ILE:O 2.15 0.46
3:vl:40:ILE:HD12 3:v1:95:LEU:HD23 1.96 0.46
3:41:40:ILE:HD12 3:41:95:LEU:HD23 1.96 0.46
3:61:53:ASN:ND2 3:61:53:ASN:N 2.60 0.46
1:1.666:PHE:HE2 1:3:371:MET:HG3 1.80 0.46
2:1h:21:LEU:HD13 2:Th:46:GLY:HA3 1.97 0.46
2:0h:69:ILE:HG12 2:0h:84:LEU:CD1 2.46 0.46
2:ah:69:ILE:HG12 2:ah:84:LEU:CD1 2.46 0.46
2:jh:21:LEU:HD13 2:jh:46:GLY:HA3 1.97 0.46
2:kh:54:TYR:HB2 2:kh:119:HIS:HB3 1.98 0.46
2:rh:21:LEU:HD13 2:1h:46:GLY:HA3 1.97 0.46
2:sh:54: TYR:HB2 2:sh:119:HIS:HB3 1.98 0.46
2:2h:21:LEU:HD13 2:2h:46:GLY:HA3 1.97 0.46
2:5h:25:GLU:OE2 2:5h:144:GLY:CA 2.60 0.46
3:L1:40:ILE:HD12 3:L1:95:LEU:HD23 1.96 0.46
3:bl:37:SER:HA 3:bL:97:ILE:O 2.15 0.46
3:j1:37:SER:HA 3:j1:97:1LE:O 2.15 0.46
1:C:578:SER:HB3 1:C:592: THR:HG21 1.96 0.46
1:W:580:SER:O 1:1:484:ARG:HD3 2.16 0.46
1:Y:235:MET:HE3 1:Y:235:MET:HB2 1.85 0.46
1:72:397:TYR:HA 1:t:230:CYS:HB3 1.97 0.46
1:d:578:SER:HB3 1:d:592: THR:HG21 1.96 0.46
1:1:230:CYS:HB3 1:6:397:TYR:HA 1.97 0.46
1m:371:MET:HG3 1:q:666:PHE:HE2 1.80 0.46
1:x:578:SER:HB3 1:x:592: THR:HG21 1.96 0.46
2:Gh:69:ILE:HG12 2:Gh:84:LEU:CD1 2.46 0.46
2:Jh:25:GLU:OE2 2:Jh:144:GLY:CA 2.60 0.46
2:Nh:69:ILE:HG12 2:Nh:84:LEU:CD1 2.46 0.46
2:Wh:21:LEU:HD13 2:Wh:46:GLY:HA3 1.97 0.46
2:th:69:ILE:HG12 2:th:84:LEU:CD1 2.46 0.46
2:0h:106:VAL:CG2 2:0h:110:ASP:CG 2.81 0.46
2:ph:69:ILE:HG12 2:ph:84:LEU:CD1 2.46 0.46
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2:vh:69:ILE:HG12 2:vh:84:LEU:CD1 2.46 0.46
2:vh:106:VAL:CG2 2:vh:110:ASP:CG 2.81 0.46
2:xh:21:LEU:HD13 2:xh:46:GLY:HA3 1.97 0.46
2:zh:21:LEU:HD13 2:zh:46:GLY:HA3 1.98 0.46
2:7h:69:ILE:HG12 2:7h:84:LEU:CD1 2.46 0.46
3:Al:37:SER:HA 3:AL97:ILE:O 2.15 0.46
3:MI1:37:SER:HA 3:ML:97:ILE:O 2.15 0.46
3:QL:37:SER:HA 3:QL:97:ILE:O 2.15 0.46
3:TL:31:SER:CA 3:TL:128: THR:O 2.40 0.46
3:71:53:ASN:ND2 3:71:53:ASN:N 2.60 0.46
1:B:230:CYS:HB3 1:g:397:"TYR:HA 1.97 0.46
1:B:371:MET:HG3 1:¢:666:PHE:HE2 1.80 0.46
1:E:230:CYS:HB3 1:¢:397:TYR:HA 1.97 0.46
1:E:657:PRO:HB3 1:E:666:PHE:CZ 2.32 0.46
1:G:238:ARG:HH12 1:G:309:LYS:HE2 1.81 0.46
1:H:666:PHE:HE2 1:h:371:MET:HG3 1.80 0.46
1:1:397:TYR:HA 1:3:230:CYS:HB3 1.97 0.46
1:1:580:SER:O 1:2:484:ARG:HD3 2.16 0.46
1:0:238:ARG:HH12 1:0:309:LYS:HE2 1.81 0.46
1:P:230:CYS:HB3 1:3:397:TYR:HA 1.97 0.46
1:T:238:ARG:HH12 1:T:309:LYS:HE2 1.81 0.46
1:Y:230:CYS:HB3 1:d:397:TYR:HA 1.97 0.46
1:g:238:ARG:HH12 1:g:309:LYS:HE2 1.81 0.46
1:k:371:MET:HG3 1:p:666:PHE:HE2 1.80 0.46
1:u:238:ARG:HH12 1:u:309:LYS:HE2 1.81 0.46
1:u:555:GLU:H 1:u:555:GLU:CD 2.17 0.46
1:v:238:ARG:HH12 1:v:309:LYS:HE2 1.81 0.46
1:x:238:ARG:HH12 1:x:309:LYS:HE2 1.81 0.46
1:0:397:TYR:HA 1:6:230:CYS:HB3 1.97 0.46
1:4:238:ARG:NH2 1:4:238:ARG:CG 2.73 0.46
1:5:235:MET:HE3 1:5:235:MET:HB2 1.85 0.46
1:5:666:PHE:HE2 1:7:371:MET:HG3 1.80 0.46
2:Bh:21:LEU:HD13 2:Bh:46:GLY:HA3 1.98 0.46
2:Ch:21:LEU:HD13 2:Ch:46:GLY:HA3 1.97 0.46
2:Dh:54: TYR:HB2 2:Dh:119:HIS:HB3 1.98 0.46
2:Fh:21:LEU:HD13 2:Fh:46:GLY:HA3 1.97 0.46
2:Fh:69:1ILE:HG12 2:Fh:84:LEU:CD1 2.46 0.46
2:Th:21:LEU:HD13 2:Th:46:GLY:HA3 1.97 0.46
2:Vh:69:ILE:HG12 2:Vh:84:LEU:CD1 2.46 0.46
2:hh:106:VAL:CG2 2:hh:110:ASP:CG 2.81 0.46
2:kh:21:LEU:HD13 2:kh:46:GLY:HA3 1.97 0.46
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:kh:25:GLU:CD 2:kh:25:GLU:N 2.73 0.46
2:mh:25:GLU:CD 2:mh:25:GLU:N 2.73 0.46
2:vh:69:ILE:HG12 2:th:84:LEU:CD1 2.46 0.46
2:1h:69:ILE:CG2 2:vh:88:VAL:HG11 2.42 0.46
2:wh:69:ILE:HG12 2:wh:84:LEU:CD1 2.46 0.46
2:xh:69:1ILE:HG12 2:xh:84:LEU:CD1 2.46 0.46
2:yh:54:'TYR:HB2 2:yh:119:HIS:HB3 1.98 0.46
2:0h:25:GLU:CD 2:0h:25:GLU:N 2.73 0.46
3:E1:33:SER:O 3:El:100:LEU:HB2 2.16 0.46
3:11:33:SER:O 3:11:100:LEU:HB2 2.16 0.46
3:v1:37:SER:HA 3:v1:97:ILE:O 2.15 0.46
3:21:33:SER:O 3:21:100:LEU:HB2 2.16 0.46
1:A:371:MET:HG3 1:j:666:PHE:HE2 1.80 0.46
1:C:235:MET:HE3 1:C:235:MET:HB2 1.85 0.46
1:C:238:ARG:HH12 1:C:309:LYS:HE2 1.81 0.46
1:D:238:ARG:HH12 1:D:309:LYS:HE2 1.81 0.46
1:F:580:SER:O 1:U:484:ARG:HD3 2.16 0.46
1:G:484:ARG:HD3 1:4:580:SER:O 2.16 0.46
1:H:230:CYS:HB3 1:4:397:-TYR:HA 1.97 0.46
1:J:238:ARG:HH12 1:J:309:LYS:HE2 1.81 0.46
1:J:371:MET:HG3 1:£:666:PHE:HE2 1.80 0.46
1:J:555:GLU:H 1:J:555:GLU:CD 2.17 0.46
1:L:657:PRO:HB3 1:L:666:PHE:CZ 2.32 0.46
1:N:580:SER:O 1:h:484:ARG:HD3 2.16 0.46
1:P:484:ARG:HD3 1:£:580:SER:O 2.16 0.46
1:P:666:PHE:HE2 1:R:371:MET:HG3 1.80 0.46
1:T:397:TYR:HA 1:2:230:CYS:HB3 1.97 0.46
1:U:371:MET:HG3 1:Y:666:PHE:HE2 1.80 0.46
1:W:397:TYR:HA 1:¢:230:CYS:HB3 1.97 0.46
1:X:238:ARG:HH12 1:X:309:LYS:HE2 1.81 0.46
1:X:710:VAL:O 1:X:713: THR:OG1 2.27 0.46
1:7:230:CYS:HB3 1:m:397:TYR:HA 1.97 0.46
1:a:341:GLN:HE21 l:a:402:MET:-HE3 1.81 0.46
1:1:371:MET:HG3 1:6:666:PHE:HE2 1.80 0.46
1:n:238:ARG:HH12 1:n:309:LYS:HE2 1.81 0.46
1:0:238:ARG:HH12 1:0:309:LYS:HE2 1.81 0.46
1:t:580:SER:O 1:6:484:ARG:HD3 2.16 0.46
1:w:238:ARG:HH12 1:w:309:LYS:HE2 1.81 0.46
1:1:238:ARG:HH12 1:1:309:LYS:HE2 1.81 0.46
1:7:341:GLN:HE21 1:7:402:MET:-HE3 1.81 0.46
2:Ch:69:1LE:HG12 2:Ch:84:LEU:CD1 2.46 0.46
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Atom-1 Atom-2 distance (A) overlap (A)

2:Fh:54: TYR:HB2 2:Fh:119:HIS:HB3 1.98 0.46
2:Jh:69:1ILE:HG12 2:Jh:84:LEU:CD1 2.46 0.46
2:Nh:54: TYR:HB2 2:Nh:119:HIS:HB3 1.98 0.46
2:Uh:21:LEU:HD13 2:Uh:46:GLY:HA3 1.98 0.46
2:Uh:54: TYR:HB2 2:Uh:119:HIS:HB3 1.98 0.46
2:Vh:54: TYR:HB2 2:Vh:119:HIS:HB3 1.98 0.46
2:Xh:69:ILE:HG12 2:Xh:84:LEU:CD1 2.46 0.46
2:dh:54:TYR:HB2 2:dh:119:HIS:HB3 1.98 0.46
2:th:54: TYR:HB2 2:th:119:HIS:HB3 1.98 0.46
2:¢h:21:LEU:HD13 2:¢h:46:GLY:HA3 1.97 0.46
2:hh:54: TYR:HB2 2:hh:119:HIS:HB3 1.98 0.46
2:jh:69:ILE:HG12 2:jh:84:LEU:CD1 2.46 0.46
2:jh:69:1ILE:CG2 2:jh:88:VAL:HG11 2.42 0.46
2:sh:21:LEU:HD13 2:8h:46:GLY:HA3 1.97 0.46
2:0h:69:ILE:HG12 2:0h:84:LEU:CD1 2.46 0.46
2:4h:54: TYR:HB2 2:4h:119:HIS:HB3 1.98 0.46
3:P1:33:SER:O 3:P1:100:LEU:HB2 2.16 0.46
3:0l:37:SER:HA 3:01:97:ILE:O 2.15 0.46
3:pl:33:SER:O 3:pl:100:LEU:HB2 2.16 0.46
3:wl:33:SER:O 3:wl:100:LEU:HB2 2.16 0.46
1:C:230:CYS:HB3 1:G:397:TYR:HA 1.97 0.46
1:C:371:MET:HG3 1:G:666:PHE:HE2 1.80 0.46
1:C:397:TYR:HA 1:1:230:CYS:HB3 1.97 0.46
1:D:580:SER:O 1:Q:484:ARG:HD3 2.16 0.46
1:D:666:PHE:HE2 1:F:371:MET:HG3 1.80 0.46
1:J:397:-TYR:HA 1:L:230:CYS:HB3 1.97 0.46
1:J:666:PHE:HE2 1:L:371:MET:HG3 1.81 0.46
1:1:484:ARG:HD3 1:k:580:SER:O 2.16 0.46
1:0:397:TYR:HA 1:x:230:CYS:HB3 1.97 0.46
1:0:484:ARG:HD3 1:d:580:SER:O 2.16 0.46
1:S:230:CYS:HB3 1:X:397:TYR:HA 1.97 0.46
1:S:484:ARG:HD3 1:5:580:SER.:O 2.16 0.46
1:V:238:ARG:HH12 1:V:309:LYS:HE2 1.81 0.46
1:7:484:ARG:HD3 1:1:580:SER:O 2.16 0.46
1:7:666:PHE:HE2 1:t:371:MET:HG3 1.80 0.46
1:1:238:ARG:HH12 1:1:309:LYS:HE?2 1.81 0.46
1:'n:666:PHE:HE2 1:p:371:MET:HG3 1.81 0.46
1:p:238:ARG:HH12 1:p:309:LYS:HE2 1.81 0.46
1:p:341:GLN:HE21 1:p:402:2MET:HE3 1.81 0.46
1:q:238:ARG:HH12 1:q:309:LYS:HE2 1.81 0.46
1:s:371:MET:HG3 1:w:666:PHE:HE2 1.80 0.46
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1:w:341:GLN:HE21 1:w:402:MET:HE3 1.81 0.46
1:w:371:MET:HG3 1:1:666:PHE:HE2 1.81 0.46
1:y:238:ARG:HH12 1:y:309:LYS:HE2 1.81 0.46
1:2z:710:VAL:O 1:2z:713: THR:OG1 2.27 0.46
2:Ah:69:ILE:CG2 2:Ah:88:VAL:HG11 2.42 0.46
2:Jh:54:TYR:HB2 2:Jh:119:HIS:HB3 1.98 0.46
2:Nh:21:LEU:HD13 2:Nh:46:GLY:HA3 1.98 0.46
2:Sh:54: TYR:HB2 2:Sh:119:HIS:HB3 1.98 0.46
2:Xh:54: TYR:HB2 2:Xh:119:HIS:HB3 1.98 0.46
2:bh:69:ILE:CG2 2:bh:88:VAL:HG11 2.42 0.46
2:hh:21:LEU:HD13 2:hh:46:GLY:HA3 1.98 0.46
2:mh:69:ILE:HG12 2:mh:84:LEU:CD1 2.46 0.46
2:vh:54:TYR:HB2 2:vh:119:HIS:HB3 1.98 0.46
3:F1:33:SER:O 3:F1:100:LEU:HB2 2.16 0.46
3:NI1:33:SER:O 3:N1:100:LEU:HB2 2.16 0.46
3:R1:33:SER:O 3:R1:100:LEU:HB2 2.16 0.46
3:Y1:33:SER:O 3:Y1:100:LEU:HB2 2.16 0.46
3:d1:30:GLU:O 3:dl:128: THR:OG1 2.32 0.46
3:dl:33:SER:O 3:d1:100:LEU:HB2 2.16 0.46
3:41:33:SER:O 3:41:100:LEU:HB2 2.16 0.46
1:A:484:ARG:HD3 1:C:580:SER:O 2.16 0.45
1:B:657:PRO:HB3 1:B:666:PHE:CZ 2.32 0.45
1:C:341:GLN:HE21 1:C:402:MET:HE3 1.81 0.45
1:E:238:ARG:HH12 1:E:309:LYS:HE2 1.81 0.45
1:H:484:ARG:HD3 1:0:580:SER:O 2.16 0.45
1:H:580:SER:O 1:n:484:ARG:HD3 2.16 0.45
1:K:580:SER:O 1:x:484:ARG:HD3 2.16 0.45
1:M:484:ARG:HD3 1:y:580:SER:O 2.16 0.45
1:0:371:MET:HG3 1:S:666:PHE:HE2 1.80 0.45
1:P:238:ARG:HH12 1:P:309:LYS:HE2 1.81 0.45
1:S:371:MET:HG3 1:X:666:PHE:HE2 1.80 0.45
1:Y:580:SER:O 1:1:484:ARG:HD3 2.16 0.45
1:a:238:ARG:HH12 1:a:309:LYS:HE2 1.81 0.45
1:¢:580:SER:O 1:£:484:ARG:HD3 2.16 0.45
1:j:238:ARG:HH12 1:3:309:LYS:HE2 1.81 0.45
1:j:341:GLN:HE21 1:j:402:MET:HE3 1.82 0.45
1:r:238:ARG:NH2 1:1:238:ARG:CG 2.73 0.45
1:1:238:ARG:HH12 1:r:309:LYS:HE2 1.81 0.45
1:r:341:GLN:HE21 1:r:402:MET:HE3 1.82 0.45
1:t:238:ARG:HH12 1:t:309:LYS:HE2 1.81 0.45
1:x:341:GLN:HE21 1:x:402:MET:-HE3 1.81 0.45
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2:Ah:21:LEU:HD13 2:Ah:46:GLY:HA3 1.98 0.45
2:Gh:21:LEU:HD13 2:Gh:46:GLY:HA3 1.97 0.45
2:Hh:21:LEU:HD13 2:Hh:46:GLY:HA3 1.98 0.45
2:Lh:54:TYR:HB2 2:Lh:119:HIS:HB3 1.98 0.45
2:Lh:69:ILE:HG12 2:Lh:84:LEU:CD1 2.46 0.45
2:0h:21:LEU:HD13 2:0h:46:GLY:HA3 1.97 0.45
2:Ph:54:TYR:HB2 2:Ph:119:HIS:HB3 1.98 0.45
2:Rh:69:ILE:HG12 2:Rh:84:LEU:CD1 2.46 0.45
2:bh:21:LEU:HD13 2:bh:46:GLY:HA3 1.97 0.45
2:dh:69:ILE:HG12 2:dh:84:LEU:CD1 2.46 0.45
2:mh:54: TYR:HB2 2:mh:119:HIS:HB3 1.98 0.45
2:0h:54:TYR:HB2 2:0h:119:HIS:HB3 1.98 0.45
2:4h:69:ILE:HG12 2:4h:84:LEU:CD1 2.46 0.45
3:Gl:33:SER:O 3:Gl:100:LEU:HB2 2.16 0.45
3:H1:33:SER:O 3:H1:100:LEU:HB2 2.16 0.45
3:Kl1:33:SER:O 3:K1:100:LEU:HB2 2.16 0.45
3:01:33:SER:O 3:01:100:LEU:HB2 2.16 0.45
3:Ul:33:SER:O 3:UL:100:LEU:HB2 2.16 0.45
3:¢cl:33:SER:O 3:cl:100:LEU:HB2 2.16 0.45
3:gl:31:SER:CA 3:gl:128: THR:O 2.40 0.45
3:hl:33:SER:O 3:h1:100:LEU:HB2 2.16 0.45
3:31:33:SER:O 3:31:100:LEU:HB2 2.16 0.45
3:71:33:SER:O 3:71:100:LEU:HB2 2.16 0.45
1:A:397:TYR:HA 1:4:230:CYS:HB3 1.97 0.45
1:B:484:ARG:HD3 1:6:580:SER:O 2.16 0.45
1:B:666:PHE:HE2 1:n:371:MET:HG3 1.80 0.45
1:C:484:ARG:HD3 1:R:580:SER:O 2.16 0.45
1:E:484:ARG:HD3 1:V:580:SER:O 2.17 0.45
1:H:235:MET:HE3 1:H:235:MET:HB2 1.85 0.45
1:H:657:PRO:HB3 1:H:666:PHE:CZ 2.32 0.45
1:L:238:ARG:HH12 1:L:309:LYS:HE2 1.81 0.45
1:N:371:MET:HG3 1:y:666:PHE:HE2 1.80 0.45
1:0:666:PHE:HE2 1:x:371:MET:HG3 1.80 0.45
1:S:657:PRO:HB3 1:S:666:PHE:CZ 2.32 0.45
1:T:484:ARG:HD3 1:0:580:SER:O 2.16 0.45
1:Y:484:ARG:HD3 1:m:580:SER:O 2.16 0.45
1:7Z:580:SER:O 1:2:484:ARG:HD3 2.16 0.45
1:a:580:SER:O 1:k:484:ARG:HD3 2.16 0.45
1:1:238:ARG:HH12 1:£:309:LYS:HE2 1.81 0.45
1:2:484:ARG:HD3 1:v:580:SER:O 2.16 0.45
1:k:341:GLN:HE21 1:k:402:-MET:HE3 1.82 0.45
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1:n:341:GLN:HE21 1:n:402:MET:HE3 1.81 0.45
1:q:371:MET:HG3 1:v:666:PHE:HE2 1.80 0.45
1:2:238:ARG:HH12 1:2:309:LYS:HE2 1.81 0.45
1:1:341:GLN:HE21 1:1:402:MET:HE3 1.81 0.45
1:7:238:ARG:HH12 1:7:309:LYS:HE2 1.81 0.45
2:Dh:21:LEU:HD13 2:Dh:46:GLY:HA3 1.98 0.45
2:Eh:54: TYR:HB2 2:Eh:119:HIS:HB3 1.98 0.45
2:Ih:54:TYR:HB2 2:Th:119:HIS:HB3 1.98 0.45
2:Mh:25:GLU:OE2 2:Mh:144:GLY:CA 2.60 0.45
2:Sh:69:ILE:HG12 2:Sh:84:LEU:CD1 2.46 0.45
2:Yh:21:LEU:HD13 2:Yh:46:GLY:HA3 1.97 0.45
2:0h:21:LEU:HD13 2:0h:46:GLY:HA3 1.98 0.45
2:qh:69:ILE:HG12 2:qh:84:LEU:CD1 2.46 0.45
2:th:54: TYR:HB2 2:th:119:HIS:HB3 1.98 0.45
2:vh:21:LEU:HD13 2:vh:46:GLY:HA3 1.97 0.45
2:yh:21:LEU:HD13 2:yh:46:GLY:HA3 1.98 0.45
2:0h:54:TYR:HB2 2:0h:119:HIS:HB3 1.98 0.45
3:Bl:33:SER:O 3:Bl:100:LEU:HB2 2.16 0.45
3:al:33:SER:O 3:al:100:LEU:HB2 2.16 0.45
3:dl:31:SER:CA 3:dl:128: THR:O 2.40 0.45
3:x1:33:SER:O 3:x1:100:LEU:HB2 2.16 0.45
3:z1:33:SER:O 3:z1:100:LEU:HB2 2.16 0.45
3:41:30:GLU:O 3:41:128:THR:0G1 2.32 0.45
1:A:238:ARG:HH12 1:A:309:LYS:HE2 1.81 0.45
1:B:238:ARG:HH12 1:B:309:LYS:HE2 1.81 0.45
1:B:710:VAL:O 1:B:713:THR:OG1 2.27 0.45
1:D:555:GLU:H 1:D:555:GLU:CD 2.17 0.45
1:G:371:MET:HG3 1:L:666:PHE:HE2 1.80 0.45
1:M:580:SER:O 1:j:484:ARG:HD3 2.16 0.45
1:Q:580:SER:O 1:1:484:ARG:HD3 2.16 0.45
1:S:238:ARG:HH12 1:S:309:LYS:HE2 1.81 0.45
1:X:555:GLU:H 1:X:555:GLU:CD 2.17 0.45
1:a:230:CYS:HB3 1::397:TYR:HA 1.97 0.45
1:d:238:ARG:HH12 1:d:309:LYS:HE2 1.81 0.45
1:5:341:GLN:HE21 1:5:402:MET:HE3 1.82 0.45
1:5:484:ARG:HD3 1:7:580:SER:O 2.16 0.45
1:y:555:GLU:H 1:y:555:GLU:CD 2.17 0.45
1:2:666:PHE:HE2 1:1:371:MET:HG3 1.80 0.45
1:4:238:ARG:HH12 1:4:309:LYS:HE2 1.81 0.45
1:5:238:ARG:HH12 1:5:309:LYS:HE2 1.81 0.45
2:Eh:21:LEU:HD13 2:Eh:46:GLY:HA3 1.98 0.45
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2:Kh:69:ILE:HG12 2:Kh:84:LEU:CD1 2.46 0.45
2:Ph:21:LEU:HD13 2:Ph:46:GLY:HA3 1.98 0.45
2:Wh:54:TYR:HB2 2:Wh:119:HIS:HB3 1.98 0.45
2:Zh:69:ILE:HG12 2:7h:84:LEU:CD1 2.46 0.45
2:ih:54:TYR:HB2 2:1h:119:HIS:HB3 1.98 0.45
3:ClL:33:SER:O 3:CL:100:LEU:HB2 2.16 0.45
3:M1:33:SER:O 3:MI1:100:LEU:HB2 2.16 0.45
3:Ql:33:SER:O 3:Ql:100:LEU:HB2 2.16 0.45
3:¢1:33:SER:O 3:¢1:100:LEU:HB2 2.16 0.45
1:A:341:GLN:HE21 1:A:402:MET:HE3 1.81 0.45
1:B:580:SER:O 1:t:484:ARG:HD3 2.16 0.45
1:1:238:ARG:HH12 1:1:309:LYS:HE2 1.81 0.45
1:M:341:GLN:HE21 1:M:402:MET:HE3 1.81 0.45
1:N:397:TYR:HA 1:5:230:CYS:HB3 1.97 0.45
1:W:238:ARG:HH12 1:W:309:LYS:HE2 1.81 0.45
1:b:238:ARG:HH12 1:b:309:LYS:HE2 1.81 0.45
1:¢:341:GLN:HE21 1:c:402:MET:-HE3 1.82 0.45
1:€:238:ARG:HH12 1:¢:309:LYS:HE2 1.81 0.45
1:1:484:ARG:HD3 1:2:580:SER:O 2.16 0.45
1:3:238:ARG:NH2 1:j:238:ARG:CG 2.73 0.45
1:m:341:GLN:HE21 1:m:402:MET:HE3 1.81 0.45
1:0:341:GLN:HE21 1:0:402:-MET:HE3 1.82 0.45
1:5:230:CYS:HB3 1:w:397:TYR:HA 1.97 0.45
1:5:238:ARG:HH12 1:5:309:LYS:HE2 1.81 0.45
1:v:341:GLN:HE21 1:v:402:MET:-HE3 1.81 0.45
1:0:341:GLN:HE21 1:0:402:MET:HE3 1.81 0.45
1:3:341:GLN:HE21 1:3:402:MET:HE3 1.82 0.45
1:5:397:TYR:HA 1:7:230:CYS:HB3 1.97 0.45
2:Ah:25:GLU:OE2 2:Ah:144:GLY:CA 2.60 0.45
2:Lh:106:VAL:CG2 2:Lh:110:ASP:CG 2.81 0.45
2:ch:21:LEU:HD13 2:ch:46:GLY:HA3 1.98 0.45
2:1h:69:1ILE:HG12 2:ih:84:LEU:CD1 2.46 0.45
2:3h:21:LEU:HD13 2:3h:46:GLY:HA3 1.98 0.45
2:5h:69:ILE:HG12 2:5h:84:LEU:CD1 2.46 0.45
2:6h:69:ILE:HG12 2:6h:84:LEU:CD1 2.46 0.45
3:Al:33:SER:O 3:Al:100:LEU:HB2 2.16 0.45
3:L1:33:SER:O 3:L1:100:LEU:HB2 2.16 0.45
3:TL:33:SER:O 3:T1:100:LEU:HB2 2.16 0.45
3:71:47:SER:HB3 3:71:50:VAL:HB 1.99 0.45
3:bl:30:GLU:O 3:bl:128: THR:OG1 2.32 0.45
3:bl:33:SER:O 3:b1:100:LEU:HB2 2.16 0.45
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3:nl:47:SER:HB3 3:nl:50:VAL:HB 1.99 0.45
3:81:33:SER:O 3:s1:100:LEU:HB2 2.16 0.45
3:01:33:SER:O 3:01:100:LEU:HB2 2.16 0.45
3:11:47:SER:HB3 3:11:50: VAL:HB 1.99 0.45
1:D:371:MET:HG3 1:1:666:PHE:HE2 1.80 0.45
1:F:397:TYR:HA 1::230:CYS:HB3 1.97 0.45
1:F:484:ARG:HD3 1:q:580:SER:O 2.16 0.45
1:N:238:ARG:HH12 1:N:309:LYS:HE2 1.81 0.45
1:Q:341:GLN:HE21 1:Q:402:MET:HE3 1.81 0.45
1:b:341:GLN:HE21 1:b:402:MET:HE3 1.82 0.45
1:d:484:ARG:HD3 1:w:580:SER:O 2.16 0.45
1:k:230:CYS:HB3 1:p:397:TYR:HA 1.97 0.45
1:k:238:ARG:HH12 1:k:309:LYS:HE2 1.81 0.45
1:m:238:ARG:HH12 1:m:309:LYS:HE2 1.81 0.45
1:y:578:SER:HB3 1:y:592: THR:HG21 1.96 0.45
2:Qh:25:GLU:OE2 2:Qh:144:GLY:CA 2.60 0.45
2:7h:54:TYR:HB2 2:7h:119:HIS:HB3 1.98 0.45
2:¢h:69:ILE:HG12 2:eh:84:LEU:CD1 2.46 0.45
2:¢h:69:1LE:CG2 2:¢h:88:VAL:HG11 2.42 0.45
2:th:69:ILE:HG12 2:th:84:LEU:CD1 2.46 0.45
2:uh:69:ILE:HG12 2:uh:84:LEU:CD1 2.46 0.45
2:zh:25:GLU:OE2 2:zh:144:GLY:CA 2.60 0.45
3:11:33:SER:O 3:11:100:LEU:HB2 2.16 0.45
3:S1:33:SER:O 3:S1:100:LEU:HB2 2.16 0.45
3:TL:47:SER:HB3 3:T1:50:VAL:HB 1.99 0.45
3:bl:47:SER:HB3 3:bl:50: VAL:HB 1.99 0.45
3:el:47:SER:HB3 3:el:50:VAL:HB 1.99 0.45
3:11:33:SER:O 3:11:100:LEU:HB2 2.16 0.45
3:ml:33:SER:O 3:ml:100:LEU:HB2 2.16 0.45
3:s1:47:SER:HB3 3:s1:50:VAL:HB 1.99 0.45
3:51:47:SER:HB3 3:51:50: VAL:HB 1.99 0.45
3:61:47:SER:HB3 3:61:50:VAL:HB 1.99 0.45
1:Q:397:"TYR:HA 1:W:230:CYS:HB3 1.97 0.45
1:V:371:MET:HG3 1:x:666:PHE:HE2 1.80 0.45
1:7:238:ARG:HH12 1:7:309:LYS:HE2 1.81 0.45
1:b:484:ARG:HD3 1:x:580:SER:O 2.16 0.45
1:¢:238:ARG:HH12 1:¢:309:LYS:HE2 1.81 0.45
1:m:238:ARG:NH2 1:m:238:ARG:CG 2.73 0.45
1:0:666:PHE:HE2 1:u:371:MET:HG3 1.81 0.45
1:p:580:SER:O 1:4:484:ARG:HD3 2.16 0.45
1:y:371:MET:HG3 1:2:666:PHE:HE2 1.80 0.45
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1:0:238:ARG:HH12 1:0:309:LYS:HE2 1.81 0.45
2:Ch:34:SER:O 2:Ch:34:SER:0G 2.34 0.45
2:Gh:25:GLU:OE2 2:Gh:144:GLY:CA 2.60 0.45
2:Sh:25:GLU:OE2 2:Sh:144:GLY:CA 2.60 0.45
2:Th:54: TYR:HB2 2:Th:119:HIS:HB3 1.98 0.45
2:Yh:25:GLU:OE2 2:Yh:144:GLY:CA 2.60 0.45
2:bh:25:GLU:OE2 2:bh:144:GLY:CA 2.60 0.45
2:th:21:LEU:HD13 2:1h:46:GLY:HA3 1.98 0.45
2:1h:69:1LE:HG12 2:1h:84:LEU:CD1 2.46 0.45
2:zh:54:TYR:HB2 2:zh:119:HIS:HB3 1.98 0.45
2:2h:54:TYR:HB2 2:2h:119:HIS:HB3 1.98 0.45
2:6h:54:TYR:HB2 2:6h:119:HIS:HB3 1.98 0.45
3:Al:47:SER:HB3 3:Al:50:VAL:HB 1.99 0.45
3:F1:47:SER:HB3 3:F1:50:VAL:HB 1.99 0.45
3:N1:47:SER:HB3 3:N1:50:VAL:HB 1.99 0.45
3:W1:33:SER:O 3:WI:100:LEU:HB2 2.16 0.45
3:al:47:SER:HB3 3:al:50:VAL:HB 1.99 0.45
3:gl:47:SER:HB3 3:¢1:50:VAL:HB 1.99 0.45
3:kl:33:SER:O 3:kl:100:LEU:HB2 2.16 0.45
3:r1:33:SER:O 3:r1:100:LEU:HB2 2.16 0.45
3:t1:33:SER:O 3:t1:100:LEU:HB2 2.16 0.45
1:C:666:PHE:HE2 1:£:371:MET:HG3 1.80 0.45
1:D:484:ARG:HD3 1:r:580:SER:O 2.16 0.45
1:F:238:ARG:HH12 1:F:309:LYS:HE2 1.81 0.45
1:1:230:CYS:HB3 1:M:397:TYR:HA 1.97 0.45
1:1:555:GLU:H 1:1:555:GLU:CD 2.17 0.45
1:J:341:GLN:HE21 1:J:402:MET:HE3 1.81 0.45
1:N:341:GLN:HE21 1:N:402:MET:HE3 1.82 0.45
1:N:484:ARG:HD3 1:u:580:SER:O 2.17 0.45
1:Q:238:ARG:HH12 1:Q:309:LYS:HE2 1.81 0.45
1:X:484:ARG:HD3 1:2:580:SER:O 2.16 0.45
1:d:341:GLN:HE21 1:d:402:MET:HE3 1.81 0.45
1:e:580:SER:O 1:v:484:ARG:HD3 2.16 0.45
1:m:397:-TYR:HA 1:p:230:CYS:HB3 1.97 0.45
1:w:230:CYS:HB3 1:1:397:TYR:HA 1.97 0.45
1:z:657:PRO:HB3 1:z:666:PHE:CZ 2.32 0.45
1:3:238:ARG:HH12 1:3:309:LYS:HE2 1.81 0.45
1:4:341:GLN:HE21 1:4:402:MET:HE3 1.81 0.45
2:Hh:54: TYR:HB2 2:Hh:119:HIS:HB3 1.98 0.45
2:Kh:54:TYR:HB2 2:Kh:119:HIS:HB3 1.98 0.45
2:Xh:21:LEU:HD13 2:Xh:46:GLY:HA3 1.97 0.45
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2:1h:54: TYR:HB2 2:1h:119:HIS:HB3 1.98 0.45
2:2h:69:1LE:HG12 2:2h:84:LEU:CD1 2.46 0.45
3:BL:47:SER:HB3 3:Bl:50:VAL:HB 1.99 0.45
3:V1:33:SER:O 3:V1:100:LEU:HB2 2.16 0.45
3:X1:33:SER:O 3:X1:100:LEU:HB2 2.16 0.45
3:41:33:SER:O 3:f1:100:LEU:HB2 2.16 0.45
3:j1:33:SER:O 3:j1:100:LEU:HB2 2.16 0.45
3:k1:47:SER:HB3 3:k1:50:VAL:HB 1.99 0.45
3:pl:47:SER:HB3 3:pl:50:VAL:HB 1.99 0.45
3:ql:47:SER:HB3 3:ql:50:VAL:HB 1.99 0.45
3:wl:47:SER:HB3 3:wl:50:VAL:HB 1.99 0.45
3:z1:47:SER:HB3 3:z1:50:VAL:HB 1.99 0.45
3:71:47:SER:HB3 3:71:50:VAL:HB 1.99 0.45
1:D:578:SER:HB3 1:D:592: THR:HG21 1.96 0.45
1:F:341:GLN:HE21 1:F:402:MET:HE3 1.82 0.45
1:J:484:ARG:HD3 1:1:580:SER:O 2.16 0.45
1:M:238:ARG:HH12 1:M:309:LYS:HE2 1.81 0.45
1:U:238:ARG:HH12 1:U:309:LYS:HE2 1.81 0.45
1:X:341:GLN:HE21 1:X:402:MET:HE3 1.81 0.45
1:Y:657:PRO:HB3 1:Y:666:PHE:CZ 2.32 0.45
1:b:371:MET:HG3 1:r:666:PHE:HE2 1.80 0.45
1:£:341:GLN:HE21 1:£:402:MET:HE3 1.81 0.45
1:0:484:ARG:HD3 1:5:580:SER:O 2.16 0.45
1:2:341:GLN:HE21 1:2:402:MET:HE3 1.81 0.45
1:0:238:ARG:NH2 1:0:238:ARG:CG 2.73 0.45
1:2:341:GLN:HE21 1:2:402:MET:-HE3 1.82 0.45
1:6:238:ARG:HH12 1:6:309:LYS:HE2 1.81 0.45
2:Bh:25:GLU:OE2 2:Bh:144:GLY:CA 2.60 0.45
2:Bh:54:TYR:HB2 2:Bh:119:HIS:HB3 1.98 0.45
2:Gh:54:TYR:HB2 2:Gh:119:HIS:HB3 1.98 0.45
2:Hh:25:GLU:OE2 2:Hh:144:GLY:CA 2.60 0.45
2:Jh:21:LEU:HD13 2:Jh:46:GLY:HA3 1.97 0.45
2:Rh:54:TYR:HB2 2:Rh:119:HIS:HB3 1.98 0.45
2:Th:69:1ILE:CG2 2:Th:88:VAL:HG11 2.42 0.45
2:Vh:21:LEU:HD13 2:Vh:46:GLY:HA3 1.98 0.45
2:Yh:54: TYR:HB2 2:Yh:119:HIS:HB3 1.98 0.45
2:dh:25:GLU:OE2 2:dh:144:GLY:CA 2.60 0.45
2:¢h:34:SER:O 2:¢h:34:SER:OG 2.34 0.45
2:¢h:54:'TYR:HB2 2:gh:119:HIS:HB3 1.98 0.45
2:jh:54:TYR:HB2 2:jh:119:HIS:HB3 1.98 0.45
2:rh:54:TYR:HB2 2:1h:119:HIS:HB3 1.98 0.45
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3:Al:30:GLU:O 3:Al:128: THR:OG1 2.32 0.45
3:J1:47:SER:HB3 3:J1:50:VAL:HB 1.99 0.45
3:X1:47:SER:HB3 3:X1:50: VAL:HB 1.99 0.45
3:7Z1:33:SER:O 3:71:100:LEU:HB2 2.16 0.45
3:h1:53:ASN:ND2 3:hl:53:ASN:N 2.60 0.45
3:ul:47:SER:HB3 3:ul:50:VAL:HB 1.99 0.45
3:01:47:SER:HB3 3:01:50:VAL:HB 1.99 0.45
3:61:33:SER:O 3:61:100:LEU:HB2 2.16 0.45
1:A:230:CYS:HB3 1:j:397"TYR:HA 1.99 0.45
1:B:341:GLN:HE21 1:B:402:MET:HES3 1.81 0.45
1:G:230:CYS:HB3 1:L:397:TYR:HA 1.97 0.45
1:1:484:ARG:HD3 1:X:580:SER:O 2.16 0.45
1:J:580:SER:O 1:W:484:ARG:HD3 2.16 0.45
1:K:484:ARG:HD3 1:b:580:SER:O 2.16 0.45
1:L:555:GLU:H 1:L:555:GLU:CD 2.17 0.45
1:0:230:CYS:HB3 1:S:397:TYR:HA 1.97 0.45
1:V:341:GLN:HE21 1:V:402:MET:HE3 1.81 0.45
1:W:555:GLU:H 1:W:555:GLU:CD 2.17 0.45
1:j:580:SER:O 1:y:484:ARG:HD3 2.16 0.45
1:1:341:GLN:HE21 1:1:402:MET:HE3 1.82 0.45
2:Lh:25:GLU:OE2 2:Lh:144:GLY:CA 2.60 0.45
2:0h:25:GLU:OE2 2:0h:144:GLY:CA 2.60 0.45
2:0h:54:TYR:HB2 2:0h:119:HIS:HB3 1.98 0.45
3:J1:33:SER:O 3:J1:100:LEU:HB2 2.16 0.45
3:el:33:SER:O 3:el:100:LEU:HB2 2.16 0.45
3:ml:47:SER:HB3 3:ml:50: VAL:HB 1.99 0.45
3:51:33:SER:O 3:51:100:LEU:HB2 2.16 0.45
1:E:341:GLN:HE21 1:E:402:MET:HE3 1.81 0.45
1:G:580:SER:O 1:p:484:ARG:HD3 2.16 0.45
1:H:238:ARG:HH12 1:H:309:LYS:HE2 1.81 0.45
1:H:555:GLU:H 1:H:555:GLU:CD 2.17 0.45
1:S:580:SER:O 1:7:484:ARG:HD3 2.16 0.45
1:T:580:SER:O 1:5:484:ARG:HD3 2.16 0.45
1:U:341:GLN:HE21 1:U:402:-MET:HE3 1.82 0.45
1:Y:238:ARG:HH12 1:Y:309:LYS:HE2 1.81 0.45
1:Y:555:GLU:H 1:Y:555:GLU:CD 2.17 0.45
1:b:397:TYR:HA 1:d:230:CYS:HB3 1.97 0.45
1:h:238:ARG:HH12 1:h:309:LYS:HE2 1.81 0.45
1:u:238:ARG:NH2 1:u:238:ARG:CG 2.73 0.45
1:6:238:ARG:NH2 1:6:238:ARG:CG 2.73 0.45
2:Ah:54:TYR:HB2 2:Ah:119:HIS:HB3 1.98 0.45
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2:Wh:34:SER:O 2:Wh:34:SER:OG 2.34 0.45
2:5h:34:SER:O 2:5h:34:SER:OG 2.34 0.45
3:Ul:53:ASN:ND2 3:Ul:53:ASN:N 2.60 0.45
3:cl:47:SER:HB3 3:cl:50:VAL:HB 1.99 0.45
3:31:47:SER:HB3 3:31:50:VAL:HB 1.99 0.45
1:J:238:ARG:NH2 1:J:238:ARG:CG 2.73 0.44
1:0:580:SER:O 1:w:484:ARG:HD3 2.16 0.44
1:P:341:GLN:HE21 1:P:402:MET:HE3 1.81 0.44
1:S:555:GLU:H 1:S:555:GLU:CD 2.17 0.44
1:U:580:SER:O 1:q:484:ARG:HD3 2.16 0.44
1:q:238:ARG:NH2 1:q:238:ARG:CG 2.73 0.44
2:Eh:69:ILE:HG12 2:Eh:84:LEU:HD13 2.00 0.44
2:7Zh:69:ILE:HG12 2:7h:84:LEU:HD13 2.00 0.44
2:bh:54: TYR:HB2 2:bh:119:HIS:HB3 1.98 0.44
2:ph:54:TYR:HB2 2:ph:119:HIS:HB3 1.98 0.44
2:4h:25:GLU:OE2 2:4h:144:GLY:CA 2.60 0.44
2:6h:69:1LE:HG12 2:6h:84:LEU:HD13 2.00 0.44
3:HI1:78:SER:HB2 3:HL:79:ARG:HH11 1.83 0.44
3:W1:47:SER:HB3 3:WIL:50:VAL:HB 1.99 0.44
1:1:341:GLN:HE21 1:1:402:MET:-HE3 1.81 0.44
1:L:580:SER:O 1:a:484:ARG:HD3 2.16 0.44
1:P:580:SER:O 1:¢:484:ARG:HD3 2.16 0.44
1:R:341:GLN:HE21 1:R:402:MET:HE3 1.81 0.44
1:X:238:ARG:NH2 1:X:238:ARG:CG 2.73 0.44
1:e:484:ARG:HD3 1:g:580:SER:O 2.16 0.44
1:h:341:GLN:HE21 1:h:402:MET:HE3 1.82 0.44
1:z:555:GLU:H 1:2z:555:GLU:CD 2.17 0.44
1:7:555:GLU:H 1:7:555:GLU:CD 2.17 0.44
2:Ph:69:ILE:HG12 2:Ph:84:LEU:HD13 2.00 0.44
2:Wh:69:ILE:HG12 2:Wh:84:LEU:HD13 2.00 0.44
2:1h:69:1ILE:CG2 2:1h:88:VAL:HG11 2.42 0.44
2:nh:54: TYR:HB2 2:nh:119:HIS:HB3 1.98 0.44
2:ph:69:ILE:CG2 2:ph:88:VAL:HG11 2.42 0.44
2:wh:54: TYR:HB2 2:wh:119:HIS:HB3 1.98 0.44
2:1h:54: TYR:HB2 2:1h:119:HIS:HB3 1.98 0.44
2:3h:34:SER:O 2:3h:34:SER:OG 2.34 0.44
2:7h:21:LEU:HD13 2:7h:46:GLY:HA3 1.98 0.44
3:CL:47:SER:HB3 3:C1:50:VAL:HB 1.99 0.44
3:11:47:SER:HB3 3:11:50:VAL:HB 1.99 0.44
3:Y1:78:SER:HB2 3:YL:79:ARG:HH11 1.83 0.44
3:11:47:SER:HB3 3:11:50:VAL:HB 1.99 0.44
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3:v1:33:SER:O 3:v1:100:LEU:HB2 2.16 0.44
3:y1:33:SER:O 3:y1:100:LEU:HB2 2.16 0.44
1:B:555:GLU:H 1:B:555:GLU:CD 2.17 0.44
1:0:341:GLN:HE21 1:0:402:-MET:HE3 1.82 0.44
1:S:710:VAL:O 1:S:713:THR:0G1 2.27 0.44
1:W:341:GLN:HE21 1:W:402:MET:-HE3 1.81 0.44
1:1:238:ARG:HH12 1:1:309:LYS:HE2 1.81 0.44
1:m:484:ARG:HD3 1:1:580:SER:O 2.16 0.44
1:n:580:SER:O 1:0:484:ARG:HD3 2.16 0.44
1:6:341:GLN:HE21 1:6:402:MET:HE3 1.82 0.44
2:1h:34:SER:O 2:1h:34:SER:OG 2.34 0.44
2:1h:69:ILE:HG12 2:Th:84:LEU:HD13 2.00 0.44
2:ah:69:ILE:HG12 2:ah:84:LEU:HD13 2.00 0.44
2:eh:54:TYR:HB2 2:eh:119:HIS:HB3 1.98 0.44
2:qh:54:TYR:HB2 2:qh:119:HIS:HB3 1.98 0.44
2:3h:54: TYR:HB2 2:3h:119:HIS:HB3 1.98 0.44
2:4h:69:1LE:HG12 2:4h:84:LEU:HD13 2.00 0.44
2:5h:54: TYR:HB2 2:5h:119:HIS:HB3 1.98 0.44
2:7h:54:TYR:HB2 2:7h:119:HIS:HB3 1.98 0.44
2:7h:69:ILE:HG12 2:7h:84:LEU:HD13 2.00 0.44
3:DI:33:SER:O 3:D1:100:LEU:HB2 2.16 0.44
3:El:47:SER:HB3 3:El:50:VAL:HB 1.99 0.44
3:d1:47:SER:HB3 3:dl:50:VAL:HB 1.99 0.44
3:j1:47:SER:HB3 3:j1:50:VAL:HB 1.99 0.44
3:11:33:SER:O 3:11:100:LEU:HB2 2.16 0.44
3:21:47:SER:HB3 3:21:50:VAL:HB 1.99 0.44
3:71:53:ASN:ND2 3:71:53:ASN:N 2.60 0.44
1:E:580:SER:O 1:3:484:ARG:HD3 2.16 0.44
1:G:341:GLN:HE21 1:G:402:MET:HE3 1.82 0.44
1:K:341:GLN:HE21 1:K:402:MET:HE3 1.82 0.44
1:a:555:GLU:H 1:a:555:GLU:CD 2.17 0.44
1:1:341:GLN:HE21 1:1:402:MET:-HE3 1.81 0.44
2:Nh:25:GLU:OE2 2:Nh:144:GLY:CA 2.60 0.44
2:Th:69:ILE:HG12 2:Th:84:LEU:HD13 2.00 0.44
2:ah:25:GLU:OE2 2:ah:144:GLY:CA 2.60 0.44
2:ch:54: TYR:HB2 2:¢ch:119:HIS:HB3 1.98 0.44
2:dh:69:ILE:HG12 2:dh:84:LEU:HD13 2.00 0.44
2:¢h:69:1LE:HG12 2:¢h:84:LEU:HD13 2.00 0.44
2:vh:69:ILE:HG12 2:vh:84:LEU:HD13 2.00 0.44
2:th:25:GLU:OE2 2:th:144:GLY:CA 2.60 0.44
2:uh:54: TYR:HB2 2:uh:119:HIS:HB3 1.98 0.44
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2:wh:69:ILE:CG2 2:wh:88:VAL:HG11 2.42 0.44
3:DIL:78:SER:HB2 3:DL:79:ARG:HH11 1.83 0.44
3:El:78:SER:HB2 3:El:79:ARG:HH11 1.83 0.44
3:GL:47:SER:HB3 3:Gl:50:VAL:HB 1.99 0.44
3:11:78:SER:HB2 3:11:79:ARG:HH11 1.83 0.44
3:P1:78:SER:HB2 3:PL:79:ARG:HH11 1.83 0.44
3:WIL.78:SER:HB2 3:WL:79:ARG:HH11 1.83 0.44
3:al:53:ASN:ND2 3:al:53:ASN:N 2.60 0.44
3:nl:33:SER:O 3:nl:100:LEU:HB2 2.16 0.44
3:nl:78:SER:HB2 3nl:79:ARG:HH11 1.83 0.44
3:01:33:SER:O 3:01:100:LEU:HB2 2.16 0.44
3:rl:78:SER:HB2 3:11:79:ARG:HH11 1.83 0.44
3:x1:47:SER:HB3 3:x1:50:VAL:HB 1.99 0.44
3:x1:78:SER:HB2 3:x1:79:ARG:HH11 1.83 0.44
3:11:78:SER:HB2 3:11:79:ARG:HH11 1.83 0.44
3:41:47:SER:HB3 3:41:50:VAL:HB 1.99 0.44
1:B:235:-MET:HE3 1:B:235:-MET:HB2 1.85 0.44
1:7:341:GLN:HE21 1:7:402:MET:-HE3 1.82 0.44
1:g:341:GLN:HE21 1:g:402:MET:HE3 1.81 0.44
1:t:341:GLN:HE21 1:t:402:MET:HE3 1.81 0.44
2:Ch:54:TYR:HB2 2:Ch:119:HIS:HB3 1.98 0.44
2:Ch:69:ILE:HG12 2:Ch:84:LEU:HD13 2.00 0.44
2:Mh:54: TYR:HB2 2:Mh:119:HIS:HB3 1.98 0.44
2:ah:21:LEU:HD13 2:ah:46:GLY:HA3 1.98 0.44
2:ah:54:TYR:HB2 2:ah:119:HIS:HB3 1.98 0.44
2:jh:69:1ILE:HG12 2:jh:84:LEU:HD13 2.00 0.44
2:ph:69:ILE:HG12 2:ph:84:LEU:HD13 2.00 0.44
2:2h:69:ILE:HG12 2:2h:84:LEU:HD13 2.00 0.44
3:Cl:78:SER:HB2 3:Cl:79:ARG:HH11 1.83 0.44
3:F1:78:SER:HB2 3:FI1:79:ARG:HH11 1.83 0.44
3:Gl:78:SER:HB2 3:GL:79:ARG:HH11 1.83 0.44
3:NI1:78:SER:HB2 3:NL:79:ARG:HH11 1.83 0.44
3:P1:47:SER:HB3 3:P1:50:VAL:HB 1.99 0.44
3:l:78:SER:HB2 3:11:79:ARG:HH11 1.83 0.44
3:j1:78:SER:HB2 3:j1:79:ARG:HH11 1.83 0.44
3:ql:33:SER:O 3:ql:100:LEU:HB2 2.16 0.44
3:11:47:SER:HB3 3:r1:50:VAL:HB 1.99 0.44
3:t1:78:SER:HB2 3:t1:79:ARG:HH11 1.83 0.44
3:ul:33:SER:O 3:ul:100:LEU:HB2 2.16 0.44
3:yl:78:SER:HB2 3:yl:79:ARG:HH11 1.83 0.44
3:z1:78:SER:HB2 3:z1:79:ARG:HH11 1.83 0.44
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:P:235:-MET:HB2 1:P:235:-MET:HE3 1.85 0.44
1:T:341:GLN:HE21 1:T:402:MET:HE3 1.81 0.44
1:g:555:GLU:H 1:g:555:GLU:CD 2.17 0.44
1:q:341:GLN:HE21 1:q:402:MET:HE3 1.81 0.44
1:u:657:PRO:HB3 1:u:666:PHE:CZ 2.32 0.44
1:2:238:ARG:HH12 1:2:309:LYS:HE2 1.81 0.44
1:2:657:PRO:HB3 1:2:666:PHE:CZ 2.32 0.44
1:5:341:GLN:HE21 1:5:402:-MET:HE3 1.82 0.44
2:Ah:69:ILE:HG12 2:Ah:84:LEU:HD13 2.00 0.44
2:Kh:69:ILE:HG12 2:Kh:84:LEU:HD13 2.00 0.44
2:Qh:54:TYR:HB2 2:Qh:119:HIS:HB3 1.98 0.44
2:bh:69:ILE:HG12 2:bh:84:LEU:HD13 2.00 0.44
2:¢h:69:ILE:HG12 2:eh:84:LEU:HD13 2.00 0.44
2:1h:69:1LE:HG12 2:1h:84:LEU:HD13 2.00 0.44
2:wh:69:ILE:HG12 2:wh:84:LEU:HD13 2.00 0.44
2:xh:69:1LE:HG12 2:xh:84:LEU:HD13 2.00 0.44
2:0h:106:VAL:CG2 2:0h:110:ASP:CG 2.81 0.44
2:2h:69:ILE:CG2 2:2h:88:VAL:HG11 2.42 0.44
3:01:47:SER:HB3 3:01:50:VAL:HB 1.99 0.44
3:0L:78:SER:HB2 3:01:79:ARG:HH11 1.83 0.44
3:QL:47:SER:HB3 3:Ql:50: VAL:HB 1.99 0.44
3:Ul:47:SER:HB3 3:UL:50:VAL:HB 1.99 0.44
3:Y1:47:SER:HB3 3:Y1:50: VAL:HB 1.99 0.44
3:0l:78:SER:HB2 3:01:79:ARG:HH11 1.83 0.44
3:z1:30:GLU:O 3:z1:128: THR:OG1 2.32 0.44
3:01:78:SER:HB2 3:01:79:ARG:HH11 1.83 0.44
1:E:235:MET:HB2 1:E:235:MET:HE3 1.85 0.44
1:L:710:VAL:O 1:L:713:THR:OG1 2.27 0.44
1:g:657:PRO:HB3 1:g:666:PHE:CZ 2.32 0.44
2:Dh:69:ILE:HG12 2:Dh:84:LEU:HD13 2.00 0.44
2:Hh:69:ILE:HG12 2:Hh:84:LEU:HD13 2.00 0.44
2:Mh:69:ILE:HG12 2:Mh:84:LEU:HD13 2.00 0.44
2:Rh:69:ILE:HG12 2:Rh:84:LEU:HD13 2.00 0.44
2:hh:69:1LE:HG12 2:hh:84:LEU:HD13 2.00 0.44
2:1h:25:GLU:OE2 2:1h:144:GLY:CA 2.60 0.44
2:yh:69:ILE:HG12 2:yh:84:LEU:HD13 2.00 0.44
2:zh:69:1LE:HG12 2:zh:84:LEU:HD13 2.00 0.44
2:7h:25:GLU:OE2 2:7h:144:GLY:CA 2.60 0.44
3:B1:30:GLU:O 3:Bl:128: THR:OG1 2.32 0.44
3:BlL:78:SER:HB2 3:Bl1:79:ARG:HH11 1.83 0.44
3:KI1:78:SER:HB2 3:K1:79:ARG:HH11 1.83 0.44
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3:Ml1:47:SER:HB3 3:MI1:50: VAL:HB 1.99 0.44
3:R1:47:SER:HB3 3:R1:50:VAL:HB 1.99 0.44
3:11:47:SER:HB3 3:1:50:VAL:HB 1.99 0.44
3:ml:78:SER:HB2 3:ml:79:ARG:HH11 1.83 0.44
3:vl:78:SER:HB2 3:v1:79:ARG:HH11 1.83 0.44
1:K:235:-MET:HE3 1:K:235:MET:HB2 1.85 0.44
1:K:238:ARG:HH12 1:K:309:LYS:HE2 1.81 0.44
1:y:341:GLN:HE21 1:y:402:2MET:HE3 1.82 0.44
1:2:235:-MET:HE3 1:2:235:-MET:HB2 1.85 0.44
2:Bh:69:ILE:HG12 2:Bh:84:LEU:HD13 2.00 0.44
2:Qh:69:1LE:HG12 2:Qh:84:LEU:HD13 2.00 0.44
2:Uh:69:ILE:HG12 2:Uh:84:LEU:HD13 2.00 0.44
2:Yh:69:ILE:HG12 2:Yh:84:LEU:HD13 2.00 0.44
2:wh:34:SER:O 2:wh:34:SER:OG 2.34 0.44
2:xh:54:TYR:HB2 2:xh:119:HIS:HB3 1.98 0.44
2:5h:69:1ILE:HG12 2:5h:84:LEU:HD13 2.00 0.44
3:K1:47:SER:HB3 3:K1:50:VAL:HB 1.99 0.44
3:MI1:30:GLU:O 3:M1:128: THR:0G1 2.32 0.44
3:Q1:30:GLU:O 3:QL1:128: THR:0OG1 2.32 0.44
3:RIL:78:SER:HB2 3:RI1:79:ARG:HH11 1.83 0.44
3:S1:47:SER:HB3 3:S1:50: VAL:HB 1.99 0.44
3:V1:47:SER:HB3 3:V1:50:VAL:HB 1.99 0.44
3:bl:78:SER:HB2 3:bl:79:ARG:HH11 1.83 0.44
3:¢1:30:GLU:O 3:g1:128: THR:0OG1 2.32 0.44
3:hl:47:SER:HB3 3:hl:50: VAL:HB 1.99 0.44
3:t1:47:SER:HB3 3:t1:50: VAL:HB 1.99 0.44
1:1L:341:GLN:HE21 1:L:402:MET:HE3 1.81 0.44
1:R:238:ARG:HH12 1:R:309:LYS:HE2 1.81 0.44
1:S:341:GLN:HE21 1:S:402:MET:HE3 1.81 0.44
1:e:341:GLN:HE21 1:e:402:MET:HE3 1.82 0.44
1:h:610:ASP:OD1 1:h:728: THR:0G1 2.36 0.44
1:u:341:GLN:HE21 1:u:402:MET:HE3 1.82 0.44
1:7:235:MET:HE3 1:7:235:MET:HB2 1.85 0.44
2:Fh:69:ILE:HG12 2:Fh:84:LEU:HD13 2.00 0.44
2:th:25:GLU:OE2 2:th:144:GLY:CA 2.60 0.44
3:H1:47:SER:HB3 3:H1:50: VAL:HB 1.99 0.44
3:L1:47:SER:HB3 3:L1:50:VAL:HB 1.99 0.44
3:TL:26:GLN:HG3 3:TL:27:PRO:HD2 2.00 0.44
3:71:78:SER:HB2 3:71:79:ARG:HH11 1.83 0.44
3:41:78:SER:HB2 3::79:ARG:HH11 1.83 0.44
3:11:26:GLN:HG3 3:1:27:PRO:HD2 2.00 0.44
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3:nl:26:GLN:HG3 3:nl:27:PRO:HD2 2.00 0.44
3:t1:26: GLN:HG3 3:t1:27:PRO:HD2 2.00 0.44
3:11:26:GLN:HG3 3:11:27:PRO:HD2 2.00 0.44
3:71:26:GLN:HG3 3:71:27:PRO:HD2 2.00 0.44
1:D:341:GLN:HE21 1:D:402:MET:HE3 1.82 0.43
1:H:341:GLN:HE21 1:H:402:MET:HE3 1.82 0.43
1:Q:235:MET:HE3 1:Q:235:MET:HB2 1.85 0.43
1:R:657:PRO:HB3 1:R:666:PHE:CZ 2.32 0.43
1:T:555:GLU:H 1:T:555:GLU:CD 2.17 0.43
1:T:657:PRO:HB3 1:T:666:PHE:CZ 2.32 0.43
1:7:657:PRO:HB3 1:7:666:PHE:CZ 2.32 0.43
1:1:657:PRO:HB3 1:1:666:PHE:CZ 2.32 0.43
2:Nh:69:ILE:HG12 2:Nh:84:LEU:HD13 2.00 0.43
2:Vh:25:GLU:OE2 2:Vh:144:GLY:CA 2.60 0.43
2:mh:69:ILE:HG12 2:mh:84:LEU:HD13 2.00 0.43
2:mh:106:VAL:CG2 2:mh:110:ASP:CG 2.81 0.43
2:ph:34:SER:O 2:ph:34:SER:OG 2.34 0.43
3:Al:78:SER:HB2 3:ALl:79:ARG:HH11 1.83 0.43
3:C1:30:GLU:O 3:CL:128: THR:OG1 2.32 0.43
3:D1:47:SER:HB3 3:DIL:50:VAL:HB 1.99 0.43
3:UL:78:SER:HB2 3:UL:79:ARG:HH11 1.83 0.43
3:V1:78:SER:HB2 3:V9:79:ARG:HH11 1.83 0.43
3:al:26:GLN:HG3 3:al:27:PRO:HD2 2.00 0.43
3:41:47:SER:HB3 3:4:50:VAL:HB 1.99 0.43
3:¢1:26: GLN:HG3 3:gl:27:PRO:HD2 2.00 0.43
3:kl:26:GLN:HG3 3:kl:27:PRO:HD2 2.00 0.43
3:01:26:GLN:HG3 3:01:27:PRO:HD2 2.00 0.43
3:0l:47:SER:HB3 3:0l:50:VAL:HB 1.99 0.43
3:81:26:GLN:HG3 3:81:27:PRO:HD2 2.00 0.43
3:ul:78:SER:HB2 3:ul:79:ARG:HH11 1.83 0.43
3:vl:26:GLN:HG3 3:vl:27:PRO:HD2 2.00 0.43
3:wl:78:SER:HB2 3:wl:79:ARG:HH11 1.83 0.43
3:61:78:SER:HB2 3:61:79:ARG:HH11 1.83 0.43
1:q:657:PRO:HB3 1:q:666:PHE:CZ 2.32 0.43
1:5:555:GLU:H 1:5:555:GLU:CD 2.17 0.43
2:Xh:34:SER:O 2:Xh:34:SER:OG 2.34 0.43
2:vh:25:GLU:OE2 2:vh:144:GLY:CA 2.60 0.43
2:0h:69:ILE:HG12 2:0h:84:LEU:HD13 2.00 0.43
3:G1:26:GLN:HG3 3:G1:27:PRO:HD2 2.00 0.43
3:L1:26:GLN:HG3 3:L1:27:PRO:HD2 2.00 0.43
3:TL:71:TYR:O 3:TL:72:GLU:HB2 2.19 0.43
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3:hl:78:SER:HB2 3:hl:79:ARG:HH11 1.83 0.43
3:ql:78:SER:HB2 3:ql:79:ARG:HH11 1.83 0.43
3:x1:30:GLU:O 3:x1:128: THR:OG1 2.32 0.43
1:M:657:PRO:HB3 1:M:666:PHE:CZ 2.32 0.43
1:R:235:MET:HE3 1:R:235:MET:HB2 1.85 0.43
1:Y:341:GLN:HE21 1:Y:402:MET:HE3 1.82 0.43
1:7:342:VAL:HG22 1:7:648:ILE:HG13 2.01 0.43
1:a:235:MET:HE3 1:a:235:MET:HB2 1.85 0.43
1:d:555:GLU:H 1:d:555:GLU:CD 2.17 0.43
1:e:657:PRO:HB3 1:¢:666:PHE:CZ 2.32 0.43
1:v:555:GLU:H 1:v:555:GLU:CD 2.17 0.43
1:4:555:GLU:H 1:4:555:GLU:CD 2.17 0.43
2:th:69:ILE:HG12 2:th:84:LEU:HD13 2.00 0.43
3:H1:26:GLN:HG3 3:HIL:27:PRO:HD2 2.00 0.43
3:JI:71:TYR:O 3:J1:72:GLU:HB2 2.19 0.43
3:01:26:GLN:HG3 3:01:27:PRO:HD2 2.00 0.43
3:0L:70:ILE:HA 3:01:75:LYS:O 2.19 0.43
3:01:71:TYR:O 3:01:72:GLU:HB2 2.19 0.43
3:51:26:GLN:HG3 3:S1:27:PRO:HD2 2.00 0.43
3:T1:70:ILE:HA 3:TL:75:LYS:O 2.19 0.43
3:XL:71:TYR:O 3:X1:72:GLU:HB2 2.19 0.43
3:¢gl:71:TYR:O 3:¢l:72:GLU:HB2 2.19 0.43
3:pl:78:SER:HB2 3:pl:79:ARG:HH11 1.83 0.43
3:ul:71:TYR:O 3:ul:72:GLU:HB2 2.19 0.43
3:vl:47:SER:HB3 3:v1:50:VAL:HB 1.99 0.43
3:41:70:ILE:HA 3:41:75:LYS:0O 2.19 0.43
1:E:342:VAL:HG22 1:E:648:ILE:HG13 2.01 0.43
1:r:235:MET:HE3 1:r:235:MET:HB2 1.85 0.43
1:5:657:PRO:HB3 1:5:666:PHE:CZ 2.32 0.43
1:6:342: VAL:HG22 1:6:648:ILE:HG13 2.01 0.43
2:Dh:25:GLU:OE2 2:Dh:144:GLY:CA 2.60 0.43
2:Fh:30:LEU:HD23 2:Fh:30:LEU:O 2.19 0.43
2:Sh:69:ILE:HG12 2:Sh:84:LEU:HD13 2.00 0.43
2:Wh:30:LEU:HD23 2:Wh:30:LEU:O 2.19 0.43
2:kh:30:LEU:HD23 2:kh:30:LEU:O 2.19 0.43
2:sh:30:LEU:HD23 2:sh:30:LEU:O 2.19 0.43
2:vh:25:GLU:OE2 2:yh:144:GLY:CA 2.60 0.43
3:ELl:70:ILE:HA 3:El:75:LYS:O 2.19 0.43
3:El:71:TYR:O 3:El:72:GLU:HB2 2.18 0.43
3:Gl:70:ILE:HA 3:GlL:75:LYS:O 2.19 0.43
3:GlL:71:TYR:O 3:Gl:72:GLU:HB2 2.19 0.43
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3:K1:26:GLN:HG3 3:K1:27:PRO:HD2 2.00 0.43
3:MI1:70:ILE:HA 3:MI1:75:LYS:O 2.19 0.43
3:01:69:MET:O 3:01:77:PRO:HD3 2.19 0.43
3:QL:70:1ILE:HA 3:QL:75:LYS:0 2.19 0.43
3:TL:78:SER:HB2 3:T1:79:ARG:HH11 1.83 0.43
3:Y1:26:GLN:HG3 3:Y1:27:PRO:HD2 2.00 0.43
3:dl:70:ILE:HA 3:d1:75:LYS:O 2.19 0.43
3:pl:70:ILE:HA 3:pl:75:LYS:O 2.19 0.43
3:ql:71:TYR:O 3:ql:72:GLU:HB2 2.19 0.43
3:wl:70:ILE:HA 3:wl:75:LYS:O 2.19 0.43
3:y1:47:SER:HB3 3:y1:50:VAL:HB 1.99 0.43
3:0L:70:ILE:HA 3:01:75:LYS:O 2.19 0.43
3:21:78:SER:HB2 3:21:79:ARG:HH11 1.83 0.43
1:K:342:VAL:HG22 1:K:648:ILE:HG13 2.01 0.43
1:K:657:PRO:HB3 1:K:666:PHE:CZ 2.32 0.43
1:P:342:VAL:HG22 1:P:648:ILE:HG13 2.01 0.43
1:R:342:VAL:HG22 1:R:648:1ILE:HG13 2.01 0.43
1:e:555:GLU:H 1:e:555:GLU:CD 2.17 0.43
1:1:342:VAL:HG22 1:1:648:1ILE:HG13 2.01 0.43
1:n:380:LEU:HD12 1:n:389:ARG:HB3 2.01 0.43
1:1:380:LEU:HD12 1:1:389:ARG:HB3 2.01 0.43
1:6:555:GLU:H 1:6:555:GLU:CD 2.17 0.43
1:6:657:PRO:HB3 1:6:666:PHE:CZ 2.32 0.43
2:Dh:30:LEU:HD23 2:Dh:30:LEU:O 2.19 0.43
2:1h:30:LEU:HD23 2:1h:30:LEU:O 2.19 0.43
2:Zh:30:LEU:HD23 2:Zh:30:LEU:O 2.19 0.43
2:1h:69:1LE:HG12 2:ih:84:LEU:HD13 2.00 0.43
2:1h:30:LEU:HD23 2:1h:30:LEU:O 2.19 0.43
2:mh:30:LEU:HD23 2:mh:30:LEU:O 2.19 0.43
2:0h:25:GLU:OE2 2:0h:144:GLY:CA 2.60 0.43
2:ph:30:LEU:HD23 2:ph:30:LEU:O 2.19 0.43
2:wh:30:LEU:HD23 2:wh:30:LEU:O 2.19 0.43
2:2h:30:LEU:HD23 2:2h:30:LEU:O 2.19 0.43
3:B1:26:GLN:HG3 3:B1:27:PRO:HD2 2.00 0.43
3:DL:69:MET:O 3:DL:77:PRO:HD3 2.19 0.43
3:F1:69:MET:O 3:F1:77:PRO:HD3 2.19 0.43
3:HI:71:TYR:O 3:HI1:72:GLU:HB2 2.19 0.43
3:11:30:GLU:O 3:11:128: THR:OG1 2.32 0.43
3:M1:78:SER:HB2 3:MI1:79:ARG:HH11 1.83 0.43
3:NL:69:MET:O 3:N1:77:PRO:HD3 2.19 0.43
3:PL:70:ILE:HA 3:PL:75:LYS:O 2.19 0.43
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3:PL:71:TYR:O 3:PL1:72:GLU:HB2 2.19 0.43
3:R1:26:GLN:HG3 3:R1:27:PRO:HD2 2.00 0.43
3:R1:70:ILE:HA 3:RI:75:LYS:O 2.19 0.43
3:TL:69:MET:O 3:TL77:PRO:HD3 2.19 0.43
3:UL:70:ILE:HA 3:UL:75:LYS:O 2.19 0.43
3:WI1:30:GLU:O 3:WI:128: THR:0G1 2.32 0.43
3:YL:71:TYR:O 3:Y1:72:GLU:HB2 2.19 0.43
3:71:26:GLN:HG3 3:71:27:PRO:HD2 2.00 0.43
3:cl:69:MET:O 3:cl:77:PRO:HD3 2.19 0.43
3:¢gl:69:MET:0O 3:gl:77:PRO:HD3 2.19 0.43
3:gl:70:ILE:HA 3:gl:75:LYS:0O 2.19 0.43
3:gl:78:SER:HB2 3:¢gl:79:ARG:HH11 1.83 0.43
3:j1:70:ILE:HA 3:j1:75:LYS:O 2.19 0.43
3:11:78:SER:HB2 3:11:79:ARG:HH11 1.83 0.43
3:ml:70:ILE:HA 3:ml:75:LYS:O 2.19 0.43
3:nl:69:MET:O 3:nl:77:PRO:HD3 2.19 0.43
3:nl:70:ILE:HA 3:nl:75:LYS:O 2.19 0.43
3:01:69:MET:O 3:01:77:PRO:HD3 2.19 0.43
3:vl:69:MET:O 3:wvl:77:PRO:HD3 2.19 0.43
3:x1:70:ILE:HA 3:x1:75:LYS:O 2.19 0.43
3:11:69:MET:O 3:11:77:PRO:HD3 2.19 0.43
3:11:70:ILE:HA 3:11:75:LYS:O 2.19 0.43
3:51:78:SER:HB2 3:51:79:ARG:HH11 1.83 0.43
1:E:380:LEU:HD12 1:E:389:ARG:HB3 2.01 0.43
1:J:380:LEU:HD12 1:J:389:ARG:HB3 2.01 0.43
1:1L:380:LEU:HD12 1:1:389:ARG:HB3 2.01 0.43
1:M:235:MET:HE3 1:M:235:MET:HB2 1.85 0.43
1:P:380:LEU:HD12 1:P:389:ARG:HB3 2.01 0.43
1:S:380:LEU:HD12 1:S:389:ARG:HB3 2.01 0.43
1:X:380:LEU:HD12 1:X:389:ARG:HB3 2.01 0.43
1:1:342:VAL:HG22 1:1:648:1LE:HG13 2.01 0.43
1:t:342: VAL:HG22 1:t:648:ILE:HG13 2.01 0.43
1:1:342:VAL:HG22 1:1:648:ILE:HG13 2.01 0.43
1:2:342:VAL:HG22 1:2:648:ILE:HG13 2.01 0.43
1:5:342:VAL:HG22 1:5:648:ILE:HG13 2.01 0.43
2:Kh:30:LEU:HD23 2:Kh:30:LEU:O 2.19 0.43
2:Lh:69:ILE:HG12 2:Lh:84:LEU:HD13 2.00 0.43
2:Nh:30:LEU:HD23 2:Nh:30:LEU:O 2.19 0.43
2:Rh:30:LEU:HD23 2:Rh:30:LEU:O 2.19 0.43
2:Vh:30:LEU:HD23 2:Vh:30:LEU:O 2.19 0.43
2:dh:30:LEU:HD23 2:dh:30:LEU:O 2.19 0.43
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2:¢h:30:LEU:HD23 2:¢h:30:LEU:O 2.19 0.43
2:th:69:ILE:HG12 2:th:84:LEU:HD13 2.00 0.43
2:rh:30:LEU:HD23 2:vh:30:LEU:O 2.19 0.43
2:yh:30:LEU:HD23 2:yh:30:LEU:O 2.19 0.43
2:0h:30:LEU:HD23 2:0h:30:LEU:O 2.19 0.43
2:3h:69:ILE:HG12 2:3h:84:LEU:HD13 2.00 0.43
2:4h:30:LEU:HD23 2:4h:30:LEU:O 2.19 0.43
2:5h:30:LEU:HD23 2:5h:30:LEU:O 2.19 0.43
2:6h:30:LEU:HD23 2:6h:30:LEU:O 2.19 0.43
3:BL:71:TYR:O 3:BL:72:GLU:HB2 2.18 0.43
3:El:69:MET:O 3:El:77:PRO:HD3 2.19 0.43
3:F1:71:TYR:O 3:FL1:72:GLU:HB2 2.18 0.43
3:HL:70:ILE:HA 3:H1:75:LYS:O 2.19 0.43
3:J1:69:MET:O 3:J1:77:PRO:HD3 2.19 0.43
3:K1:70:ILE:HA 3:K1:75:LYS:O 2.19 0.43
3:K1:71:TYR:O 3:K1:72:GLU:HB2 2.19 0.43
3:X1:69:MET:O 3:X1:77:PRO:HD3 2.19 0.43
3:al:30:GLU:O 3:al:128: THR:0G1 2.32 0.43
3:bL:71:TYR:O 3:bl:72:GLU:HB2 2.19 0.43
3:hl:70:ILE:HA 3:hl:75:LYS:O 2.19 0.43
3:rl:70:ILE:HA 3:rl:75:LYS:O 2.19 0.43
3:wl:26:GLN:HG3 3:wl:27:PRO:HD2 2.00 0.43
3:yl1:69:MET:O 3:yl:77:PRO:HD3 2.19 0.43
3:z1:26:GLN:HG3 3:z1:27:PRO:HD2 2.00 0.43
3:31:69:MET:O 3:31:77:PRO:HD3 2.19 0.43
3:61:26:GLN:HG3 3:61:27:PRO:HD2 2.00 0.43
1:A:580:SER:O 1:R:484:ARG:HD3 2.18 0.43
1:K:238:ARG:NH2 1:K:238:ARG:CG 2.73 0.43
1:0:380:LEU:HD12 1:0:389:ARG:HB3 2.01 0.43
1:T:380:LEU:HD12 1:T:389:ARG:HB3 2.01 0.43
1:e:342:VAL:HG22 1:e:648:ILE:HG13 2.01 0.43
1:2:380:LEU:HD12 1:2:389:ARG:HB3 2.01 0.43
1:n:342:VAL:HG22 1:n:648:ILE:HG13 2.01 0.43
1:x:380:LEU:HD12 1:x:389:ARG:HB3 2.01 0.43
1:3:342:VAL:HG22 1:3:648:ILE:HG13 2.01 0.43
2:Eh:30:LEU:HD23 2:Eh:30:LEU:O 2.19 0.43
2:Ph:30:LEU:HD23 2:Ph:30:LEU:O 2.19 0.43
2:ah:30:LEU:HD23 2:ah:30:LEU:O 2.19 0.43
2:ch:69:ILE:HG12 2:ch:84:LEU:HD13 2.00 0.43
2:dh:34:SER:O 2:dh:34:SER:OG 2.34 0.43
2:th:30:LEU:HD23 2:th:30:LEU:O 2.19 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:jh:30:LEU:HD23 2:jh:30:LEU:O 2.19 0.43
2:nh:69:ILE:HG12 2:nh:84:LEU:HD13 2.00 0.43
2:th:30:LEU:HD23 2:th:30:LEU:O 2.19 0.43
3:ALL71:TYR:O 3:Al:72:GLU:HB2 2.19 0.43
3:Bl:70:ILE:HA 3:BlL:75:LYS:O 2.19 0.43
3:ClL:70:ILE:HA 3:CL:75:LYS:O 2.19 0.43
3:Gl:69:MET:O 3:GL:77:PRO:HD3 2.19 0.43
3:HI1:69:MET:O 3:HL:77:PRO:HD3 2.19 0.43
3:J1:70:ILE:HA 3:J1:75:LYS:O 2.19 0.43
3:P1:69:MET:O 3:P1:77:PRO:HD3 2.19 0.43
3:QL:78:SER:HB2 3:Ql:79:ARG:HH11 1.83 0.43
3:RL:71:TYR:O 3:RL:72:GLU:HB2 2.19 0.43
3:SL:69:MET:O 3:SL:77:PRO:HD3 2.19 0.43
3:X1:70:ILE:HA 3:X1:75:LYS:O 2.19 0.43
3:YL:70:ILE:HA 3:YL:75:LYS:O 2.19 0.43
3:dL:71:TYR:O 3:dl:72:GLU:HB2 2.19 0.43
3:el:78:SER:HB2 3:el:79:ARG:HH11 1.83 0.43
3:il:70:ILE:HA 3:il:75:LYS: O 2.19 0.43
3:kl:78:SER:HB2 3:k1:79:ARG:HH11 1.83 0.43
3:pl:26:GLN:HG3 3:pl:27:PRO:HD2 2.00 0.43
3:t1:70:ILE:HA 3:t1:75:LYS:O 2.19 0.43
3:yl:71:TYR:O 3:y1:72:GLU:HB2 2.19 0.43
3:z:70:ILE:HA 3:z:75:LYS: O 2.19 0.43
3:51:26:GLN:HG3 3:51:27:PRO:HD2 2.00 0.43
1:C:380:LEU:HD12 1:C:389:ARG:HB3 2.01 0.43
1:D:342:VAL:HG22 1:D:648:ILE:HG13 2.01 0.43
1:G:380:LEU:HD12 1:G:389:ARG:HB3 2.01 0.43
1:M:380:LEU:HD12 1:M:389:ARG:HB3 2.01 0.43
1:Q:380:LEU:HD12 1:Q:389:ARG:HB3 2.01 0.43
1:V:342:VAL:HG22 1:V:648:1LE:HG13 2.01 0.43
1:7:555:GLU:H 1:7:555:GLU:CD 2.17 0.43
1:¢:342:VAL:HG22 1:c:648:ILE:HG13 2.01 0.43
1:1:342: VAL:HG22 1:£:648:ILE:HG13 2.01 0.43
1:m:235:MET:HE3 1:m:235:MET:HB2 1.85 0.43
1:0:555:GLU:H 1:0:555:GLU:CD 2.17 0.43
1:3:380:LEU:HD12 1:3:389:ARG:HB3 2.01 0.43
1:7:342:VAL:HG22 1:7:648:ILE:HG13 2.01 0.43
2:Gh:30:LEU:HD23 2:Gh:30:LEU:O 2.19 0.43
2:1h:25:GLU:OE2 2:Th:144:GLY:CA 2.60 0.43
2:Vh:69:ILE:HG12 2:Vh:84:LEU:HD13 2.00 0.43
2:ah:34:SER:O 2:ah:34:SER:OG 2.34 0.43
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2:1h:30:LEU:HD23 2:1h:30:LEU:O 2.19 0.43
2:0h:30:LEU:HD23 2:0h:30:LEU:O 2.19 0.43
2:0h:69:1ILE:HG12 2:0h:84:LEU:HD13 2.00 0.43
2:vh:69:ILE:HG12 2:vh:84:LEU:HD13 2.00 0.43
2:1h:69:1LE:HG12 2:1h:84:LEU:HD13 2.00 0.43
2:7h:30:LEU:HD23 2:7h:30:LEU:O 2.19 0.43
3:AL:70:ILE:HA 3:Al:75:LYS:O 2.19 0.43
3:DL:71:TYR:O 3:DL:72:GLU:HB2 2.19 0.43
3:1L:71:TYR:O 3:11:72:GLU:HB2 2.19 0.43
3:L1:69:MET:O 3:LL1:77:PRO:HD3 2.19 0.43
3:ML:71:TYR:O 3:M1:72:GLU:HB2 2.19 0.43
3:Ql:24:LEU:HD23 3:QLl:24:LEU:HA 1.90 0.43
3:Ul:30:GLU:O 3:UL:128: THR:0G1 2.32 0.43
3:Y1:69:MET:O 3:YL:77:PRO:HD3 2.19 0.43
3:al:70:ILE:HA 3:al:75:LYS:O 2.19 0.43
3:bl:26:GLN:HG3 3:bl:27:PRO:HD2 2.00 0.43
3:bl:70:ILE:HA 3:bl:75:LYS:O 2.19 0.43
3:dl:78:SER:HB2 3:dl:79:ARG:HH11 1.83 0.43
3:1L:71:TYR:O 3:11:72:GLU:HB2 2.19 0.43
3:zl:71:TYR:O 3:z1:72:GLU:HB2 2.19 0.43
3:21:71:TYR:O 3:21:72:GLU:HB2 2.19 0.43
3:41:71:TYR:O 3:41:72:GLU:HB2 2.19 0.43
3:51:69:MET:O 3:51:77:PRO:HD3 2.19 0.43
3:71:70:ILE:HA 3:71:75:LYS:O 2.19 0.43
3:71:78:SER:HB2 3:71:79:ARG:HH11 1.83 0.43
1:Q:657:PRO:HB3 1:Q:666:PHE:CZ 2.32 0.43
1:a:342:VAL:HG22 1l:a:648:ILE:HG13 2.01 0.43
1:¢:380:LEU:HD12 1:¢:389:ARG:HB3 2.01 0.43
1:d:380:LEU:HD12 1:d:389:ARG:HB3 2.01 0.43
1:j:235:MET:HE3 1:j:235:MET:HB2 1.85 0.43
1:m:342:VAL:HG22 1:m:648:ILE:HG13 2.01 0.43
1:5:380:LEU:HD12 1:5:389:ARG:HB3 2.01 0.43
1:v:342:VAL:HG22 1:v:648:ILE:HG13 2.01 0.43
1:y:342:VAL:HG22 1:y:648:1ILE:HG13 2.01 0.43
1:0:342:VAL:HG22 1:0:648:ILE:HG13 2.01 0.43
1:4:380:LEU:HD12 1:4:389:ARG:HB3 2.01 0.43
2:Jh:30:LEU:HD23 2:Jh:30:LEU:O 2.19 0.43
2:0h:30:LEU:HD23 2:0h:30:LEU:O 2.19 0.43
2:Xh:30:LEU:HD23 2:Xh:30:LEU:O 2.19 0.43
2:Xh:69:ILE:HG12 2:Xh:84:LEU:HD13 1.99 0.43
2:7h:34:SER:O 2:7h:34:SER:OG 2.34 0.43
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Atom-1 Atom-2 distance (A) overlap (A)

3:Al:26:GLN:HG3 3:Al:27:PRO:HD2 2.00 0.43
3:NIL:31:SER:CA 3:N1:128: THR:O 2.40 0.43
3:NI:71:TYR:O 3:N1:72:GLU:HB2 2.19 0.43
3:QLTL:TYR:O 3:QL:72:GLU:HB2 2.19 0.43
3:WIL:71:TYR:O 3:W1:72:GLU:HB2 2.19 0.43
3:71:70:1ILE:HA 3:71:75:LYS:O 2.19 0.43
3:al:78:SER:HB2 3:al:79:ARG:HH11 1.83 0.43
3:el:69:MET:O 3:el:77:PRO:HD3 2.19 0.43
3:el:71:TYR:O 3:el:72:GLU:HB2 2.19 0.43
3:11:69:MET:O 3:11:77:PRO:HD3 2.19 0.43
3:ml:71:TYR:O 3:ml:72:GLU:HB2 2.19 0.43
3:0l:70:ILE:HA 3:01:75:LYS:0O 2.19 0.43
3:pl:71:TYR:O 3:pl:72:GLU:HB2 2.19 0.43
3:s1:78:SER:HB2 3:81:79:ARG:HH11 1.83 0.43
3:t1:71:TYR:O 3:t11:72:GLU:HB2 2.19 0.43
3:wvl:70:ILE:HA 3:v1:75:LYS:O 2.19 0.43
3:wlL:71:TYR:O 3:wl:72:GLU:HB2 2.19 0.43
3:21:69:MET:O 3:21:77:PRO:HD3 2.19 0.43
3:61:70:ILE:HA 3:61:75:LYS:0O 2.19 0.43
3:71:30:GLU:O 3:71:128: THR:0G1 2.32 0.43
1:C:342:VAL:HG22 1:C:648:1ILE:HG13 2.01 0.43
1:j:342:VAL:HG22 1:j:648:1ILE:HG13 2.01 0.43
1:k:380:LEU:HD12 1:k:389:ARG:HB3 2.01 0.43
1:1:380:LEU:HD12 1:1:389:ARG:HB3 2.01 0.43
1:0:342:VAL:HG22 1:0:648:ILE:HG13 2.01 0.43
1:p:342:VAL:HG22 1:p:648:ILE:HG13 2.01 0.43
1:p:380:LEU:HD12 1:p:389:ARG:HB3 2.01 0.43
1:1:342:VAL:HG22 1:1:648:ILE:HG13 2.01 0.43
2:Ah:30:LEU:HD23 2:Ah:30:LEU:O 2.19 0.43
2:Wh:25:GLU:OE2 2:Wh:144:GLY:CA 2.60 0.43
2:kh:69:ILE:HG12 2:kh:84:LEU:HD13 2.00 0.43
2:vh:30:LEU:HD23 2:vh:30:LEU:O 2.19 0.43
2:4h:34:SER:O 2:4h:34:SER:OG 2.34 0.43
3:F1:31:SER:CA 3:F1:128: THR:O 2.40 0.43
3:11:26:GLN:HG3 3:11:27:PRO:HD2 2.00 0.43
3:J1:26:GLN:HG3 3:J1:27:PRO:HD2 2.00 0.43
3:NI1:70:ILE:HA 3:NI1:75:LYS:O 2.19 0.43
3:W1:26:GLN:HG3 3:W1:27:PRO:HD2 2.00 0.43
3:X1:26:GLN:HG3 3:X1:27:PRO:HD2 2.00 0.43
3:cl:78:SER:HB2 3:¢cl:79:ARG:HH11 1.83 0.43
3:4l:71:TYR:O 3:l:72:GLU:HB2 2.19 0.43
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Atom-1 Atom-2 distance (A) overlap (A)

3:ml:26:GLN:HG3 3:ml:27:PRO:HD2 2.00 0.43
3nl:71:TYR:O 3:nl:72:GLU:HB2 2.19 0.43
3:11:71: TYR:O 3:11:72:GLU:HB2 2.19 0.43
3:41:78:SER:HB2 3:41:79:ARG:HH11 1.83 0.43
3:51:71:TYR:O 3:51:72:GLU:HB2 2.19 0.43
1:J:353:VAL:H 1:J:645:GLN:NE2 2.17 0.42
1:M:342:VAL:HG22 1:M:648:1ILE:HG13 2.01 0.42
1:Q:342:VAL:HG22 1:Q:648:ILE:HG13 2.01 0.42
1:R:238:ARG:NH2 1:R:238:ARG:CG 2.73 0.42
1:V:380:LEU:HD12 1:V:389:ARG:HB3 2.01 0.42
1:W:353:VAL:H 1:W:645:GLN:NE2 2.17 0.42
1:X:353:VAL:H 1:X:645:GLN:NE2 2.17 0.42
1:£:380:LEU:HD12 1:1:389:ARG:HB3 2.01 0.42
1:m:380:LEU:HD12 1:m:389:ARG:HB3 2.01 0.42
1:w:342:VAL:HG22 1:w:648:1ILE:HG13 2.01 0.42
1:w:380:LEU:HD12 1:w:389:ARG:HB3 2.01 0.42
1:x:342:VAL:HG22 1:x:648:ILE:HG13 2.01 0.42
1:0:235:MET:HE3 1:0:235:MET:HB2 1.85 0.42
1:0:380:LEU:HD12 1:0:389:ARG:HB3 2.01 0.42
1:2:380:LEU:HD12 1:2:389:ARG:HB3 2.01 0.42
1:7:380:LEU:HD12 1:7:389:ARG:HB3 2.01 0.42
2:Jh:69:1ILE:HG12 2:Jh:84:LEU:HD13 2.00 0.42
2:Sh:30:LEU:HD23 2:Sh:30:LEU:O 2.19 0.42
2:bh:30:LEU:HD23 2:bh:30:LEU:O 2.19 0.42
2:xh:30:LEU:HD23 2:xh:30:LEU:O 2.19 0.42
2:zh:30:LEU:HD23 2:zh:30:LEU:O 2.19 0.42
3:E1:26:GLN:HG3 3:E1:27:PRO:HD2 2.00 0.42
3:FL:70:ILE:HA 3:F1:75:LYS:O 2.19 0.42
3:K1:69:MET:O 3:K1:77:PRO:HD3 2.19 0.42
3:LL1:70:ILE:HA 3:L1:75:LYS:O 2.19 0.42
3:M1:24:LEU:HD23 3:MI1:24:LEU:HA 1.90 0.42
3:01:53:ASN:ND2 3:01:53:ASN:N 2.60 0.42
3:P1:26:GLN:HG3 3:P1:27:PRO:HD2 2.00 0.42
3:QL:69:MET:O 3:QL:77:PRO:HD3 2.19 0.42
3:V1:69:MET:O 3:V9:77:PRO:HD3 2.19 0.42
3:dl:69:MET:O 3:dLl:77:PRO:HD3 2.19 0.42
3:1:26:GLN:HG3 3:1:27:PRO:HD2 2.00 0.42
3::69:MET:O 3:4:77:PRO:HD3 2.19 0.42
3:ql:70:ILE:HA 3:ql:75:LYS:O 2.19 0.42
3:ul:70:ILE:HA 3:ul:75:LYS:O 2.19 0.42
3:x1:71:TYR:O 3:x1:72:GLU:HB2 2.19 0.42
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3:yl:70:ILE:HA 3:yl:75:LYS:0 2.19 0.42
3:41:69:MET:O 3:41:77:PRO:HD3 2.19 0.42
3:51:30:GLU:O 3:51:128: THR:0G1 2.32 0.42
3:61:69:MET:O 3:61:77:PRO:HD3 2.19 0.42
1:A:380:LEU:HD12 1:A:389:ARG:HB3 2.01 0.42
1:C:353:VAL:H 1:C:645:GLN:NE2 2.17 0.42
1:G:657:PRO:HB3 1:G:666:PHE:CZ 2.32 0.42
1:1:353:VAL:H 1:1:645: GLN:NE2 2.17 0.42
1:0:342:VAL:HG22 1:0:648:ILE:HG13 2.01 0.42
1:W:342:VAL:HG22 1:W:648:ILE:HG13 2.01 0.42
1:a2:380:LEU:HD12 1:a:389:ARG:HB3 2.01 0.42
1:b:380:LEU:HD12 1:b:389:ARG:HB3 2.01 0.42
1:k:353:VAL:H 1:k:645:GLN:NE2 2.18 0.42
1:m:353:VAL:H 1:m:645:GLN:NE2 2.17 0.42
1:q:353:VAL:H 1:q:645:GLN:NE2 2.17 0.42
1:5:353:VAL:H 1:5:645:GLN:NE2 2.18 0.42
1:u:342: VAL:HG22 1:u:648:ILE:HG13 2.01 0.42
1:u:353:VAL:H 1:u:645:GLN:NE2 2.17 0.42
1:y:353:VAL:H 1:y:645:GLN:NE2 2.18 0.42
1:0:353:VAL:H 1:0:645:GLN:NE2 2.17 0.42
2:Bh:30:LEU:HD23 2:Bh:30:LEU:O 2.19 0.42
2:Ch:30:LEU:HD23 2:Ch:30:LEU:O 2.19 0.42
3:CL:69:MET:O 3:CL77:PRO:HD3 2.19 0.42
3:CL.71:TYR:O 3:CL:72:GLU:HB2 2.19 0.42
3:DL:70:ILE:HA 3:D1:75:LYS:O 2.19 0.42
3:ML:69:MET:O 3:ML:77:PRO:HD3 2.19 0.42
3:RL:69:MET:O 3:RL:77:PRO:HD3 2.19 0.42
3:S1:70:ILE:HA 3:S1:75:LYS:O 2.19 0.42
3:V1:26:GLN:HG3 3:V1:27:PRO:HD2 2.00 0.42
3:721:69:MET:O 3:7Z1:77:PRO:HD3 2.19 0.42
3:Z1:71:TYR:O 3:71:72:GLU:HB2 2.19 0.42
3:cl:71:TYR:O 3:cl:72:GLU:HB2 2.19 0.42
3:dl:26:GLN:HG3 3:dl:27:PRO:HD2 2.00 0.42
3:hl:30:GLU:O 3:hl:128: THR:OG1 2.32 0.42
3:nl:30:GLU:O 3:nl:128: THR:OG1 2.32 0.42
3:01:26:GLN:HG3 3:01:27:PRO:HD2 2.00 0.42
3:01:71: TYR:O 3:01:72:GLU:HB2 2.19 0.42
3:61:71: TYR:O 3:61:72:GLU:HB2 2.19 0.42
1:D:353:VAL:H 1:D:645:GLN:NE2 2.18 0.42
1:E:353:VAL:H 1:E:645:GLN:NE2 2.17 0.42
1:G:342:VAL:HG22 1:G:648:ILE:HG13 2.01 0.42
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1:1:342:VAL:HG22 1:1:648:ILE:HG13 2.01 0.42
1:P:353:VAL:H 1:P:645:GLN:NE2 2.17 0.42
1:h:580:SER:O 1:u:484:ARG:HD3 2.18 0.42
1:0:380:LEU:HD12 1:0:389:ARG:HB3 2.01 0.42
1:x:353:VAL:H 1:x:645:GLN:NE2 2.17 0.42
1:1:353:VAL:H 1:1:645:GLN:NE2 2.17 0.42
2:Eh:25:GLU:OE2 2:Eh:144:GLY:CA 2.60 0.42
2:Gh:69:ILE:HG12 2:Gh:84:LEU:HD13 2.00 0.42
2:Lh:30:LEU:HD23 2:Lh:30:LEU:O 2.19 0.42
2:Mh:30:LEU:HD23 2:Mh:30:LEU:O 2.19 0.42
2:Qh:30:LEU:HD23 2:Qh:30:LEU:O 2.19 0.42
2:ch:30:LEU:HD23 2:ch:30:LEU:O 2.19 0.42
2:sh:69:ILE:HG12 2:sh:84:LEU:HD13 2.00 0.42
2:3h:30:LEU:HD23 2:3h:30:LEU:O 2.19 0.42
3:L1:30:GLU:O 3:L1:128: THR:OG1 2.32 0.42
3:WI1:70:ILE:HA 3:WIL:75:LYS:O 2.19 0.42
3:¢l:30:GLU:O 3:cl:128: THR:OG1 2.32 0.42
3:kl:70:ILE:HA 3:kl:75:LYS:O 2.19 0.42
3:r1:69:MET:O 3:rl:77:PRO:HD3 2.19 0.42
3:sl:70:ILE:HA 3:81:75:LYS:O 2.19 0.42
3:x1:69:MET:O 3:x1:77:PRO:HD3 2.19 0.42
3:z1:69:MET:O 3:z1:77:PRO:HD3 2.19 0.42
3:31:71:TYR:O 3:31:72:GLU:HB2 2.19 0.42
3:31:78:SER:HB2 3:31:79:ARG:HH11 1.83 0.42
3:41:26:GLN:HG3 3:41:27:PRO:HD2 2.00 0.42
1:L:353:VAL:H 1:L:645:GLN:NE2 2.17 0.42
1:U:353:VAL:H 1:U:645:GLN:NE2 2.18 0.42
1:V:353:VAL:H 1:V:645:GLN:NE2 2.18 0.42
1:7:353:VAL:H 1:7:645:GLN:NE2 2.18 0.42
1:1:353:VAL:H 1:1:645:GLN:NE2 2.18 0.42
1:h:342: VAL:HG22 1:h:648:1ILE:HG13 2.01 0.42
1:h:353:VAL:H 1:h:645:GLN:NE2 2.18 0.42
1:k:342:VAL:HG22 1:k:648:ILE:HG13 2.01 0.42
1:n:353:VAL:H 1:n:645:GLN:NE2 2.17 0.42
1:q:342:VAL:HG22 1:q:648:ILE:HG13 2.01 0.42
1:v:380:LEU:HD12 1:v:389:ARG:HB3 2.01 0.42
1:6:353:VAL:H 1:6:645:GLN:NE2 2.18 0.42
2:Th:30:LEU:HD23 2:Th:30:LEU:O 2.19 0.42
2:¢h:30:LEU:HD23 2:¢h:30:LEU:O 2.19 0.42
2:qh:69:1LE:HG12 2:qh:84:LEU:HD13 2.00 0.42
3:Bl:69:MET:O 3:Bl:77:PRO:HD3 2.19 0.42
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3:Gl:53:ASN:ND2 3:Gl:53:ASN:N 2.60 0.42
3:S1:78:SER:HB2 3:S1:79:ARG:HH11 1.83 0.42
3:Ul:26:GLN:HG3 3:UL:27:PRO:HD2 2.00 0.42
3:UL:69:MET:O 3:UL:77:PRO:HD3 2.19 0.42
3:WI1:69:MET:O 3:WI1.77:PRO:HD3 2.19 0.42
3:71:30:GLU:O 3:71:128: THR:OG1 2.32 0.42
3:cl:26:GLN:HG3 3:cl:27:PRO:HD2 2.00 0.42
3:k1:69:MET:O 3:k1:77:PRO:HD3 2.19 0.42
3:kl:71:TYR:O 3:kl:72:GLU:HB2 2.19 0.42
3:s:71:TYR:O 3:s1:72:GLU:HB2 2.19 0.42
3:31:30:GLU:O 3:31:128: THR:OG1 2.32 0.42
3:51:70:ILE:HA 3:51:75:LYS:0O 2.19 0.42
3:71:71:TYR:O 3:71:72:GLU:HB2 2.19 0.42
1:N:342:VAL:HG22 1:N:648:ILE:HG13 2.01 0.42
1:S:353:VAL:H 1:S:645:GLN:NE2 2.17 0.42
1:U:342:VAL:HG22 1:U:648:ILE:HG13 2.01 0.42
1:¢:380:LEU:HD12 1:¢:389:ARG:HB3 2.01 0.42
1:5:342:VAL:HG22 1:5:648:ILE:HG13 2.01 0.42
1:2:353:VAL:H 1:2:645:GLN:NE2 2.17 0.42
1:5:380:LEU:HD12 1:5:389:ARG:HB3 2.01 0.42
2:Ch:25:GLU:OE2 2:Ch:144:GLY:CA 2.60 0.42
2:0h:69:ILE:HG12 2:0h:84:LEU:HD13 2.00 0.42
2:Rh:25:GLU:OE2 2:Rh:144:GLY:CA 2.60 0.42
2:vh:34:SER:O 2:vh:34:SER:OG 2.34 0.42
3:Cl:26:GLN:HG3 3:CL:27:PRO:HD2 2.00 0.42
3:F1:26:GLN:HG3 3:F1:27:PRO:HD2 2.00 0.42
3:11:69:MET:O 3:11:77:PRO:HD3 2.19 0.42
3:L1:78:SER:HB2 3:L1:79:ARG:HH11 1.83 0.42
3:bl:69:MET:O 3:bl:77:PRO:HD3 2.19 0.42
3:el:70:ILE:HA 3:el:75:LYS: O 2.19 0.42
3:hl:69:MET:O 3:hl:77:PRO:HD3 2.19 0.42
3:j1:69:MET:0O 3:j1:77:PRO:HD3 2.19 0.42
3:81:69:MET:O 3:sl:77:PRO:HD3 2.19 0.42
3:x1:26:GLN:HG3 3:x1:27:PRO:HD2 2.00 0.42
3:31:26:GLN:HG3 3:31:27:PRO:HD2 2.00 0.42
1:B:342:VAL:HG22 1:B:648:1LE:HG13 2.01 0.42
1:B:380:LEU:HD12 1:B:389:ARG:HB3 2.01 0.42
1:D:235:-MET:-HE3 1:D:235:MET:HB2 1.85 0.42
1:b:342:VAL:HG22 1:b:648:1ILE:HG13 2.01 0.42
1:j:380:LEU:HD12 1:j:389:ARG:HB3 2.01 0.42
1:1:353:VAL:H 1:1:645:GLN:NE2 2.17 0.42
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1:2:342:VAL:HG22 1:2:648:1LE:HG13 2.01 0.42
1:7:353:VAL:H 1:7:645:GLN:NE2 2.17 0.42
2:Kh:25:GLU:OE2 2:Kh:144:GLY:CA 2.60 0.42
2:Ph:25:GLU:OE2 2:Ph:144:GLY:CA 2.60 0.42
2:jh:34:SER:O 2:jh:34:SER:OG 2.34 0.42
3:Al:69:MET:O 3:AL:77:PRO:HD3 2.19 0.42
3:11:70:ILE:HA 3:11:75:LYS:O 2.19 0.42
3:L1:71:TYR:O 3:L1:72:GLU:HB2 2.19 0.42
3:V1:30:GLU:O 3:V1:128: THR:OG1 2.32 0.42
3:X1:24:LEU:HD23 3:X1:24:LEU:HA 1.90 0.42
3:al:69:MET:O 3:al:77:PRO:HD3 2.19 0.42
3:al:71:TYR:O 3:al:72:GLU:HB2 2.19 0.42
3:hl:26:GLN:HG3 3:hl:27:PRO:HD2 2.00 0.42
3:jL71:TYR:O 3:j1:72:GLU:HB2 2.18 0.42
3:k1:30:GLU:O 3:k1:128: THR:0G1 2.32 0.42
3:11:70:ILE:HA 3:11:75:LYS: O 2.19 0.42
3:01:30:GLU:O 3:01:128: THR:0G1 2.32 0.42
3:0l:71:TYR:O 3:01:72:GLU:HB2 2.19 0.42
3:vl:71:TYR:O 3:v1:72:GLU:HB2 2.19 0.42
3:11:30:GLU:O 3:11:128: THR:0G1 2.32 0.42
3:21:70:ILE:HA 3:21:75:LYS:O 2.19 0.42
1:A:342:VAL:HG22 1:A:648:ILE:HG13 2.01 0.42
1:B:353:VAL:H 1:B:645:GLN:NE2 2.18 0.42
1:F:342:VAL:HG22 1:F:648:1ILE:HG13 2.01 0.42
1:J:342:VAL:HG22 1:J:648:ILE:HG13 2.01 0.42
1:Y:342:VAL:HG22 1:Y:648:ILE:HG13 2.01 0.42
1:a:353:VAL:H 1:a:645:GLN:NE2 2.17 0.42
1:3:353:VAL:H 1:j:645:GLN:NE2 2.17 0.42
1:v:353:VAL:H 1:v:645:GLN:NE2 2.18 0.42
1:2:380:LEU:HD12 1:2:389:ARG:HB3 2.01 0.42
2:Hh:34:SER:O 2:Hh:34:SER:OG 2.34 0.42
2:Yh:34:SER:O 2:Yh:34:SER:OG 2.34 0.42
2:nh:30:LEU:HD23 2:nh:30:LEU:O 2.19 0.42
2:qh:30:LEU:HD23 2:qh:30:LEU:O 2.19 0.42
3:N1:26:GLN:HG3 3:N1:27:PRO:HD2 2.00 0.42
3:SE71:TYR:O 3:S1:72:GLU:HB2 2.19 0.42
3:el:30:GLU:O 3:el:128: THR:OG1 2.32 0.42
3:t1:69:MET:O 3:t1:77:PRO:HD3 2.19 0.42
3:v1:30:GLU:O 3:vl:128: THR:OG1 2.32 0.42
3:21:26:GLN:HG3 3:21:27:PRO:HD2 2.00 0.42
3:61:30:GLU:O 3:61:128: THR:OG1 2.32 0.42
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3:71:69:MET:O 3:71:77:PRO:HD3 2.19 0.42
1:H:342:VAL:HG22 1:H:648:ILE:HG13 2.01 0.42
1:0:657:PRO:HB3 1:0:666:PHE:CZ 2.32 0.42
1:X:342:VAL:HG22 1:X:648:ILE:HG13 2.01 0.42
1:0:353:VAL:H 1:0:645:GLN:NE2 2.18 0.42
1:r:380:LEU:HD12 1:1:389:ARG:HB3 2.01 0.42
2:uh:30:LEU:HD23 2:uh:30:LEU:O 2.19 0.42
2:uh:69:ILE:HG12 2:uh:84:LEU:HD13 2.00 0.42
2:1h:30:LEU:HD23 2:1h:30:LEU:O 2.19 0.42
3:J1:24:LEU:HD23 3:J1:24:LEU:HA 1.90 0.42
3:J1:78:SER:HB2 3:J1:79:ARG:HH11 1.83 0.42
3:VL:70:ILE:HA 3:V9:75:LYS:O 2.19 0.42
3:1:30:GLU:O 3:11:128: THR:OG1 2.32 0.42
3:ul:69:MET:O 3:ul:77:PRO:HD3 2.19 0.42
1:M:353:VAL:H 1:M:645:GLN:NE2 2.17 0.42
1:Q:353:VAL:H 1:Q:645:GLN:NE2 2.17 0.42
1:T:353:VAL:H 1:T:645:GLN:NE2 2.17 0.42
1:U:555:GLU:H 1:U:555:GLU:CD 2.17 0.42
1:d:342:VAL:HG22 1:d:648:ILE:HG13 2.01 0.42
1:g:353:VAL:H 1:2:645:GLN:NE2 2.17 0.42
1:p:353:VAL:H 1:p:645:GLN:NE2 2.17 0.42
1:t:353:VAL:H 1:t:645:GLN:NE2 2.17 0.42
1:u:610:ASP:OD1 1:u:728: THR:OG1 2.36 0.42
1:w:353:VAL:H 1:w:645:GLN:NE2 2.17 0.42
1:3:365:PHE:HA 1:3:366:PRO:HD3 1.95 0.42
1:4:342:VAL:HG22 1:4:648:ILE:HG13 2.01 0.42
2:Ah:57:-TRP:NE1 2:Ah:101:LEU:HB2 2.35 0.42
2:Lh:118:ARG:NH2 2:Lh:141:ASP:0OD2 2.49 0.42
2:Yh:30:LEU:HD23 2:Yh:30:LEU:O 2.19 0.42
2:bh:57:TRP:NE1 2:bh:101:LEU:HB2 2.35 0.42
2:xh:25:GLU:OE2 2:xh:144:GLY:CA 2.60 0.42
3:il:69:MET:O 3:il:77:PRO:HD3 2.19 0.42
3:11:26:GLN:HG3 3:11:27:PRO:HD2 2.00 0.42
3:ql:69:MET:O 3:ql:77:PRO:HD3 2.19 0.42
3:11:26:GLN:HG3 3:r1:27:PRO:HD2 2.00 0.42
31l:71:TYR:O 3:11:72:GLU:HB2 2.19 0.42
3:z1:31:SER:CA 3:z1:128: THR.:O 2.40 0.42
3:31:70:ILE:HA 3:31:75:LYS:0O 2.19 0.42
1:7:380:LEU:HD12 1:7:389:ARG:HB3 2.01 0.42
1:1:353:VAL:H 1:1:645:GLN:NE2 2.17 0.42
1:1:380:LEU:HD12 1:1:389:ARG:HB3 2.01 0.42
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1:j:610:ASP:OD1 1:3:728: THR:OG1 2.36 0.42
1:y:380:LEU:HD12 1:y:389:ARG:HB3 2.01 0.42
1:6:380:LEU:HD12 1:6:389:ARG:HB3 2.01 0.42
2:Hh:30:LEU:HD23 2:Hh:30:LEU:O 2.19 0.42
2:ah:57:TRP:NE1 2:ah:101:LEU:HB2 2.35 0.42
2:th:53:TYR:CE1 2:th:120:VAL:HG22 2.55 0.42
2:hh:30:LEU:HD23 2:hh:30:LEU:O 2.19 0.42
2:7h:57:TRP:NE1 2:7h:101:LEU:HB2 2.35 0.42
3:X1:78:SER:HB2 3:X1:79:ARG:HH11 1.83 0.42
3:cl:70:ILE:HA 3:cl:75:LYS: O 2.19 0.42
1:K:380:LEU:HD12 1:K:389:ARG:HB3 2.01 0.41
1:0:235:MET:HE3 1:0:235:MET:HB2 1.85 0.41
1:h:555:GLU:H 1:h:555:GLU:CD 2.17 0.41
1:t:380:LEU:HD12 1:t:389:ARG:HB3 2.01 0.41
2:Th:25:GLU:OE2 2:Th:144:GLY:CA 2.60 0.41
2:Vh:53:TYR:CE1 2:Vh:120:VAL:HG22 2.55 0.41
2:Zh:25:GLU:OE2 2:7h:144:GLY:CA 2.60 0.41
2:Zh:57:TRP:NE1 2:Zh:101:LEU:HB2 2.35 0.41
2:nh:25:GLU:OE2 2:nh:144:GLY:CA 2.60 0.41
2:6h:57:TRP:NE1 2:6h:101:LEU:HB2 2.35 0.41
3:41:70:ILE:HA 3:4:75:LYS:O 2.19 0.41
3:j1:26:GLN:HG3 3:j1:27:PRO:HD2 2.00 0.41
1:D:380:LEU:HD12 1:D:389:ARG:HB3 2.01 0.41
1:F:380:LEU:HD12 1:F:389:ARG:HB3 2.01 0.41
1:1:235:MET:HB2 1:1:235:-MET:HE3 1.85 0.41
1:K:353:VAL:H 1:K:645:GLN:NE2 2.17 0.41
1:K:490:LYS:HG3 1:K:532:LYS:0O 2.21 0.41
1:N:380:LEU:HD12 1:N:389:ARG:HB3 2.01 0.41
1:R:380:LEU:HD12 1:R:389:ARG:HB3 2.01 0.41
1:R:490:LYS:HG3 1:R:532:LYS:O 2.21 0.41
1:W:380:LEU:HD12 1:W:389:ARG:HB3 2.01 0.41
1:d:353:VAL:H 1:d:645:GLN:NE2 2.17 0.41
1:q:380:LEU:HD12 1:q:389:ARG:HB3 2.01 0.41
1:u:380:LEU:HD12 1:u:389:ARG:HB3 2.01 0.41
1:4:353:VAL:H 1:4:645:GLN:NE2 2.17 0.41
2:Dh:57: TRP:NE1 2:Dh:101:LEU:HB2 2.35 0.41
2:Rh:57:TRP:NE1 2:Rh:101:LEU:HB2 2.35 0.41
2:Sh:118:ARG:NH2 2:Sh:141:ASP:0D2 2.49 0.41
2:Uh:30:LEU:HD23 2:Uh:30:LEU:O 2.19 0.41
2:0h:57:TRP:NE1 2:0h:101:LEU:HB2 2.35 0.41
2:yh:57:'TRP:NE1 2:yh:101:LEU:HB2 2.35 0.41
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3:J1:30:GLU:O 3:J1:128: THR:0G1 2.32 0.41
3:ml:69:MET:0O 3:ml:77:PRO:HD3 2.19 0.41
1:H:353:VAL:H 1:H:645:GLN:NE2 2.18 0.41
1:1:380:LEU:HD12 1:1:389:ARG:HB3 2.01 0.41
1:U:490:LYS:HG3 1:U:532:LYS:O 2.21 0.41
1:e:353:VAL:H 1:e:645:GLN:NE2 2.17 0.41
1:y:235:MET:HE3 1:y:235:MET:HB2 1.85 0.41
1:3:353:VAL:H 1:3:645:GLN:NE2 2.18 0.41
1:3:490:LYS:HG3 1:3:532:LYS:O 2.21 0.41
1:5:353:VAL:H 1:5:645:GLN:NE2 2.17 0.41
2:Kh:57:-TRP:NE1 2:Kh:101:LEU:HB2 2.35 0.41
2:1h:25:GLU:OE2 2:1h:144:GLY:CA 2.60 0.41
3:D1:26:GLN:HG3 3:D1:27:PRO:HD2 2.00 0.41
3:Ql:26:GLN:HG3 3:QL:27:PRO:HD2 2.00 0.41
3:pl:85:SER:HB2 3:pl:96: THR:HB 2.03 0.41
1:G:353:VAL:H 1:G:645:GLN:NE2 2.18 0.41
1:1:490:LYS:HG3 1:1:532:LYS:O 2.21 0.41
1:S:342: VAL:HG22 1:S:648:ILE:HG13 2.01 0.41
1:T:342:VAL:HG22 1:T:648:1LE:HG13 2.01 0.41
1:W:490:LYS:HG3 1:W:532:LYS:O 2.21 0.41
1:Y:353:VAL:H 1:Y:645:GLN:NE2 2.18 0.41
1:b:353:VAL:H 1:b:645:GLN:NE2 2.17 0.41
1:¢:353:VAL:H 1:¢c:645:GLN:NE2 2.18 0.41
1:¢:365:PHE:HA 1:¢:366:PRO:HD3 1.95 0.41
1:¢:490:LYS:HG3 1:¢:532:LYS:O 2.21 0.41
1:h:380:LEU:HD12 1:h:389:ARG:HB3 2.01 0.41
1:h:490:LYS:HG3 1:h:532:LYS:O 2.21 0.41
2:Kh:53:TYR:CE1 2:Kh:120:VAL:HG22 2.55 0.41
2:Mh:57:TRP:NE1 2:Mh:101:LEU:HB2 2.35 0.41
2:Th:57:-TRP:NE1 2:Th:101:LEU:HB2 2.35 0.41
2:dh:57:TRP:NE1 2:dh:101:LEU:HB2 2.35 0.41
2:kh:53:TYR:CE1 2:kh:120:VAL:HG22 2.55 0.41
2:sh:53:TYR:CE1 2:sh:120:VAL:HG22 2.55 0.41
2:vh:57:TRP:NE1 2:vh:101:LEU:HB2 2.35 0.41
2:2h:57: TRP:NE1 2:2h:101:LEU:HB2 2.35 0.41
3:UL:71:TYR:O 3:UL:72:GLU:HB2 2.19 0.41
3:el:26:GLN:HG3 3:el:27:PRO:HD2 2.00 0.41
3:gl:85:SER:HB2 3:¢l:96: THR:HB 2.03 0.41
3:j1:85:SER:HB2 3:j1:96: THR:HB 2.03 0.41
3:ql:26:GLN:HG3 3:ql:27:PRO:HD2 2.00 0.41
3:ql:85:SER:HB2 3:ql:96: THR:HB 2.03 0.41
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3:ul:26:GLN:HG3 3:ul:27:PRO:HD2 2.00 0.41
3:ul:85:SER:HB2 3:ul:96: THR:HB 2.03 0.41
3:wl:85:SER:HB2 3:wl:96: THR:HB 2.03 0.41
3:01:69:MET:O 3:01:77:PRO:HD3 2.19 0.41
1:A:490:LYS:HG3 1:A:532:LYS:O 2.21 0.41
1:E:490:LYS:HG3 1:E:532:LYS:O 2.21 0.41
1:G:235:MET:HE3 1:G:235:MET:HB2 1.85 0.41
1:1.:342:VAL:HG22 1:L:648:ILE:HG13 2.01 0.41
1:0:353:VAL:H 1:0:645:GLN:NE2 2.18 0.41
1:R:353:VAL:H 1:R:645:GLN:NE2 2.18 0.41
1:U:380:LEU:HD12 1:U:389:ARG:HB3 2.01 0.41
1:V:490:LYS:HG3 1:V:532:LYS:O 2.21 0.41
1:Y:490:LYS:HG3 1:Y:532:LYS:O 2.21 0.41
1:d:490:LYS:HG3 1:d:532:LYS:O 2.21 0.41
1:£:490:LYS:HG3 1:£:532:LYS:O 2.20 0.41
1:g:342:VAL:HG22 1:g:648:ILE:HG13 2.01 0.41
1:t:490:LYS:HG3 1:t:532:LYS:O 2.21 0.41
1:4:490:LYS:HG3 1:4:532:LYS:O 2.21 0.41
2:Jh:57:TRP:NE1 2:Jh:101:LEU:HB2 2.35 0.41
2:Qh:57:TRP:NE1 2:Qh:101:LEU:HB2 2.35 0.41
2:Rh:53:TYR:CE1 2:Rh:120:VAL:HG22 2.55 0.41
2:Th:53:TYR:CE1 2:Th:120:VAL:HG22 2.55 0.41
2:gh:25:GLU:OE2 2:gh:144:GLY:CA 2.60 0.41
2:¢h:53:TYR:CE1 2:¢h:120:VAL:HG22 2.55 0.41
2:gh:57:'TRP:NE1 2:¢h:101:LEU:HB2 2.35 0.41
2:1h:57:-TRP:NE1 2:1h:101:LEU:HB2 2.35 0.41
2:ph:57:TRP:NE1 2:ph:101:LEU:HB2 2.35 0.41
2:wh:57:TRP:NE1 2:wh:101:LEU:HB2 2.35 0.41
2:0h:25:GLU:OE2 2:0h:144:GLY:CA 2.60 0.41
2:4h:57: TRP:NE1 2:4h:101:LEU:HB2 2.35 0.41
2:6h:25:GLU:OE2 2:6h:144:GLY:CA 2.60 0.41
3:Al:85:SER:HB2 3:Al:96: THR:HB 2.03 0.41
3:El:85:SER:HB2 3:El:96: THR:HB 2.03 0.41
3:M1:26:GLN:HG3 3:Ml1:27:PRO:HD2 2.00 0.41
3:MI1:85:SER:HB2 3:M1:96: THR:HB 2.03 0.41
3:P1:85:SER:HB2 3:PL1:96: THR:HB 2.03 0.41
3:Q1:85:SER:HB2 3:Q1:96: THR:HB 2.03 0.41
3:TL:85:SER:HB2 3:T1:96: THR:HB 2.03 0.41
3:bl:24:LEU:HD23 3:bl:24:LEU:HA 1.90 0.41
3:bl:85:SER:HB2 3:bl:96: THR:HB 2.03 0.41
3:A4:71:TYR:O 3:61:72: GLU:HB2 2.18 0.41
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3:1:108: TYR:HE2 3:11:127:LEU:HD23 1.86 0.41
3:hl:71:TYR:O 3:hl:72: GLU:HB2 2.19 0.41
3:11:85:SER:HB2 3:r1:96: THR:HB 2.03 0.41
3:wl:69:MET:O 3:wl:77:PRO:HD3 2.19 0.41
1:A:353:VAL:H 1:A:645:GLN:NE2 2.17 0.41
1:F:490:LYS:HG3 1:F:532:LYS:O 2.21 0.41
1:H:490:LYS:HG3 1:H:532:LYS:O 2.21 0.41
1:J:490:LYS:HG3 1:J:532:LYS:O 2.21 0.41
1:N:353:VAL:H 1:N:645:GLN:NE2 2.17 0.41
1:P:490:LYS:HG3 1:P:532:LYS:O 2.21 0.41
1:X:490:LYS:HG3 1:X:532:LYS:O 2.21 0.41
1:b:490:LYS:HG3 1:b:532:LYS:O 2.21 0.41
1:x:365:PHE:HA 1:x:366:PRO:HD3 1.94 0.41
2:Ah:53:TYR:CE1 2:Ah:120:VAL:HG22 2.55 0.41
2:Hh:53:TYR:CE1 2:Hh:120:VAL:HG22 2.55 0.41
2:Jh:53:TYR:CE1 2:Jh:120:VAL:HG22 2.55 0.41
2:Nh:57:-TRP:NE1 2:Nh:101:LEU:HB2 2.35 0.41
2:Yh:53:TYR:CE1 2:Yh:120:VAL:HG22 2.55 0.41
2:ah:53: TYR:CE1 2:ah:120: VAL:HG22 2.55 0.41
2:ch:57:TRP:NE1 2:ch:101:LEU:HB2 2.35 0.41
2:3h:57:TRP:NE1 2:3h:101:LEU:HB2 2.35 0.41
3:WI1:85:SER:HB2 3:WI1:96: THR:HB 2.03 0.41
3:71:24:LEU:HD23 3:71:24:.LEU:HA 1.90 0.41
3:al:108: TYR:HE2 3:al:127:LEU:HD23 1.86 0.41
3:pl:69:MET:O 3:pl:77:PRO:HD3 2.19 0.41
3:t1:24:LEU:HD23 3:t1:24:LEU:HA 1.90 0.41
3:yl:26:GLN:HG3 3:yl:27:PRO:HD2 2.00 0.41
3:71:108: TYR:HE2 3:71:127:LEU.HD23 1.86 0.41
1:F:353:VAL:H 1:F:645:GLN:NE2 2.17 0.41
1:G:448: THR:C 1:G:459:ARG:O 2.64 0.41
1:K:610:ASP:0OD1 1:K:728: THR:OG1 2.36 0.41
1:L:490:LYS:HG3 1:L:532:LYS:O 2.21 0.41
1:N:490:LYS:HG3 1:N:532:LYS:O 2.21 0.41
1:0:448:THR:C 1:0:459:ARG:O 2.64 0.41
1:V:235:MET:HB2 1:V:235:MET:HE3 1.85 0.41
1:1:235:MET:HB2 1:1:235:MET:HE3 1.85 0.41
1:1:490:LYS:HG3 1:1:532:LYS:O 2.21 0.41
1:1:353:VAL:H 1:1:645:GLN:NE2 2.18 0.41
1:0:235:MET:HB2 1:0:235:MET:HE3 1.85 0.41
1:q:490:LYS:HG3 1:q:532:LYS:0O 2.21 0.41
1:x:490:LYS:HG3 1:x:532:LYS:0O 2.21 0.41
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1:0:490:LYS:HG3 1:0:532:LYS:O 2.21 0.41
2:Ch:57:TRP:NE1 2:Ch:101:LEU:HB2 2.35 0.41
2:Fh:57:-TRP:NE1 2:Fh:101:LEU:HB2 2.35 0.41
2:Uh:34:SER:O 2:Uh:34:SER:OG 2.34 0.41
2:Xh:53:TYR:CE1 2:Xh:120:VAL:HG22 2.55 0.41
2:Xh:57:TRP:NE1 2:Xh:101:LEU:HB2 2.35 0.41
2:th:57: TRP:NE1 2:th:101:LEU:HB2 2.35 0.41
2:jh:57:TRP:NE1 2:jh:101:LEU:HB2 2.35 0.41
2:th:57:TRP:NE1 2:h:101:LEU:HB2 2.35 0.41
2:7h:53:TYR:CE1 2:7h:120:VAL:HG22 2.55 0.41
3:11:85:SER:HB2 3:11:96:THR:HB 2.03 0.41
3:Ul:85:SER:HB2 3:Ul:96: THR:HB 2.03 0.41
3:V9I:108: TYR:HE2 3:V91:127:LEU:HD23 1.86 0.41
3:hl:85:SER:HB2 3:hl:96: THR:HB 2.03 0.41
3:pl:30:GLU:O 3:pl:128: THR:0G1 2.32 0.41
1:A:235:MET:HB2 1:A:235:MET:HE3 1.85 0.41
1:C:490:LYS:HG3 1:C:532:LYS:O 2.21 0.41
1:K:448:THR:C 1:K:459:ARG:O 2.64 0.41
1:S:490:LYS:HG3 1:S:532:LYS:O 2.21 0.41
1:U:448: THR:C 1:U:459:ARG:O 2.64 0.41
1:W:235:-MET:HB2 1:W:235:-MET:HE3 1.85 0.41
1:b:235:-MET:HB2 1:b:235:MET:HE3 1.85 0.41
1:¢:490:LYS:HG3 1:e:532:LYS:O 2.21 0.41
1:g:448:THR:C 1:2:459:ARG:0O 2.64 0.41
1:m:490:LYS:HG3 1:m:532:LYS:0O 2.21 0.41
1:u:490:LYS:HG3 1:u:532:LYS:O 2.21 0.41
2:Ch:58:ILE:HD12 2:Ch:143:TRP:CZ3 2.56 0.41
2:Sh:57: TRP:NE1 2:Sh:101:LEU:HB2 2.35 0.41
2:Vh:57:-TRP:NE1 2:Vh:101:LEU:HB2 2.35 0.41
2:bh:53: TYR:CE1 2:bh:120:VAL:HG22 2.55 0.41
2:dh:61:PRO:HA 2:dh:62:PRO:HD3 1.97 0.41
2:1h:53:TYR:CE1 2:1h:120:VAL:HG22 2.55 0.41
2:mh:58:ILE:HD12 2:mh:143: TRP:CZ3 2.56 0.41
2:th:53:TYR:CE1 2:th:120:VAL:HG22 2.55 0.41
2:xh:57:TRP:NE1 2:xh:101:LEU:HB2 2.35 0.41
2:0h:58:ILE:HD12 2:0h:143: TRP:CZ3 2.56 0.41
2:4h:61:PRO:HA 2:4h:62:PRO:HD3 1.97 0.41
3:BL:108:TYR:HE2 3:Bl:127:LEU:HD23 1.86 0.41
3:CL:85:SER:HB2 3:CL:96: THR:HB 2.03 0.41
3:01:85:SER:HB2 3:01:96: THR:HB 2.03 0.41
3:S1:85:SER:HB2 3:S1:96: THR:HB 2.03 0.41
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3:VL:71:TYR:O 3:V9:72:GLU:HB2 2.19 0.41
1:C:555:GLU:H 1:C:555:GLU:CD 2.17 0.41
1:H:380:LEU:HD12 1:H:389:ARG:HB3 2.01 0.41
1:M:448:THR:C 1:M:459:ARG:O 2.64 0.41
1:Q:448:THR:C 1:Q:459:ARG:O 2.64 0.41
1:R:448:THR:C 1:R:459:ARG:O 2.64 0.41
1:T:448: THR.:C 1:T:459:ARG:O 2.64 0.41
1:Y:380:LEU:HD12 1:Y:389:ARG:HB3 2.01 0.41
1:7:448:THR:C 1:7:459:ARG:O 2.64 0.41
1:a:448:THR:C 1:a:459:ARG:O 2.64 0.41
1:b:448: THR:C 1:b:459:ARG:O 2.64 0.41
1:h:448:THR:C 1:h:459:ARG:O 2.64 0.41
1:j:448:THR:C 1:3:459:ARG:O 2.64 0.41
1:m:610:ASP:OD1 1:m:728: THR:OG1 2.36 0.41
1:q:448:THR:C 1:q:459:ARG:0O 2.64 0.41
1:r:448:THR:C 1:1:459:ARG:O 2.64 0.41
1:u:448: THR:C 1:u:459:ARG:O 2.64 0.41
1:u:654:PRO:HG3 1:0:369:VAL:HG11 2.03 0.41
1:1:490:LYS:HG3 1:1:532:LYS:O 2.21 0.41
1:2:353:VAL:H 1:2:645:GLN:NE2 2.18 0.41
1:3:448:THR:C 1:3:459:ARG:O 2.64 0.41
1:5:490:LYS:HG3 1:5:532:LYS:O 2.21 0.41
2:Eh:57: TRP:NE1 2:Eh:101:LEU:HB2 2.35 0.41
2:Gh:58:ILE:HD12 2:Gh:143:TRP:CZ3 2.56 0.41
2:Kh:58:ILE:HD12 2:Kh:143: TRP:CZ3 2.56 0.41
2:Lh:57: TRP:NE1 2:Lh:101:LEU:HB2 2.35 0.41
2:0h:58:ILE:HD12 2:0h:143: TRP:CZ3 2.56 0.41
2:Rh:58:ILE:HD12 2:Rh:143: TRP:CZ3 2.56 0.41
2:dh:53:TYR:CE1 2:dh:120:VAL:HG22 2.55 0.41
2:dh:58:ILE:HD12 2:dh:143: TRP:CZ3 2.56 0.41
2:ih:58:ILE:HD12 2:1h:143: TRP:CZ3 2.56 0.41
2:kh:57:TRP:NE1 2:kh:101:LEU:HB2 2.35 0.41
2:mh:25:GLU:OE2 2:mh:144:GLY:CA 2.60 0.41
2:0h:58:ILE:HD12 2:0h:143: TRP:CZ3 2.56 0.41
2:sh:57: TRP:NE1 2:sh:101:LEU:HB2 2.35 0.41
2:th:57:TRP:NE1 2:th:101:LEU:HB2 2.35 0.41
2:th:58:ILE:HD12 2:th:143: TRP:CZ3 2.56 0.41
2:vh:58:ILE:HD12 2:vh:143:TRP:CZ3 2.56 0.41
2:xh:58:ILE:HD12 2:xh:143: TRP:CZ3 2.56 0.41
2:xh:118:ARG:NH2 2:xh:141:ASP:0OD2 2.49 0.41
2:4h:53:TYR:CE1 2:4h:120:VAL:HG22 2.55 0.41
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2:4h:58:ILE:HD12 2:4h:143: TRP:CZ3 2.56 0.41
3:Al:24:LEU:HD23 3:Al:24:LEU:HA 1.90 0.41
3:D1:85:SER:HB2 3:D1:96: THR:HB 2.03 0.41
3:F1:108: TYR:HE2 3:F1:127:LEU:HD23 1.86 0.41
3:GL:85:SER:HB2 3:Gl:96: THR:HB 2.03 0.41
3:GL:108:TYR:HE2 3:Gl:127:LEU:HD23 1.86 0.41
3:J1:85:SER:HB2 3:J1:96: THR:HB 2.03 0.41
3:L1:85:SER:HB2 3:L1:96:. THR:HB 2.03 0.41
3:NI:108: TYR:HE2 3:NI:127:LEU:HD23 1.86 0.41
3:01:108: TYR:HE2 3:01:127:LEU:HD23 1.86 0.41
3:P1:24:LEU:HD23 3:P1:24:LEU:HA 1.90 0.41
3:TL:30:GLU:O 3:TL:128: THR:OG1 2.32 0.41
3:TL:108:TYR:HE2 3:TL1:127:LEU:HD23 1.86 0.41
3:X1:85:SER:HB2 3:X1:96: THR:HB 2.03 0.41
3:71:85:SER:HB2 3:71:96: THR:HB 2.03 0.41
3:dl:108: TYR:HE2 3:dl:127:LEU:HD23 1.86 0.41
3:j1:108: TYR:HE2 3:j1:127:LEU:HD23 1.86 0.41
3:ml:85:SER:HB2 3:ml:96: THR:HB 2.03 0.41
3:nl:108: TYR:HE2 3:nl:127:LEU:HD23 1.86 0.41
3:x1:85:SER:HB2 3:x1:96:THR:HB 2.03 0.41
3:y1:85:SER:HB2 3:y1:96:THR:HB 2.03 0.41
3:z1:108: TYR:HE2 3:z1:127:LEU:HD23 1.86 0.41
3:01:85:SER:HB2 3:01:96: THR:HB 2.03 0.41
3:11:108: TYR:HE2 3:11:127:LEU:HD23 1.86 0.41
3:41:108: TYR:HE2 3:41:127:LEU:HD23 1.86 0.41
3:61:85:SER:HB2 3:61:96: THR:HB 2.03 0.41
3:71:85:SER:HB2 3:71:96: THR:HB 2.03 0.41
1:A:448:THR:C 1:A:459:ARG:O 2.64 0.41
1:J:448: THR:C 1:J:459:ARG:O 2.64 0.41
1:X:448:THR.:C 1:X:459:ARG:O 2.64 0.41
1:¢:448: THR:C 1:¢:459:ARG:O 2.64 0.41
1:k:490:LYS:HG3 1:k:532:LYS:O 2.21 0.41
1:n:235:MET:HE3 1:n:235:MET:HB2 1.85 0.41
1:n:490:LYS:HG3 1:n:532:LYS:O 2.21 0.41
1:0:490:LYS:HG3 1:0:532:LYS:O 2.21 0.41
1:v:490:LYS:HG3 1:v:532:LYS:O 2.21 0.41
1:2:448: THR.:C 1:2:459:ARG:O 2.64 0.41
1:7:448: THR:C 1:7:459:ARG:O 2.64 0.41
2:Dh:58:ILE:HD12 2:Dh:143: TRP:CZ3 2.56 0.41
2:Mh:58:ILE:HD12 2:Mh:143: TRP:CZ3 2.56 0.41
2:0h:34:SER:O 2:0h:34:SER:OG 2.34 0.41
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2:Ph:57:TRP:NE1 2:Ph:101:LEU:HB2 2.35 0.41
2:Qh:58:1LE:HD12 2:Qh:143: TRP:CZ3 2.56 0.41
2:Sh:58:ILE:HD12 2:Sh:143: TRP:CZ3 2.56 0.41
2:Uh:57:TRP:NE1 2:Uh:101:LEU:HB2 2.35 0.41
2:Yh:57:TRP:NE1 2:Yh:101:LEU:HB2 2.35 0.41
2:¢h:87:ARG:HG3 2:¢h:103:LEU:HD22 2.03 0.41
2:th:58:ILE:HD12 2:th:143: TRP:CZ3 2.56 0.41
2:ih:57: TRP:NE1 2:ih:101:LEU:HB2 2.35 0.41
2:nh:57:TRP:NE1 2:nh:101:LEU:HB2 2.35 0.41
2:rh:58:ILE:HD12 2:vh:143: TRP:CZ3 2.56 0.41
2:1h:57:TRP:NE1 2:1h:101:LEU:HB2 2.35 0.41
2:3h:87:ARG:HG3 2:3h:103:LEU:HD22 2.03 0.41
3:D1:.69:MET:O 3:D1:77:PRO:CD 2.70 0.41
3:J1:69:MET:O 3:J1:77:PRO:CD 2.70 0.41
3:X1:69:MET:O 3:X1:77:PRO:CD 2.70 0.41
3:al:85:SER:HB2 3:al:96: THR:HB 2.03 0.41
3:cl:108: TYR:HE2 3:cl:127:LEU:HD23 1.86 0.41
3:¢l:108: TYR:HE2 3:gl:127:LEU:HD23 1.86 0.41
3:pl:69:MET:O 3:pl:77:PRO:CD 2.70 0.41
3:rl:108: TYR:HE2 3:rl:127.LEU:HD23 1.86 0.41
3:v1:85:SER:HB2 3:v1:96:THR:HB 2.03 0.41
3:wl:30:GLU:O 3:wl:128: THR:0G1 2.32 0.41
3:wl:69:MET:O 3:wl:77:PRO:CD 2.70 0.41
3:61:24:LEU:HD23 3:61:24:LEU:HA 1.90 0.41
1:B:448: THR:C 1:B:459:ARG:O 2.64 0.40
1:C:365:PHE:HA 1:C:366:PRO:HD3 1.95 0.40
1:C:448:THR:C 1:C:459:ARG:O 2.64 0.40
1:F:235:-MET:HE3 1:F:235:MET:HB2 1.85 0.40
1:J:235:-MET:HE3 1:J:235:MET:HB2 1.85 0.40
1:0:362:LEU:HA 1:0:363:PRO:HD3 1.98 0.40
1:a:490:LYS:HG3 1:a:532:LYS:O 2.21 0.40
1:n:448:THR:C 1:n:459:ARG:O 2.64 0.40
1:0:448: THR:C 1:0:459:ARG:O 2.64 0.40
1:5:490:LYS:HG3 1:s:532:LYS:O 2.21 0.40
1:0:610:ASP:OD1 1:0:728: THR:0G1 2.36 0.40
1:1:448: THR:C 1:1:459:ARG:O 2.64 0.40
1:6:448: THR:C 1:6:459:ARG:O 2.64 0.40
1:6:610:ASP:OD1 1:6:728: THR:OG1 2.36 0.40
2:Ch:118:ARG:NH2 2:Ch:141:ASP:0OD2 2.49 0.40
2:Gh:57:TRP:NE1 2:Gh:101:LEU:HB2 2.35 0.40
2:Lh:58:ILE:HD12 2:Lh:143:TRP:CZ3 2.56 0.40
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2:Uh:58:ILE:HD12 2:Uh:143:TRP:CZ3 2.56 0.40
2:Vh:87:ARG:HG3 2:Vh:103:LEU:HD22 2.03 0.40
2:¢h:118:ARG:NH2 2:¢h:141:ASP:0D2 2.49 0.40
2:jh:58:ILE:HD12 2:jh:143: TRP:CZ3 2.56 0.40
2:ph:58:ILE:HD12 2:ph:143:TRP:CZ3 2.56 0.40
2:wh:58:ILE:HD12 2:wh:143: TRP:CZ3 2.56 0.40
2:yh:58:ILE:HD12 2:yh:143: TRP:CZ3 2.56 0.40
2:1h:53: TYR:CE1 2:1h:120:VAL:HG22 2.55 0.40
2:5h:87:ARG:HG3 2:5h:103:LEU:HD22 2.03 0.40
3:CL:108:TYR:HE2 3:CL:127:LEU:HD23 1.86 0.40
3:D1:30:GLU:O 3:D1:128: THR:OG1 2.32 0.40
3:El:69:MET:O 3:EL:77:PRO:CD 2.70 0.40
3:F1.69:MET:O 3:FL.77:PRO:CD 2.70 0.40
3:HI:108: TYR:HE2 3:H1:127:LEU:HD23 1.86 0.40
3:MI1:69:MET:O 3:M1:77:PRO:CD 2.70 0.40
3:N1:69:MET:O 3:N1:77:PRO:CD 2.70 0.40
3:P1:69:MET:O 3:P1:77:PRO:CD 2.70 0.40
3:QL:69:MET:O 3:QL:77:PRO:CD 2.70 0.40
3:Y1:108: TYR:HE2 3:Y1:127:LEU:HD23 1.86 0.40
3:71:69:MET:O 3:721:77:PRO:CD 2.70 0.40
3:gl:69:MET:O 3:gl:77:PRO:CD 2.70 0.40
3:11:85:SER:HB2 3:1:96:THR:HB 2.03 0.40
3:k1:108: TYR:HE2 3:kl:127:LEU:HD23 1.86 0.40
3:x1:108: TYR:HE2 3:x1:127:LEU:HD23 1.86 0.40
3:yl:69:MET:O 3:yl:77:PRO:CD 2.70 0.40
3:61:69:MET:O 3:6L1:77:PRO:CD 2.70 0.40
1:H:610:ASP:OD1 1:H:728: THR:0G1 2.36 0.40
1:1:448:THR:C 1:1:459:ARG:O 2.64 0.40
1:M:362:LEU:HA 1:M:363:PRO:HD3 1.98 0.40
1:d:448: THR:C 1:d:459:ARG:O 2.64 0.40
1:x:448: THR.:C 1:x:459:ARG:O 2.64 0.40
1:1:365:PHE:HA 1:1:366:PRO:HD3 1.95 0.40
1:7:490:LYS:HG3 1:7:532:LYS:0O 2.21 0.40
2:Bh:87:ARG:HG3 2:Bh:103:LEU:HD22 2.04 0.40
2:Gh:118:ARG:NH2 2:Gh:141:ASP:0OD2 2.49 0.40
2:Hh:57:- TRP:NE1 2:Hh:101:LEU:HB2 2.35 0.40
2:Hh:58:ILE:HD12 2:Hh:143: TRP:CZ3 2.56 0.40
2:0h:57:TRP:NE1 2:0h:101:LEU:HB2 2.35 0.40
2:Vh:58:ILE:HD12 2:Vh:143: TRP:CZ3 2.56 0.40
2:Wh:58:ILE:HD12 2:Wh:143: TRP:CZ3 2.56 0.40
2:Yh:58:ILE:HD12 2:Yh:143: TRP:CZ3 2.56 0.40
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2:ch:58:ILE:HD12 2:ch:143: TRP:CZ3 2.56 0.40
2:ch:87:ARG:HG3 2:ch:103:LEU:HD22 2.04 0.40
2:¢h:53:TYR:CE1 2:¢h:120:VAL:HG22 2.55 0.40
2:hh:57:TRP:NE1 2:hh:101:LEU:HB2 2.35 0.40
2:hh:58:ILE:HD12 2:hh:143: TRP:CZ3 2.56 0.40
2:mh:57:TRP:NE1 2:mh:101:LEU:HB2 2.35 0.40
2:nh:58:ILE:HD12 2:nh:143: TRP:CZ3 2.56 0.40
2:sh:87:ARG:HG3 2:sh:103:LEU:HD22 2.03 0.40
2:1h:58:ILE:HD12 2:1h:143: TRP:CZ3 2.56 0.40
2:3h:58:ILE:HD12 2:3h:143: TRP:CZ3 2.56 0.40
2:5h:53:TYR:CE1 2:5h:120: VAL:HG22 2.55 0.40
2:7h:87:ARG:HG3 2:7h:103:LEU:HD22 2.03 0.40
3:DI1:108: TYR:HE2 3:D1:127:LEU:HD23 1.86 0.40
3:S1:108: TYR:HE2 3:S1:127:LEU:HD23 1.86 0.40
3:T1:69:MET:O 3:T1:77:PRO:CD 2.70 0.40
3:Ul:24:LEU:HD23 3:Ul:24:LEU:HA 1.91 0.40
3:01:69:MET:O 3:01:77:PRO:CD 2.69 0.40
3:01:85:SER:HB2 3:01:96: THR:HB 2.03 0.40
3:s1:108: TYR:HE2 3:s1:127:LEU:HD23 1.86 0.40
3:t1:85:SER:HB2 3:t1:96: THR:HB 2.03 0.40
3:v1:69:MET:O 3:v1:77:PRO:CD 2.69 0.40
3:31:108: TYR:HE2 3:31:127:LEU:HD23 1.86 0.40
1:F:610:ASP:OD1 1:F:728: THR:OG1 2.36 0.40
1:S:448: THR:C 1:S:459:ARG:O 2.64 0.40
1:V:369:VAL:HG11 1:x:654:PRO:HG3 2.04 0.40
1:V:448: THR:C 1:V:459:ARG:O 2.64 0.40
1:1:235:MET:HE3 1:1:235:MET:HB2 1.85 0.40
1:1:490:LYS:HG3 1:1:532:LYS:O 2.21 0.40
1:n:465:ALA:HB1 1:n:473:GLN:HG2 2.04 0.40
1:v:235:-MET:HB2 1:v:235:-MET:HE3 1.85 0.40
1:y:448:THR:C 1:y:459:ARG:0O 2.64 0.40
1:1:465:ALA:HB1 1:1:473:GLN:HG2 2.04 0.40
1:2:235:MET:HE3 1:2:235:MET:HB2 1.85 0.40
1:4:448:THR.:C 1:4:459:ARG:O 2.64 0.40
2:Fh:58:ILE:HD12 2:Fh:143: TRP:CZ3 2.56 0.40
2:Gh:34:SER:O 2:Gh:34:SER:OG 2.34 0.40
2:Ih:57:TRP:NE1 2:Ih:101:LEU:HB2 2.35 0.40
2:Th:58:ILE:HD12 2:1h:143:TRP:CZ3 2.56 0.40
2:nh:53: TYR:CE1 2:1nh:120:VAL:HG22 2.55 0.40
2:0h:53:TYR:CE1 2:0h:120: VAL:HG22 2.55 0.40
2:qh:58:ILE:HD12 2:qh:143: TRP:CZ3 2.56 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:sh:25:GLU:OE2 2:sh:144:GLY:CA 2.60 0.40
2:uh:58:ILE:HD12 2:uh:143: TRP:CZ3 2.56 0.40
2:vh:53:TYR:CE1 2:vh:120:VAL:HG22 2.55 0.40
2:zh:58:ILE:HD12 2:zh:143: TRP:CZ3 2.56 0.40
2:zh:87:ARG:HG3 2:zh:103:LEU:HD22 2.04 0.40
2:0h:57:TRP:NE1 2:0h:101:LEU:HB2 2.35 0.40
2:5h:118:ARG:NH2 2:5h:141:ASP:0OD2 2.49 0.40
3:Bl:69:MET:O 3:Bl:77:PRO:CD 2.70 0.40
3:El:24:LEU:HD23 3:El:24:LEU:HA 1.90 0.40
3:HI1:85:SER:HB2 3:HI1:96: THR:HB 2.03 0.40
3:K1:30:GLU:O 3:K1:128: THR:OG1 2.32 0.40
3:LLI:108: TYR:HE2 3:L1:127:LEU:HD23 1.86 0.40
3:Y1:85:SER:HB2 3:Y1:96: THR:HB 2.03 0.40
3:dl:69:MET:O 3:dl:77:PRO:CD 2.70 0.40
3:11:69:MET:O 3:11:77:PRO:CD 2.70 0.40
3:ml:108: TYR:HE2 3:ml:127:LEU:HD23 1.86 0.40
3:t1:69:MET:O 3:t1:77:PRO:CD 2.70 0.40
3:yl1:108: TYR:HE2 3:yl1:127:LEU:HD23 1.86 0.40
3:z1:69:MET:O 3:z:77:PRO:CD 2.70 0.40
3:41:69:MET:O 3:41:77:PRO:CD 2.70 0.40
1:A:465:ALA:HB1 1:A:473:GLN:HG2 2.04 0.40
1:A:654:PRO:HG3 1:4:369:VAL:HG11 2.03 0.40
1:B:490:LYS:HG3 1:B:532:LYS:O 2.20 0.40
1:1L:610:ASP:OD1 1:L:728: THR:OG1 2.36 0.40
1:N:465:ALA:HB1 1:N:473:GLN:HG2 2.04 0.40
1:P:284:PHE:CZ 1:P:311:LEU:HD11 2.57 0.40
1:X:235:MET:HE3 1:X:235:MET:HB2 1.85 0.40
1:Y:448:THR:C 1:Y:459:ARG:O 2.64 0.40
1:b:465:ALA:HB1 1:b:473:GLN:HG2 2.04 0.40
1:e:465:ALA:HB1 1:¢:473:GLN:HG2 2.04 0.40
1:1:448: THR:C 1:1:459:ARG:O 2.64 0.40
1:k:465:ALA:HB1 1:k:473:GLN:HG2 2.04 0.40
1:m:448:THR:C 1:m:459:ARG:O 2.64 0.40
1:m:555:GLU:H 1:m:555:GLU:CD 2.17 0.40
1:v:448:THR:C 1:v:459:ARG:O 2.64 0.40
1:0:448: THR:C 1:0:459:ARG:O 2.64 0.40
2:Ah:58:ILE:HD12 2:Ah:143: TRP:CZ3 2.56 0.40
2:Bh:57: TRP:NE1 2:Bh:101:LEU:HB2 2.35 0.40
2:Bh:58:ILE:HD12 2:Bh:143:TRP:CZ3 2.56 0.40
2:Nh:58:ILE:HD12 2:Nh:143: TRP:CZ3 2.56 0.40
2:ah:87:ARG:HG3 2:ah:103:LEU:HD22 2.04 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

2:bh:58:ILE:HD12 2:bh:143: TRP:CZ3 2.56 0.40
2:th:87:ARG:HG3 2:th:103:LEU:HD22 2.04 0.40
2:gh:58:ILE:HD12 2:gh:143:TRP:CZ3 2.56 0.40
2:jh:87:ARG:HG3 2:jh:103:LEU:HD22 2.03 0.40
2:kh:58:ILE:HD12 2:kh:143: TRP:CZ3 2.56 0.40
2:kh:87:ARG:HG3 2:kh:103:LEU:HD22 2.04 0.40
2:qh:53:TYR:CE1 2:qh:120:VAL:HG22 2.55 0.40
2:th:87:ARG:HG3 2:vh:103:LEU:HD22 2.03 0.40
3:VI1:85:SER:HB2 3:V1:96: THR:HB 2.03 0.40
3:dL:85:SER:HB2 3:dl:96: THR:HB 2.03 0.40
3:hl:24:LEU:HD23 3:hl:24:LEU:HA 1.91 0.40
3:11:108: TYR:HE2 3:11:127:LEU:HD23 1.86 0.40
3:nl:85:SER:HB2 3:nl:96: THR:HB 2.03 0.40
3:t1:108: TYR:HE2 3:t1:127:LEU:HD23 1.86 0.40
3:ul:53:ASN:ND2 3:ul:53:ASN:N 2.60 0.40
3:ul:108: TYR:HE2 3:ul:127:LEU:HD23 1.86 0.40
3:0L:108: TYR:HE2 3:01:127:LEU:HD23 1.86 0.40
3:31:69:MET:O 3:31:77:PRO:CD 2.70 0.40
1:A:284:PHE:CZ 1:A:311:LEU:HD11 2.57 0.40
1:D:448:THR:C 1:D:459:ARG:O 2.64 0.40
1:D:490:LYS:HG3 1:D:532:LYS:O 2.21 0.40
1:E:284:PHE:CZ 1:E:311:LEU:HD11 2.97 0.40
1:F:448:THR:C 1:F:459:ARG:O 2.64 0.40
1:G:362:LEU:HA 1:G:363:PRO:HD3 1.98 0.40
1:H:448: THR:C 1:H:459:ARG:O 2.64 0.40
1:1:465:ALA:HB1 1:1:473:GLN:HG2 2.04 0.40
1:M:490:LYS:HG3 1:M:532:LYS:O 2.21 0.40
1:N:351:PRO:HB3 1:u:428:GLN:NE2 2.37 0.40
1:N:610:ASP:OD1 1:N:728: THR:OG1 2.36 0.40
1:P:448:THR:C 1:P:459:ARG:O 2.64 0.40
1:P:555:GLU:H 1:P:555:GLU:CD 2.17 0.40
1:P:610:ASP:OD1 1:P:728:THR:OG1 2.36 0.40
1:T:465:ALA:HB1 1:T:473:GLN:HG2 2.04 0.40
1:W:465:ALA:HB1 1:W:473:GLN:HG2 2.04 0.40
1:b:284:PHE:CZ 1:b:311:LEU:HD11 2.57 0.40
1:c:465:ALA:HB1 1:¢:473:GLN:HG2 2.04 0.40
1:e:448: THR:C 1:¢:459:ARG:O 2.64 0.40
1:g:465:ALA:HB1 1:g:473:GLN:HG2 2.04 0.40
1:1:448: THR:C 1:1:459:ARG:O 2.64 0.40
1:k:448: THR.:C 1:k:459:ARG:O 2.64 0.40
1:1:448: THR.:C 1:1:459:ARG:O 2.64 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:n:365:PHE:HA 1:n:366:PRO:HD3 1.95 0.40
1:p:465:ALA:HB1 1:p:473:GLN:HG2 2.04 0.40
1:5:465:ALA:HB1 1:5:473:GLN:HG2 2.04 0.40
1:t:448:THR:C 1:t:459:ARG:O 2.64 0.40
1:w:448: THR:C 1:w:459:ARG:O 2.64 0.40
1:w:465:ALA:HB1 1:w:473:GLN:HG2 2.04 0.40
1:w:490:LYS:HG3 1:w:532:LYS:O 2.21 0.40
1:2:490:LYS:HG3 1:2:532:LYS:0O 2.21 0.40
1:0:555:GLU:H 1:0:555:GLU:CD 2.17 0.40
1:2:448: THR:C 1:2:459:ARG:O 2.64 0.40
1:2:490:LYS:HG3 1:2:532:LYS:O 2.21 0.40
1:5:448: THR:C 1:5:459:ARG:O 2.64 0.40
1:5:465:ALA:HB1 1:5:473:GLN:HG2 2.04 0.40
1:6:490:LYS:HG3 1:6:532:LYS:O 2.21 0.40
2:Bh:34:SER:O 2:Bh:34:SER:OG 2.34 0.40
2:Nh:87:ARG:HG3 2:Nh:103:LEU:HD22 2.03 0.40
2:0h:53:TYR:CE1 2:0h:120:VAL:HG22 2.55 0.40
2:0h:118:ARG:NH2 2:0h:141:ASP:0OD2 2.49 0.40
2:Wh:57:TRP:NE1 2:Wh:101:LEU:HB2 2.35 0.40
2:ah:58:ILE:HD12 2:ah:143: TRP:CZ3 2.56 0.40
2:ch:53:TYR:CE1 2:¢h:120:VAL:HG22 2.55 0.40
2:1h:58:ILE:HD12 2:1h:143: TRP:CZ3 2.56 0.40
2:sh:58:ILE:HD12 2:sh:143: TRP:CZ3 2.56 0.40
2:uh:53: TYR:CE1 2:uh:120:VAL:HG22 2.55 0.40
2:zh:57: TRP:NE1 2:zh:101:LEU:HB2 2.35 0.40
2:2h:58:ILE:HD12 2:2h:143: TRP:CZ3 2.56 0.40
3:E1:102:ALA:HA 3:E1:129:VAL:HG11 2.04 0.40
3:KIL:108: TYR:HE2 3:K1:127:LEU:HD23 1.86 0.40
3:L1:69:MET:O 3:L1:77:PRO:CD 2.70 0.40
3:MI1:108: TYR:HE2 3:MI1:127.LEU:HD23 1.86 0.40
3:cl:69:MET:O 3:cl:77:PRO:CD 2.70 0.40
3:kl:69:MET:O 3:kl:77:PRO:CD 2.70 0.40
3:r1:69:MET:O 3:rl:77:PRO:CD 2.70 0.40
3:s1:30:GLU:O 3:s1:128: THR:OG1 2.32 0.40
3:81:69:MET:O 3:s1:77:PRO:CD 2.70 0.40
3:y1:30:GLU:O 3:y1:128: THR:OG1 2.32 0.40
3:01:69:MET:O 3:01:77:PRO:CD 2.70 0.40
3:11:85:SER:HB2 3:11:96: THR:HB 2.03 0.40
3:41:85:SER:HB2 3:41:96: THR:HB 2.03 0.40
There are no symmetry-related clashes.
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5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all 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.
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Mol | Chain Analysed Favoured | Allowed | Outliers
1 0 516/533 (97%) 506 (98%) 10 (2%) 0
1 1 516/533 (97%) 506 (98%) 10 (2%) 0
1 2 516/533 (97%) 506 (98%) 10 (2%) 0
1 3 516/533 (97%) 506 (98%) 10 (2%) 0
1 4 516/533 (97%) 506 (98%) 10 (2%) 0
1 5 516/533 (97%) 506 (98%) 10 (2%) 0
1 6 516/533 (97%) 506 (98%) 10 (2%) 0
1 7 516/533 (97%) 506 (98%) 10 (2%) 0
1 A 516/533 (97%) 506 (98%) 10 (2%) 0
1 B 516/533 (97%) 506 (98%) 10 (2%) 0
1 C 516/533 (97%) 506 (98%) 10 (2%) 0
1 D 516/533 (97%) 506 (98%) 10 (2%) 0
1 E 516/533 (97%) 506 (98%) 10 (2%) 0
1 F 516/533 (97%) 506 (98%) 10 (2%) 0
1 G 516/533 (97%) 506 (98%) 10 (2%) 0
1 H 516/533 (97%) 506 (98%) 10 (2%) 0
1 I 516/533 (97%) 506 (98%) 10 (2%) 0
1 J 516/533 (97%) 506 (98%) 10 (2%) 0
1 K 516/533 (97%) 506 (98%) 10 (2%) 0
1 L 516/533 (97%) 506 (98%) 10 (2%) 0
1 M 516/533 (97%) 506 (98%) 10 (2%) 0
1 N 516/533 (97%) 506 (98%) 10 (2%) 0
1 O 516/533 (97%) 506 (98%) 10 (2%) 0
1 P 516/533 (97%) 506 (98%) 10 (2%) 0
1 Q 516/533 (97%) 506 (98%) 10 (2%) 0

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 R 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 S 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 T 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 U 516/533 (97%) | 506 (98%) | 10 (2%) 0 100 ] [ 100]
1 \Y% 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 W 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 X 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 Y 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 7 516/533 (97%) | 506 (98%) | 10 (2%) 0 (100 ] [ 100]
1 a 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 b 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 c 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 d 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 e 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 f 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 g 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 h 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 i 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 ] 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 k 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 1 516/533 (97%) | 506 (98%) | 10 (2%) 0 100 ] [ 100]
1 m 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 n 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 0 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 p 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 q 516/533 (97%) | 506 (98%) | 10 (2%) 0 100 ] [ 100]
1 r 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 s 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 t 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 u 516/533 (97%) 506 (98%) | 10 (2%) 0 |
1 v 516/533 (97%) 506 (98%) | 10 (2%) 0

Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 yh 130/153 (85%) 128 (98%) 1 (1%) 1 (1%) 16| 28
2 zh 130/153 (85%) 128 (98%) 1 (1%) 1 (1%) 16| 28
3 0l 107/130 (82%) 101 (94%) 6 (6%) 0
3 1 107/130 (82%) | 101 (94%) | 6 (6%) 0 100 ] [ 100]
3 21 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 3l 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 41 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 51 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 61 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 71 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Al 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Bl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Cl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Dl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 El 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Fl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Gl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Hl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Il 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Jl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 K1 107/130 (82%) | 101 (94%) | 6 (6%) 0 100 ] [ 100]
3 Ll 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Ml 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 N1 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Ol 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Pl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Ql 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 RI 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Sl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Tl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 Ul 107/130 (82%) 101 (94%) 6 (6%) 0
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
3 V1 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 W1 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 X1 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 | v 107/130 (82%) | 101 (94%) | 6 (6%) 0 100 ] [ 100]
3 71 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 al 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 bl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 cl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 dl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 el 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 fl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 gl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 hl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 il 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 il 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 kl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 1l 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 ml 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 nl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 ol 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 pl 107/130 (82%) | 101 (94%) | 6 (6%) 0 100 ] [ 100]
3 ql 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 rl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 sl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 tl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 ul 107/130 (82%) | 101 (94%) | 6 (6%) 0 100 ] [ 100]
3 vl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 wl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 x1 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 yl 107/130 (82%) 101 (94%) 6 (6%) 0 |
3 7l 107/130 (82%) 101 (94%) 6 (6%) 0
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles

All All 45180/48960 (92%) | 44100 (98%) | 1020 (2%) | 60 (0%) 49 66
All (60) Ramachandran outliers are listed below:

Mol | Chain | Res | Type
2 Ah 108 ALA
2 Bh 108 ALA
2 Ch 108 ALA
2 Dh 108 ALA
2 Eh 108 ALA
2 Fh 108 ALA
2 Gh 108 ALA
2 Hh 108 ALA
2 Ih 108 ALA
2 Jh 108 ALA
2 Kh 108 ALA
2 Lh 108 ALA
2 Mh 108 ALA
2 Nh 108 ALA
2 Oh 108 ALA
2 Ph 108 ALA
2 Qh 108 ALA
2 Rh 108 ALA
2 Sh 108 ALA
2 Th 108 ALA
2 Uh 108 ALA
2 Vh 108 ALA
2 Wh 108 ALA
2 Xh 108 ALA
2 Yh 108 ALA
2 Zh 108 ALA
2 ah 108 ALA
2 bh 108 ALA
2 ch 108 ALA
2 dh 108 ALA
2 eh 108 ALA
2 th 108 ALA
2 gh 108 ALA
2 hh 108 ALA
2 ih 108 ALA
2 jh 108 ALA
2 kh 108 ALA
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Mol | Chain | Res | Type
2 lh 108 ALA
2 mh 108 ALA
2 nh 108 ALA
2 oh 108 ALA
2 ph 108 ALA
2 gh 108 ALA
2 rh 108 ALA
2 sh 108 ALA
2 th 108 ALA
2 uh 108 ALA
2 vh 108 ALA
2 wh 108 ALA
2 xh 108 ALA
2 vh 108 ALA
2 zh 108 ALA
2 Oh 108 ALA
2 1h 108 ALA
2 2h 108 ALA
2 3h 108 ALA
2 4h 108 ALA
2 5h 108 ALA
2 6h 108 ALA
2 7h 108 ALA

5.3.2 Protein sidechains ()

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

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 0 459/468 (98%) 451 (98%) 8 (2%) 23 |75
1 1 459 /468 (98%) 451 (98%) 8 (2%) 53 |75
1 2 459/468 (98%) 451 (98%) 8 (2%) 23 |75
1 3 459/468 (98%) 451 (98%) 8 (2%) 53 |75
1 4 459/468 (98%) 451 (98%) 8 (2%) 23 |75
1 5 459/468 (98%) 451 (98%) 8 (2%) 53 |75
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
3 hl 91/109 (84%) 83 (91%) 8 (9%) 9) 18
3 il 91/109 (84%) 83 (91%) 8 (9%) 9} 18
3 il 91/109 (84%) 83 (91%) 8 (9%) 9118
3 kl 91/109 (84%) 83 (91%) 8 (9%) 9) 18
3 i 91/109 (84%) 83 (91%) 8 (9%) 9118
3 ml 91/109 (84%) 83 (91%) 8 (9%) 9} 18
3 nl 91,109 (84%) 83 (91%) 8 (9%) 9] 18
3 ol 91/109 (84%) 83 (91%) 8 (9%) 9) 18
3 pl 91/109 (84%) 83 (91%) 8 (9%) 9) 18
3 ql 91/109 (84%) 83 (91%) 8 (9%) 9118
3 rl 91/109 (84%) 83 (91%) 8 (9%) 9} 18
3 sl 91/109 (84%) 83 (91%) 8 (9%) 9} 18
3 tl 91/109 (84%) 83 (91%) 8 (9%) 9} 18
3 ul 91/109 (84%) 83 (91%) 8 (9%) 9} 18
3 vl 91/109 (84%) 83 (91%) 8 (9%) 9118
3 wl 91/109 (84%) 83 (91%) 8 (9%) 9} 18
3 xl 91/109 (84%) 83 (91%) 8 (9%) 9) 18
3 yl 91/109 (84%) 83 (91%) 8 (9%) 9) 18
3 7l 91,109 (84%) 83 (91%) 8 (9%) 9] 18
All | Al | 39840/42480 (94%) | 38400 (96%) | 1440 (4%) 55

All (1440) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 A 230 CYS
1 A 238 ARG
1 A 311 LEU
1 A 331 THR
1 A 454 THR
1 A 455 THR
1 A 460 LEU
1 A 679 SER
1 B 230 CYS
1 B 238 ARG
1 B 311 LEU

Continued on next page...
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Mol | Chain | Res | Type
1 B 331 THR
1 B 454 THR
1 B 455 THR
1 B 460 LEU
1 B 679 SER
1 C 230 CYS
1 C 238 ARG
1 C 311 LEU
1 C 331 THR
1 C 454 THR
1 C 455 THR
1 C 460 LEU
1 C 679 SER
1 D 230 CYS
1 D 238 ARG
1 D 311 LEU
1 D 331 THR
1 D 454 THR
1 D 455 THR
1 D 460 LEU
1 D 679 SER
1 E 230 CYS
1 E 238 ARG
1 E 311 LEU
1 E 331 THR
1 E 454 THR
1 E 455 THR
1 E 460 LEU
1 E 679 SER
1 F 230 CYS
1 F 238 ARG
1 F 311 LEU
1 F 331 THR
1 F 454 THR
1 F 455 THR
1 F 460 LEU
1 F 679 SER
1 G 230 CYS
1 G 238 ARG
1 G 311 LEU
1 G 331 THR
1 G 454 THR
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Mol | Chain | Res | Type
1 G 455 THR
1 G 460 LEU
1 G 679 SER
1 H 230 CYS
1 H 238 ARG
1 H 311 LEU
1 H 331 THR
1 H 454 THR
1 H 455 THR
1 H 460 LEU
1 H 679 SER
1 I 230 CYS
1 I 238 ARG
1 I 311 LEU
1 I 331 THR
1 I 454 THR
1 I 455 THR
1 I 460 LEU
1 I 679 SER
1 J 230 CYS
1 J 238 ARG
1 J 311 LEU
1 J 331 THR
1 J 454 THR
1 J 455 THR
1 J 460 LEU
1 J 679 SER
1 K 230 CYS
1 K 238 ARG
1 K 311 LEU
1 K 331 THR
1 K 454 THR
1 K 455 THR
1 K 460 LEU
1 K 679 SER
1 L 230 CYS
1 L 238 ARG
1 L 311 LEU
1 L 331 THR
1 L 454 THR
1 L 455 THR
1 L 460 LEU

Continued on next page...



Page 319

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

Mol | Chain | Res | Type
1 L 679 SER
1 M 230 CYS
1 M 238 ARG
1 M 311 LEU
1 M 331 THR
1 M 454 THR
1 M 455 THR
1 M 460 LEU
1 M 679 SER
1 N 230 CYS
1 N 238 ARG
1 N 311 LEU
1 N 331 THR
1 N 454 THR
1 N 455 THR
1 N 460 LEU
1 N 679 SER
1 O 230 CYS
1 O 238 ARG
1 O 311 LEU
1 O 331 THR
1 O 454 THR
1 O 455 THR
1 O 460 LEU
1 O 679 SER
1 P 230 CYS
1 P 238 ARG
1 P 311 LEU
1 P 331 THR
1 P 454 THR
1 P 455 THR
1 P 460 LEU
1 P 679 SER
1 Q 230 CYS
1 Q 238 ARG
1 Q 311 LEU
1 Q 331 THR
1 Q 454 THR
1 Q 455 THR
1 Q 460 LEU
1 Q 679 SER
1 R 230 CYS
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Mol | Chain | Res | Type
1 R 238 ARG
1 R 311 LEU
1 R 331 THR
1 R 454 THR
1 R 455 THR
1 R 460 LEU
1 R 679 SER
1 S 230 CYS
1 S 238 ARG
1 S 311 LEU
1 S 331 THR
1 S 454 THR
1 S 455 THR
1 S 460 LEU
1 S 679 SER
1 T 230 CYS
1 T 238 ARG
1 T 311 LEU
1 T 331 THR
1 T 454 THR
1 T 455 THR
1 T 460 LEU
1 T 679 SER
1 U 230 CYS
1 U 238 ARG
1 U 311 LEU
1 U 331 THR
1 U 454 THR
1 U 455 THR
1 U 460 LEU
1 U 679 SER
1 \Y 230 CYS
1 \Y 238 ARG
1 \Y 311 LEU
1 \Y 331 THR
1 \Y 454 THR
1 \Y 455 THR
1 \Y 460 LEU
1 \Y 679 SER
1 W 230 CYS
1 W 238 ARG
1 W 311 LEU
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Mol | Chain | Res | Type
1 W 331 THR
1 W 454 THR
1 W 455 THR
1 W 460 LEU
1 W 679 SER
1 X 230 CYS
1 X 238 ARG
1 X 311 LEU
1 X 331 THR
1 X 454 THR
1 X 455 THR
1 X 460 LEU
1 X 679 SER
1 Y 230 CYS
1 Y 238 ARG
1 Y 311 LEU
1 Y 331 THR
1 Y 454 THR
1 Y 455 THR
1 Y 460 LEU
1 Y 679 SER
1 Z 230 CYS
1 Z 238 ARG
1 Z 311 LEU
1 Z 331 THR
1 7 454 THR
1 7 455 THR
1 Z 460 LEU
1 Z 679 SER
1 a 230 CYS
1 a 238 ARG
1 a 311 LEU
1 a 331 THR
1 a 454 THR
1 a 455 THR
1 a 460 LEU
1 a 679 SER
1 b 230 CYS
1 b 238 ARG
1 b 311 LEU
1 b 331 THR
1 b 454 THR
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Mol | Chain | Res | Type
1 b 455 THR
1 b 460 LEU
1 b 679 SER
1 c 230 CYS
1 c 238 ARG
1 c 311 LEU
1 c 331 THR
1 c 454 THR
1 c 455 THR
1 c 460 LEU
1 c 679 SER
1 d 230 CYS
1 d 238 ARG
1 d 311 LEU
1 d 331 THR
1 d 454 THR
1 d 455 THR
1 d 460 LEU
1 d 679 SER
1 e 230 CYS
1 e 238 ARG
1 e 311 LEU
1 e 331 THR
1 e 454 THR
1 e 455 THR
1 e 460 LEU
1 e 679 SER
1 f 230 CYS
1 f 238 ARG
1 f 311 LEU
1 f 331 THR
1 f 454 THR
1 f 455 THR
1 f 460 LEU
1 f 679 SER
1 g 230 CYS
1 g 238 ARG
1 g 311 LEU
1 g 331 THR
1 g 454 THR
1 g 455 THR
1 g 460 LEU
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Mol | Chain | Res | Type
1 g 679 SER
1 h 230 CYS
1 h 238 ARG
1 h 311 LEU
1 h 331 THR
1 h 454 THR
1 h 455 THR
1 h 460 LEU
1 h 679 SER
1 i 230 CYS
1 i 238 ARG
1 i 311 LEU
1 i 331 THR
1 i 454 THR
1 i 455 THR
1 i 460 LEU
1 i 679 SER
1 j 230 CYS
1 j 238 ARG
1 j 311 LEU
1 j 331 THR
1 j 454 THR
1 j 455 THR
1 j 460 LEU
1 j 679 SER
1 k 230 CYS
1 k 238 ARG
1 k 311 LEU
1 k 331 THR
1 k 454 THR
1 k 455 THR
1 k 460 LEU
1 k 679 SER
1 1 230 CYS
1 1 238 ARG
1 1 311 LEU
1 1 331 THR
1 1 454 THR
1 1 455 THR
1 1 460 LEU
1 1 679 SER
1 m 230 CYS
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Mol | Chain | Res | Type
1 m 238 ARG
1 m 311 LEU
1 m 331 THR
1 m 454 THR
1 m 455 THR
1 m 460 LEU
1 m 679 SER
1 n 230 CYS
1 n 238 ARG
1 n 311 LEU
1 n 331 THR
1 n 454 THR
1 n 455 THR
1 n 460 LEU
1 n 679 SER
1 0 230 CYS
1 0 238 ARG
1 0 311 LEU
1 0 331 THR
1 0 454 THR
1 0 455 THR
1 0 460 LEU
1 0 679 SER
1 p 230 CYS
1 p 238 ARG
1 p 311 LEU
1 p 331 THR
1 p 454 THR
1 p 455 THR
1 p 460 LEU
1 p 679 SER
1 q 230 CYS
1 q 238 ARG
1 q 311 LEU
1 q 331 THR
1 q 454 THR
1 q 455 THR
1 q 460 LEU
1 q 679 SER
1 r 230 CYS
1 r 238 ARG
1 r 311 LEU

Continued on next page...



Page 325

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

Mol | Chain | Res | Type
1 r 331 THR
1 r 454 THR
1 r 455 THR
1 r 460 LEU
1 r 679 SER
1 s 230 CYS
1 s 238 ARG
1 s 311 LEU
1 s 331 THR
1 s 454 THR
1 s 455 THR
1 s 460 LEU
1 s 679 SER
1 t 230 CYS
1 t 238 ARG
1 t 311 LEU
1 t 331 THR
1 t 454 THR
1 t 455 THR
1 t 460 LEU
1 t 679 SER
1 u 230 CYS
1 u 238 ARG
1 u 311 LEU
1 u 331 THR
1 u 454 THR
1 u 455 THR
1 u 460 LEU
1 u 679 SER
1 4 230 CYS
1 \ 238 ARG
1 v 311 LEU
1 v 331 THR
1 v 454 THR
1 4 455 THR
1 4 460 LEU
1 4 679 SER
1 w 230 CYS
1 W 238 ARG
1 W 311 LEU
1 W 331 THR
1 W 454 THR
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Mol | Chain | Res | Type
1 w 455 THR
1 W 460 LEU
1 w 679 SER
1 X 230 CYS
1 X 238 ARG
1 X 311 LEU
1 X 331 THR
1 X 454 THR
1 X 455 THR
1 X 460 LEU
1 X 679 SER
1 y 230 CYS
1 y 238 ARG
1 y 311 LEU
1 y 331 THR
1 y 454 THR
1 y 455 THR
1 y 460 LEU
1 y 679 SER
1 z 230 CYS
1 z 238 ARG
1 z 311 LEU
1 z 331 THR
1 z 454 THR
1 z 455 THR
1 z 460 LEU
1 zZ 679 SER
1 0 230 CYS
1 0 238 ARG
1 0 311 LEU
1 0 331 THR
1 0 454 THR
1 0 455 THR
1 0 460 LEU
1 0 679 SER
1 1 230 CYS
1 1 238 ARG
1 1 311 LEU
1 1 331 THR
1 1 454 THR
1 1 455 THR
1 1 460 LEU
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Mol | Chain | Res | Type
1 1 679 SER
1 2 230 CYS
1 2 238 ARG
1 2 311 LEU
1 2 331 THR
1 2 454 THR
1 2 455 THR
1 2 460 LEU
1 2 679 SER
1 3 230 CYS
1 3 238 ARG
1 3 311 LEU
1 3 331 THR
1 3 454 THR
1 3 455 THR
1 3 460 LEU
1 3 679 SER
1 4 230 CYS
1 4 238 ARG
1 4 311 LEU
1 4 331 THR
1 4 454 THR
1 4 455 THR
1 4 460 LEU
1 4 679 SER
1 5 230 CYS
1 5 238 ARG
1 5 311 LEU
1 5 331 THR
1 5 454 THR
1 5 455 THR
1 5 460 LEU
1 5 679 SER
1 6 230 CYS
1 6 238 ARG
1 6 311 LEU
1 6 331 THR
1 6 454 THR
1 6 455 THR
1 6 460 LEU
1 6 679 SER
1 7 230 CYS
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Mol | Chain | Res | Type
1 7 238 ARG
1 7 311 LEU
1 7 331 THR
1 7 454 THR
1 7 455 THR
1 7 460 LEU
1 7 679 SER
2 Ah 25 GLU
2 Ah 30 LEU
2 Ah 31 VAL
2 Ah 37 LEU
2 Ah 39 LEU
2 Ah 48 ILE
2 Ah 93 ASP
2 Ah 137 VAL
2 Bh 25 GLU
2 Bh 30 LEU
2 Bh 31 VAL
2 Bh 37 LEU
2 Bh 39 LEU
2 Bh 48 ILE
2 Bh 93 ASP
2 Bh 137 VAL
2 Ch 25 GLU
2 Ch 30 LEU
2 Ch 31 VAL
2 Ch 37 LEU
2 Ch 39 LEU
2 Ch 48 ILE
2 Ch 93 ASP
2 Ch 137 VAL
2 Dh 25 GLU
2 Dh 30 LEU
2 Dh 31 VAL
2 Dh 37 LEU
2 Dh 39 LEU
2 Dh 48 ILE
2 Dh 93 ASP
2 Dh 137 VAL
2 Eh 25 GLU
2 Eh 30 LEU
2 Eh 31 VAL
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Mol | Chain | Res | Type
2 Eh 37 LEU
2 Eh 39 LEU
2 Eh 48 ILE
2 Eh 93 ASP
2 Eh 137 VAL
2 Fh 25 GLU
2 Fh 30 LEU
2 Fh 31 VAL
2 Fh 37 LEU
2 Fh 39 LEU
2 Fh 48 ILE
2 Fh 93 ASP
2 Fh 137 VAL
2 Gh 25 GLU
2 Gh 30 LEU
2 Gh 31 VAL
2 Gh 37 LEU
2 Gh 39 LEU
2 Gh 48 ILE
2 Gh 93 ASP
2 Gh 137 VAL
2 Hh 25 GLU
2 Hh 30 LEU
2 Hh 31 VAL
2 Hh 37 LEU
2 Hh 39 LEU
2 Hh 48 ILE
2 Hh 93 ASP
2 Hh 137 VAL
2 Ih 25 GLU
2 Ih 30 LEU
2 Ih 31 VAL
2 Ih 37 LEU
2 Ih 39 LEU
2 Ih 48 ILE
2 Ih 93 ASP
2 Ih 137 VAL
2 Jh 25 GLU
2 Jh 30 LEU
2 Jh 31 VAL
2 Jh 37 LEU
2 Jh 39 LEU
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Mol | Chain | Res | Type
2 Jh 48 ILE
2 Jh 93 ASP
2 Jh 137 VAL
2 Kh 25 GLU
2 Kh 30 LEU
2 Kh 31 VAL
2 Kh 37 LEU
2 Kh 39 LEU
2 Kh 48 ILE
2 Kh 93 ASP
2 Kh 137 VAL
2 Lh 25 GLU
2 Lh 30 LEU
2 Lh 31 VAL
2 Lh 37 LEU
2 Lh 39 LEU
2 Lh 48 ILE
2 Lh 93 ASP
2 Lh 137 VAL
2 Mh 25 GLU
2 Mh 30 LEU
2 Mh 31 VAL
2 Mh 37 LEU
2 Mh 39 LEU
2 Mh 48 ILE
2 Mh 93 ASP
2 Mh 137 VAL
2 Nh 25 GLU
2 Nh 30 LEU
2 Nh 31 VAL
2 Nh 37 LEU
2 Nh 39 LEU
2 Nh 48 ILE
2 Nh 93 ASP
2 Nh 137 VAL
2 Oh 25 GLU
2 Oh 30 LEU
2 Oh 31 VAL
2 Oh 37 LEU
2 Oh 39 LEU
2 Oh 48 ILE
2 Oh 93 ASP
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Mol | Chain | Res | Type
2 Oh 137 VAL
2 Ph 25 GLU
2 Ph 30 LEU
2 Ph 31 VAL
2 Ph 37 LEU
2 Ph 39 LEU
2 Ph 48 ILE
2 Ph 93 ASP
2 Ph 137 VAL
2 Qh 25 GLU
2 Qh 30 LEU
2 Qh 31 VAL
2 Qh 37 LEU
2 Qh 39 LEU
2 Qh 48 ILE
2 Qh 93 ASP
2 Qh 137 VAL
2 Rh 25 GLU
2 Rh 30 LEU
2 Rh 31 VAL
2 Rh 37 LEU
2 Rh 39 LEU
2 Rh 48 ILE
2 Rh 93 ASP
2 Rh 137 VAL
2 Sh 25 GLU
2 Sh 30 LEU
2 Sh 31 VAL
2 Sh 37 LEU
2 Sh 39 LEU
2 Sh 48 ILE
2 Sh 93 ASP
2 Sh 137 VAL
2 Th 25 GLU
2 Th 30 LEU
2 Th 31 VAL
2 Th 37 LEU
2 Th 39 LEU
2 Th 48 ILE
2 Th 93 ASP
2 Th 137 VAL
2 Uh 25 GLU
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Mol | Chain | Res | Type
2 Uh 30 LEU
2 Uh 31 VAL
2 Uh 37 LEU
2 Uh 39 LEU
2 Uh 48 ILE
2 Uh 93 ASP
2 Uh 137 VAL
2 Vh 25 GLU
2 Vh 30 LEU
2 Vh 31 VAL
2 Vh 37 LEU
2 Vh 39 LEU
2 Vh 48 ILE
2 Vh 93 ASP
2 Vh 137 VAL
2 Wh 25 GLU
2 Wh 30 LEU
2 Wh 31 VAL
2 Wh 37 LEU
2 Wh 39 LEU
2 Wh 48 ILE
2 Wh 93 ASP
2 Wh 137 VAL
2 Xh 25 GLU
2 Xh 30 LEU
2 Xh 31 VAL
2 Xh 37 LEU
2 Xh 39 LEU
2 Xh 48 ILE
2 Xh 93 ASP
2 Xh 137 VAL
2 Yh 25 GLU
2 Yh 30 LEU
2 Yh 31 VAL
2 Yh 37 LEU
2 Yh 39 LEU
2 Yh 48 ILE
2 Yh 93 ASP
2 Yh 137 VAL
2 Zh 25 GLU
2 Zh 30 LEU
2 Zh 31 VAL
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Mol | Chain | Res | Type
2 Zh 37 LEU
2 Zh 39 LEU
2 Zh 48 ILE
2 Zh 93 ASP
2 Zh 137 VAL
2 ah 25 GLU
2 ah 30 LEU
2 ah 31 VAL
2 ah 37 LEU
2 ah 39 LEU
2 ah 48 ILE
2 ah 93 ASP
2 ah 137 VAL
2 bh 25 GLU
2 bh 30 LEU
2 bh 31 VAL
2 bh 37 LEU
2 bh 39 LEU
2 bh 48 ILE
2 bh 93 ASP
2 bh 137 VAL
2 ch 25 GLU
2 ch 30 LEU
2 ch 31 VAL
2 ch 37 LEU
2 ch 39 LEU
2 ch 48 ILE
2 ch 93 ASP
2 ch 137 VAL
2 dh 25 GLU
2 dh 30 LEU
2 dh 31 VAL
2 dh 37 LEU
2 dh 39 LEU
2 dh 48 ILE
2 dh 93 ASP
2 dh 137 VAL
2 eh 25 GLU
2 eh 30 LEU
2 eh 31 VAL
2 eh 37 LEU
2 eh 39 LEU
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Mol | Chain | Res | Type
2 eh 48 ILE
2 eh 93 ASP
2 eh 137 VAL
2 th 25 GLU
2 th 30 LEU
2 th 31 VAL
2 th 37 LEU
2 th 39 LEU
2 th 48 ILE
2 th 93 ASP
2 th 137 VAL
2 gh 25 GLU
2 gh 30 LEU
2 gh 31 VAL
2 gh 37 LEU
2 gh 39 LEU
2 gh 48 ILE
2 gh 93 ASP
2 gh 137 VAL
2 hh 25 GLU
2 hh 30 LEU
2 hh 31 VAL
2 hh 37 LEU
2 hh 39 LEU
2 hh 48 ILE
2 hh 93 ASP
2 hh 137 VAL
2 ih 25 GLU
2 ih 30 LEU
2 ih 31 VAL
2 ih 37 LEU
2 ih 39 LEU
2 ih 48 ILE
2 ih 93 ASP
2 ih 137 VAL
2 jh 25 GLU
2 jh 30 LEU
2 jh 31 VAL
2 jh 37 LEU
2 jh 39 LEU
2 jh 48 ILE
2 jh 93 ASP
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Mol | Chain | Res | Type
2 jh 137 VAL
2 kh 25 GLU
2 kh 30 LEU
2 kh 31 VAL
2 kh 37 LEU
2 kh 39 LEU
2 kh 48 ILE
2 kh 93 ASP
2 kh 137 VAL
2 lh 25 GLU
2 lh 30 LEU
2 lh 31 VAL
2 lh 37 LEU
2 lh 39 LEU
2 lh 48 ILE
2 lh 93 ASP
2 lh 137 VAL
2 mh 25 GLU
2 mh 30 LEU
2 mh 31 VAL
2 mh 37 LEU
2 mh 39 LEU
2 mh 48 ILE
2 mh 93 ASP
2 mh 137 VAL
2 nh 25 GLU
2 nh 30 LEU
2 nh 31 VAL
2 nh 37 LEU
2 nh 39 LEU
2 nh 48 ILE
2 nh 93 ASP
2 nh 137 VAL
2 oh 25 GLU
2 oh 30 LEU
2 oh 31 VAL
2 oh 37 LEU
2 oh 39 LEU
2 oh 48 ILE
2 oh 93 ASP
2 oh 137 VAL
2 ph 25 GLU
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Mol | Chain | Res | Type
2 ph 30 LEU
2 ph 31 VAL
2 ph 37 LEU
2 ph 39 LEU
2 ph 48 ILE
2 ph 93 ASP
2 ph 137 VAL
2 gh 25 GLU
2 gh 30 LEU
2 gh 31 VAL
2 gh 37 LEU
2 gh 39 LEU
2 gh 48 ILE
2 gh 93 ASP
2 gh 137 VAL
2 rh 25 GLU
2 rh 30 LEU
2 rh 31 VAL
2 rh 37 LEU
2 rh 39 LEU
2 rh 48 ILE
2 rh 93 ASP
2 rh 137 VAL
2 sh 25 GLU
2 sh 30 LEU
2 sh 31 VAL
2 sh 37 LEU
2 sh 39 LEU
2 sh 48 ILE
2 sh 93 ASP
2 sh 137 VAL
2 th 25 GLU
2 th 30 LEU
2 th 31 VAL
2 th 37 LEU
2 th 39 LEU
2 th 48 ILE
2 th 93 ASP
2 th 137 VAL
2 uh 25 GLU
2 uh 30 LEU
2 uh 31 VAL
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Mol | Chain | Res | Type
2 uh 37 LEU
2 uh 39 LEU
2 uh 48 ILE
2 uh 93 ASP
2 uh 137 VAL
2 vh 25 GLU
2 vh 30 LEU
2 vh 31 VAL
2 vh 37 LEU
2 vh 39 LEU
2 vh 48 ILE
2 vh 93 ASP
2 vh 137 VAL
2 wh 25 GLU
2 wh 30 LEU
2 wh 31 VAL
2 wh 37 LEU
2 wh 39 LEU
2 wh 48 ILE
2 wh 93 ASP
2 wh 137 VAL
2 xh 25 GLU
2 xh 30 LEU
2 xh 31 VAL
2 xh 37 LEU
2 xh 39 LEU
2 xh 48 ILE
2 xh 93 ASP
2 xh 137 VAL
2 yvh 25 GLU
2 yvh 30 LEU
2 vh 31 VAL
2 vh 37 LEU
2 vh 39 LEU
2 vh 48 ILE
2 vh 93 ASP
2 yvh 137 VAL
2 zh 25 GLU
2 zh 30 LEU
2 zh 31 VAL
2 zh 37 LEU
2 zh 39 LEU
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Mol | Chain | Res | Type
2 zh 48 ILE
2 zh 93 ASP
2 zh 137 VAL
2 Oh 25 GLU
2 Oh 30 LEU
2 Oh 31 VAL
2 Oh 37 LEU
2 Oh 39 LEU
2 Oh 48 ILE
2 Oh 93 ASP
2 Oh 137 VAL
2 1h 25 GLU
2 1h 30 LEU
2 1h 31 VAL
2 1h 37 LEU
2 1h 39 LEU
2 1h 48 ILE
2 1h 93 ASP
2 1h 137 VAL
2 2h 25 GLU
2 2h 30 LEU
2 2h 31 VAL
2 2h 37 LEU
2 2h 39 LEU
2 2h 48 ILE
2 2h 93 ASP
2 2h 137 VAL
2 3h 25 GLU
2 3h 30 LEU
2 3h 31 VAL
2 3h 37 LEU
2 3h 39 LEU
2 3h 48 ILE
2 3h 93 ASP
2 3h 137 VAL
2 4h 25 GLU
2 4h 30 LEU
2 4h 31 VAL
2 4h 37 LEU
2 4h 39 LEU
2 4h 48 ILE
2 4h 93 ASP
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Mol | Chain | Res | Type
2 4h 137 VAL
2 5h 25 GLU
2 5h 30 LEU
2 5h 31 VAL
2 oh 37 LEU
2 5h 39 LEU
2 5h 48 ILE
2 5h 93 ASP
2 5h 137 VAL
2 6h 25 GLU
2 6h 30 LEU
2 6h 31 VAL
2 6h 37 LEU
2 6h 39 LEU
2 6h 48 ILE
2 6h 93 ASP
2 6h 137 VAL
2 7h 25 GLU
2 7h 30 LEU
2 7h 31 VAL
2 7h 37 LEU
2 7h 39 LEU
2 7h 48 ILE
2 7h 93 ASP
2 7h 137 VAL
3 Al 43 THR
3 Al 53 ASN
3 Al 79 ARG
3 Al 104 ASP
3 Al 121 PHE
3 Al 125 THR
3 Al 126 LYS
3 Al 128 THR
3 Bl 43 THR
3 Bl 53 ASN
3 Bl 79 ARG
3 Bl 104 ASP
3 Bl 121 PHE
3 Bl 125 THR
3 Bl 126 LYS
3 Bl 128 THR
3 Cl 43 THR
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Mol | Chain | Res | Type
3 Cl 53 ASN
3 Cl 79 ARG
3 Cl 104 ASP
3 Cl 121 PHE
3 Cl 125 THR
3 Cl 126 LYS
3 Cl 128 THR
3 Dl 43 THR
3 Dl 53 ASN
3 Dl 79 ARG
3 Dl 104 ASP
3 Dl 121 PHE
3 Dl 125 THR
3 Dl 126 LYS
3 Dl 128 THR
3 El 43 THR
3 El 53 ASN
3 El 79 ARG
3 El 104 ASP
3 El 121 PHE
3 El 125 THR
3 El 126 LYS
3 El 128 THR
3 Fl 43 THR
3 F1 53 ASN
3 Fl 79 ARG
3 Fl 104 ASP
3 Fl1 121 PHE
3 Fl 125 THR
3 Fl 126 LYS
3 Fl 128 THR
3 Gl 43 THR
3 Gl 53 ASN
3 Gl 79 ARG
3 Gl 104 ASP
3 Gl 121 PHE
3 Gl 125 THR
3 Gl 126 LYS
3 Gl 128 THR
3 Hl 43 THR
3 Hl 53 ASN
3 Hl 79 ARG
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Mol | Chain | Res | Type
3 Hl 104 ASP
3 Hl 121 PHE
3 Hl 125 THR
3 Hl 126 LYS
3 Hl 128 THR
3 I 43 THR
3 il 53 ASN
3 il 79 ARG
3 I 104 ASP
3 I 121 PHE
3 il 125 THR
3 il 126 LYS
3 I 128 THR
3 J1 43 THR
3 J1 53 ASN
3 J1 79 ARG
3 J1 104 ASP
3 J1 121 PHE
3 J1 125 THR
3 J1 126 LYS
3 J1 128 THR
3 Kl 43 THR
3 Kl 53 ASN
3 Kl 79 ARG
3 Kl 104 ASP
3 Kl 121 PHE
3 Kl 125 THR
3 Kl 126 LYS
3 Kl 128 THR
3 L1 43 THR
3 Ll 53 ASN
3 L1 79 ARG
3 L1 104 ASP
3 L1 121 PHE
3 L1 125 THR
3 L1 126 LYS
3 L1 128 THR
3 Ml 43 THR
3 Ml 53 ASN
3 Ml 79 ARG
3 Ml 104 ASP
3 Ml 121 PHE
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Mol | Chain | Res | Type
3 Ml 125 THR
3 Ml 126 LYS
3 Ml 128 THR
3 NI 43 THR
3 N1 53 ASN
3 N1 79 ARG
3 NI 104 ASP
3 NI 121 PHE
3 NI 125 THR
3 NI 126 LYS
3 NI 128 THR
3 Ol 43 THR
3 Ol 53 ASN
3 Ol 79 ARG
3 Ol 104 ASP
3 Ol 121 PHE
3 Ol 125 THR
3 Ol 126 LYS
3 Ol 128 THR
3 Pl 43 THR
3 Pl 53 ASN
3 Pl 79 ARG
3 Pl 104 ASP
3 Pl 121 PHE
3 Pl 125 THR
3 Pl 126 LYS
3 Pl 128 THR
3 Ql 43 THR
3 Ql 53 ASN
3 Ql 79 ARG
3 Ql 104 ASP
3 Ql 121 PHE
3 Ql 125 THR
3 Ql 126 LYS
3 Ql 128 THR
3 Rl 43 THR
3 Rl 53 ASN
3 Rl 79 ARG
3 Rl 104 ASP
3 R1 121 PHE
3 Rl 125 THR
3 Rl 126 LYS
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Mol | Chain | Res | Type
3 Rl 128 THR
3 Sl 43 THR
3 Sl 53 ASN
3 Sl 79 ARG
3 Sl 104 ASP
3 Sl 121 PHE
3 Sl 125 THR
3 Sl 126 LYS
3 Sl 128 THR
3 Tl 43 THR
3 Tl 53 ASN
3 Tl 79 ARG
3 Tl 104 ASP
3 Tl 121 PHE
3 Tl 125 THR
3 Tl 126 LYS
3 Tl 128 THR
3 Ul 43 THR
3 Ul 53 ASN
3 Ul 79 ARG
3 Ul 104 ASP
3 Ul 121 PHE
3 Ul 125 THR
3 Ul 126 LYS
3 Ul 128 THR
3 V1 43 THR
3 V1 53 ASN
3 Vi1 79 ARG
3 Vi 104 ASP
3 Vi 121 PHE
3 Vi 125 THR
3 V1 126 LYS
3 V1 128 THR
3 W1 43 THR
3 W1 53 ASN
3 W1 79 ARG
3 Wi 104 ASP
3 Wi 121 PHE
3 Wi 125 THR
3 W1 126 LYS
3 W1 128 THR
3 X1 43 THR
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Mol | Chain | Res | Type
3 Xl 53 ASN
3 X1 79 ARG
3 Xl 104 ASP
3 X1 121 PHE
3 X1 125 THR
3 X1 126 LYS
3 X1 128 THR
3 Y1 43 THR
3 Y1 53 ASN
3 Y1 79 ARG
3 Y1 104 ASP
3 Y1 121 PHE
3 Y1 125 THR
3 Y1 126 LYS
3 Y1 128 THR
3 Z1 43 THR
3 Z1 53 ASN
3 Z1 79 ARG
3 Z1 104 ASP
3 Z1 121 PHE
3 Z1 125 THR
3 Z1 126 LYS
3 Z1 128 THR
3 al 43 THR
3 al 53 ASN
3 al 79 ARG
3 al 104 ASP
3 al 121 PHE
3 al 125 THR
3 al 126 LYS
3 al 128 THR
3 bl 43 THR
3 bl 53 ASN
3 bl 79 ARG
3 bl 104 ASP
3 bl 121 PHE
3 bl 125 THR
3 bl 126 LYS
3 bl 128 THR
3 cl 43 THR
3 cl 53 ASN
3 cl 79 ARG
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Mol | Chain | Res | Type
3 cl 104 ASP
3 cl 121 PHE
3 cl 125 THR
3 cl 126 LYS
3 cl 128 THR
3 dl 43 THR
3 dl 53 ASN
3 dl 79 ARG
3 dl 104 ASP
3 dl 121 PHE
3 dl 125 THR
3 dl 126 LYS
3 dl 128 THR
3 el 43 THR
3 el 53 ASN
3 el 79 ARG
3 el 104 ASP
3 el 121 PHE
3 el 125 THR
3 el 126 LYS
3 el 128 THR
3 fl 43 THR
3 fl 53 ASN
3 fl 79 ARG
3 fl 104 ASP
3 fl 121 PHE
3 fl 125 THR
3 fl 126 LYS
3 fl 128 THR
3 gl 43 THR
3 gl 53 ASN
3 gl 79 ARG
3 gl 104 ASP
3 gl 121 PHE
3 gl 125 THR
3 gl 126 LYS
3 gl 128 THR
3 hl 43 THR
3 hl 53 ASN
3 hl 79 ARG
3 hl 104 ASP
3 hl 121 PHE
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Mol | Chain | Res | Type
3 hl 125 THR
3 hl 126 LYS
3 hl 128 THR
3 il 43 THR
3 il 53 ASN
3 il 79 ARG
3 il 104 ASP
3 il 121 PHE
3 il 125 THR
3 il 126 LYS
3 il 128 THR
3 jl 43 THR
3 jl 53 ASN
3 jl 79 ARG
3 jl 104 ASP
3 jl 121 PHE
3 jl 125 THR
3 jl 126 LYS
3 jl 128 THR
3 kl 43 THR
3 kl 53 ASN
3 kl 79 ARG
3 kl 104 ASP
3 kl 121 PHE
3 kl 125 THR
3 kl 126 LYS
3 kl 128 THR
3 11 43 THR
3 11 53 ASN
3 11 79 ARG
3 11 104 ASP
3 11 121 PHE
3 11 125 THR
3 11 126 LYS
3 11 128 THR
3 ml 43 THR
3 ml 53 ASN
3 ml 79 ARG
3 ml 104 ASP
3 ml 121 PHE
3 ml 125 THR
3 ml 126 LYS
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Mol | Chain | Res | Type
3 ml 128 THR
3 nl 43 THR
3 nl 53 ASN
3 nl 79 ARG
3 nl 104 ASP
3 nl 121 PHE
3 nl 125 THR
3 nl 126 LYS
3 nl 128 THR
3 ol 43 THR
3 ol 53 ASN
3 ol 79 ARG
3 ol 104 ASP
3 ol 121 PHE
3 ol 125 THR
3 ol 126 LYS
3 ol 128 THR
3 pl 43 THR
3 pl 53 ASN
3 pl 79 ARG
3 pl 104 ASP
3 pl 121 PHE
3 pl 125 THR
3 pl 126 LYS
3 pl 128 THR
3 ql 43 THR
3 ql 53 ASN
3 ql 79 ARG
3 ql 104 ASP
3 ql 121 PHE
3 ql 125 THR
3 ql 126 LYS
3 ql 128 THR
3 rl 43 THR
3 rl 53 ASN
3 rl 79 ARG
3 rl 104 ASP
3 rl 121 PHE
3 rl 125 THR
3 rl 126 LYS
3 rl 128 THR
3 sl 43 THR
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Mol | Chain | Res | Type
3 sl 53 ASN
3 sl 79 ARG
3 sl 104 ASP
3 sl 121 PHE
3 sl 125 THR
3 sl 126 LYS
3 sl 128 THR
3 tl 43 THR
3 tl 53 ASN
3 tl 79 ARG
3 tl 104 ASP
3 tl 121 PHE
3 tl 125 THR
3 tl 126 LYS
3 tl 128 THR
3 ul 43 THR
3 ul 53 ASN
3 ul 79 ARG
3 ul 104 ASP
3 ul 121 PHE
3 ul 125 THR
3 ul 126 LYS
3 ul 128 THR
3 vl 43 THR
3 vl 53 ASN
3 vl 79 ARG
3 vl 104 ASP
3 vl 121 PHE
3 vl 125 THR
3 vl 126 LYS
3 vl 128 THR
3 wl 43 THR
3 wl 53 ASN
3 wl 79 ARG
3 wl 104 ASP
3 wl 121 PHE
3 wl 125 THR
3 wl 126 LYS
3 wl 128 THR
3 x1 43 THR
3 x1 53 ASN
3 x1 79 ARG
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Mol | Chain | Res | Type
3 x1 104 ASP
3 x1 121 PHE
3 x1 125 THR
3 x1 126 LYS
3 x1 128 THR
3 yl 43 THR
3 yl 53 ASN
3 yl 79 ARG
3 yl 104 ASP
3 yl 121 PHE
3 yl 125 THR
3 yl 126 LYS
3 yl 128 THR
3 zl 43 THR
3 zl 53 ASN
3 zl 79 ARG
3 zl 104 ASP
3 zl 121 PHE
3 zl 125 THR
3 zl 126 LYS
3 zl 128 THR
3 0l 43 THR
3 0l 53 ASN
3 0l 79 ARG
3 0l 104 ASP
3 0l 121 PHE
3 0l 125 THR
3 0l 126 LYS
3 0l 128 THR
3 11 43 THR
3 11 53 ASN
3 11 79 ARG
3 11 104 ASP
3 11 121 PHE
3 11 125 THR
3 11 126 LYS
3 11 128 THR
3 21 43 THR
3 21 53 ASN
3 21 79 ARG
3 21 104 ASP
3 21 121 PHE
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Mol | Chain | Res | Type
3 21 125 THR
3 21 126 LYS
3 21 128 THR
3 3l 43 THR
3 3l 53 ASN
3 3l 79 ARG
3 3l 104 ASP
3 3l 121 PHE
3 3l 125 THR
3 31 126 LYS
3 3l 128 THR
3 41 43 THR
3 41 53 ASN
3 41 79 ARG
3 41 104 ASP
3 41 121 PHE
3 41 125 THR
3 41 126 LYS
3 41 128 THR
3 5l 43 THR
3 5l 53 ASN
3 ol 79 ARG
3 5l 104 ASP
3 ol 121 PHE
3 ol 125 THR
3 5l 126 LYS
3 5l 128 THR
3 61 43 THR
3 61 53 ASN
3 61 79 ARG
3 61 104 ASP
3 61 121 PHE
3 61 125 THR
3 61 126 LYS
3 61 128 THR
3 7l 43 THR
3 71 53 ASN
3 71 79 ARG
3 71 104 ASP
3 71 121 PHE
3 71 125 THR
3 7l 126 LYS
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Mol | Chain | Res | Type
3 71 128 THR

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (1231)
such sidechains are listed below:

Mol | Chain | Res | Type
1 A 223 ASN
1 A 253 ASN
1 A 288 HIS
1 A 302 ASN
1 A 341 GLN
1 A 374 GLN
1 A 426 HIS
1 A 485 GLN
1 A 496 ASN
1 A 509 HIS
1 A 518 ASN
1 A 551 ASN
1 A 596 ASN
1 A 614 GLN
1 A 629 HIS
1 A 645 GLN
1 A 677 GLN
1 A 699 GLN
1 A 709 ASN
1 A 17 ASN
1 B 223 ASN
1 B 288 HIS
1 B 302 ASN
1 B 341 GLN
1 B 426 HIS
1 B 485 GLN
1 B 496 ASN
1 B 509 HIS
1 B 518 ASN
1 B 551 ASN
1 B 596 ASN
1 B 614 GLN
1 B 629 HIS
1 B 645 GLN
1 B 699 GLN
1 B 709 ASN
1 B 717 ASN
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Mol | Chain | Res | Type
1 C 223 ASN
1 C 253 ASN
1 C 288 HIS
1 C 302 ASN
1 C 341 GLN
1 C 374 GLN
1 C 426 HIS
1 C 485 GLN
1 C 496 ASN
1 C 509 HIS
1 C 518 ASN
1 C 551 ASN
1 C 596 ASN
1 C 614 GLN
1 C 629 HIS
1 C 645 GLN
1 C 699 GLN
1 C 709 ASN
1 C 717 ASN
1 D 223 ASN
1 D 253 ASN
1 D 270 ASN
1 D 288 HIS
1 D 302 ASN
1 D 341 GLN
1 D 374 GLN
1 D 426 HIS
1 D 485 GLN
1 D 496 ASN
1 D 509 HIS
1 D 518 ASN
1 D 551 ASN
1 D 596 ASN
1 D 614 GLN
1 D 629 HIS
1 D 645 GLN
1 D 699 GLN
1 D 709 ASN
1 D 717 ASN
1 E 223 ASN
1 E 270 ASN
1 E 288 HIS
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Mol | Chain | Res | Type
1 E 302 ASN
1 E 341 GLN
1 E 426 HIS
1 E 485 GLN
1 E 496 ASN
1 E 509 HIS
1 E 518 ASN
1 E 551 ASN
1 E 596 ASN
1 E 614 GLN
1 E 629 HIS
1 E 645 GLN
1 E 699 GLN
1 E 709 ASN
1 E v ASN
1 F 223 ASN
1 F 253 ASN
1 F 288 HIS
1 F 302 ASN
1 F 341 GLN
1 F 374 GLN
1 F 426 HIS
1 F 485 GLN
1 F 496 ASN
1 F 509 HIS
1 F 518 ASN
1 F 551 ASN
1 F 596 ASN
1 F 614 GLN
1 F 629 HIS
1 F 645 GLN
1 F 699 GLN
1 F 709 ASN
1 F v ASN
1 G 223 ASN
1 G 270 ASN
1 G 288 HIS
1 G 302 ASN
1 G 341 GLN
1 G 426 HIS
1 G 485 GLN
1 G 496 ASN
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Mol | Chain | Res | Type
1 G 509 HIS
1 G 518 ASN
1 G 551 ASN
1 G 596 ASN
1 G 614 GLN
1 G 629 HIS
1 G 645 GLN
1 G 699 GLN
1 G 709 ASN
1 G v ASN
1 H 223 ASN
1 H 270 ASN
1 H 288 HIS
1 H 302 ASN
1 H 341 GLN
1 H 426 HIS
1 H 485 GLN
1 H 496 ASN
1 H 509 HIS
1 H 518 ASN
1 H 551 ASN
1 H 596 ASN
1 H 614 GLN
1 H 629 HIS
1 H 645 GLN
1 H 699 GLN
1 H 709 ASN
1 H v ASN
1 I 223 ASN
1 I 253 ASN
1 I 270 ASN
1 I 288 HIS
1 I 302 ASN
1 I 341 GLN
1 I 374 GLN
1 I 426 HIS
1 I 485 GLN
1 I 496 ASN
1 I 509 HIS
1 I 518 ASN
1 I 545 GLN
1 I 551 ASN
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Mol | Chain | Res | Type
1 I 596 ASN
1 I 614 GLN
1 I 629 HIS
1 I 645 GLN
1 I 699 GLN
1 I 709 ASN
1 I v ASN
1 J 223 ASN
1 J 253 ASN
1 J 288 HIS
1 J 302 ASN
1 J 341 GLN
1 J 374 GLN
1 J 426 HIS
1 J 485 GLN
1 J 496 ASN
1 J 509 HIS
1 J 518 ASN
1 J 551 ASN
1 J 596 ASN
1 J 614 GLN
1 J 629 HIS
1 J 645 GLN
1 J 699 GLN
1 J 709 ASN
1 J 717 ASN
1 K 223 ASN
1 K 253 ASN
1 K 270 ASN
1 K 288 HIS
1 K 302 ASN
1 K 341 GLN
1 K 374 GLN
1 K 426 HIS
1 K 485 GLN
1 K 496 ASN
1 K 509 HIS
1 K 518 ASN
1 K 551 ASN
1 K 596 ASN
1 K 614 GLN
1 K 629 HIS
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Mol | Chain | Res | Type
1 K 645 GLN
1 K 699 GLN
1 K 709 ASN
1 K v ASN
1 L 223 ASN
1 L 270 ASN
1 L 288 HIS
1 L 302 ASN
1 L 341 GLN
1 L 426 HIS
1 L 485 GLN
1 L 496 ASN
1 L 509 HIS
1 L 518 ASN
1 L 551 ASN
1 L 596 ASN
1 L 614 GLN
1 L 629 HIS
1 L 645 GLN
1 L 699 GLN
1 L 709 ASN
1 L v ASN
1 M 223 ASN
1 M 253 ASN
1 M 270 ASN
1 M 288 HIS
1 M 302 ASN
1 M 341 GLN
1 M 374 GLN
1 M 426 HIS
1 M 485 GLN
1 M 496 ASN
1 M 509 HIS
1 M 518 ASN
1 M 551 ASN
1 M 596 ASN
1 M 614 GLN
1 M 629 HIS
1 M 645 GLN
1 M 699 GLN
1 M 709 ASN
1 M v ASN
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Mol | Chain | Res | Type
1 N 223 ASN
1 N 253 ASN
1 N 270 ASN
1 N 288 HIS
1 N 302 ASN
1 N 341 GLN
1 N 374 GLN
1 N 426 HIS
1 N 485 GLN
1 N 496 ASN
1 N 509 HIS
1 N 518 ASN
1 N 551 ASN
1 N 596 ASN
1 N 614 GLN
1 N 629 HIS
1 N 645 GLN
1 N 699 GLN
1 N 709 ASN
1 N v ASN
1 O 223 ASN
1 O 253 ASN
1 O 270 ASN
1 O 288 HIS
1 O 302 ASN
1 O 341 GLN
1 O 374 GLN
1 O 426 HIS
1 O 485 GLN
1 O 496 ASN
1 O 509 HIS
1 O 518 ASN
1 O 551 ASN
1 O 596 ASN
1 O 614 GLN
1 O 629 HIS
1 O 645 GLN
1 O 699 GLN
1 O 709 ASN
1 O 717 ASN
1 P 223 ASN
1 P 270 ASN
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Mol | Chain | Res | Type
1 P 288 HIS
1 P 302 ASN
1 P 341 GLN
1 P 426 HIS
1 P 485 GLN
1 P 496 ASN
1 P 509 HIS
1 P 518 ASN
1 P 551 ASN
1 P 596 ASN
1 P 614 GLN
1 P 629 HIS
1 P 645 GLN
1 P 699 GLN
1 P 709 ASN
1 P v ASN
1 Q 223 ASN
1 Q 253 ASN
1 Q 288 HIS
1 Q 302 ASN
1 Q 341 GLN
1 Q 374 GLN
1 Q 426 HIS
1 Q 485 GLN
1 Q 496 ASN
1 Q 509 HIS
1 Q 518 ASN
1 Q 551 ASN
1 Q 596 ASN
1 Q 614 GLN
1 Q 629 HIS
1 Q 645 GLN
1 Q 699 GLN
1 Q 709 ASN
1 Q v ASN
1 R 223 ASN
1 R 253 ASN
1 R 270 ASN
1 R 288 HIS
1 R 302 ASN
1 R 341 GLN
1 R 374 GLN
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Mol | Chain | Res | Type
1 R 426 HIS
1 R 485 GLN
1 R 496 ASN
1 R 509 HIS
1 R 018 ASN
1 R 551 ASN
1 R 596 ASN
1 R 614 GLN
1 R 629 HIS
1 R 645 GLN
1 R 699 GLN
1 R 709 ASN
1 R 717 ASN
1 S 223 ASN
1 S 270 ASN
1 S 288 HIS
1 S 302 ASN
1 S 341 GLN
1 S 426 HIS
1 S 485 GLN
1 S 496 ASN
1 S 509 HIS
1 S 518 ASN
1 S 551 ASN
1 S 596 ASN
1 S 614 GLN
1 S 629 HIS
1 S 645 GLN
1 S 699 GLN
1 S 709 ASN
1 S 717 ASN
1 T 223 ASN
1 T 253 ASN
1 T 288 HIS
1 T 302 ASN
1 T 341 GLN
1 T 374 GLN
1 T 426 HIS
1 T 485 GLN
1 T 496 ASN
1 T 509 HIS
1 T 518 ASN
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Mol | Chain | Res | Type
1 T 551 ASN
1 T 596 ASN
1 T 614 GLN
1 T 629 HIS
1 T 645 GLN
1 T 699 GLN
1 T 709 ASN
1 T v ASN
1 U 223 ASN
1 U 253 ASN
1 U 270 ASN
1 U 288 HIS
1 U 302 ASN
1 U 341 GLN
1 U 374 GLN
1 U 426 HIS
1 U 485 GLN
1 U 496 ASN
1 U 509 HIS
1 U 518 ASN
1 U 551 ASN
1 U 596 ASN
1 U 614 GLN
1 U 629 HIS
1 U 641 HIS
1 U 645 GLN
1 U 699 GLN
1 U 709 ASN
1 U 717 ASN
1 \Y 223 ASN
1 \Y 253 ASN
1 \Y 288 HIS
1 \Y 302 ASN
1 \Y 341 GLN
1 \Y 374 GLN
1 \Y 426 HIS
1 \Y 485 GLN
1 \Y 496 ASN
1 \Y 509 HIS
1 \Y 518 ASN
1 \Y 551 ASN
1 \Y 596 ASN
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Mol | Chain | Res | Type
1 \Y 614 GLN
1 \Y 629 HIS
1 \Y 645 GLN
1 \Y 699 GLN
1 \Y 709 ASN
1 \Y 717 ASN
1 W 223 ASN
1 W 253 ASN
1 W 270 ASN
1 W 288 HIS
1 W 302 ASN
1 W 341 GLN
1 W 374 GLN
1 W 426 HIS
1 W 485 GLN
1 W 496 ASN
1 W 509 HIS
1 W 518 ASN
1 W 545 GLN
1 W 551 ASN
1 W 596 ASN
1 W 614 GLN
1 W 629 HIS
1 W 645 GLN
1 A 699 GLN
1 W 709 ASN
1 W 717 ASN
1 X 223 ASN
1 X 253 ASN
1 X 288 HIS
1 X 302 ASN
1 X 341 GLN
1 X 374 GLN
1 X 426 HIS
1 X 485 GLN
1 X 496 ASN
1 X 509 HIS
1 X 518 ASN
1 X 551 ASN
1 X 596 ASN
1 X 614 GLN
1 X 629 HIS
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Mol | Chain | Res | Type
1 X 645 GLN
1 X 699 GLN
1 X 709 ASN
1 X v ASN
1 Y 223 ASN
1 Y 270 ASN
1 Y 288 HIS
1 Y 302 ASN
1 Y 341 GLN
1 Y 426 HIS
1 Y 485 GLN
1 Y 496 ASN
1 Y 509 HIS
1 Y 518 ASN
1 Y 551 ASN
1 Y 596 ASN
1 Y 614 GLN
1 Y 629 HIS
1 Y 645 GLN
1 Y 699 GLN
1 Y 709 ASN
1 Y v ASN
1 Z 223 ASN
1 Z 253 ASN
1 Z 288 HIS
1 7 302 ASN
1 7 341 GLN
1 Z 374 GLN
1 Z 426 HIS
1 Z 485 GLN
1 Z 496 ASN
1 Z 509 HIS
1 7 518 ASN
1 / 551 ASN
1 Z 596 ASN
1 Z 614 GLN
1 Z 629 HIS
1 Z 645 GLN
1 Z 699 GLN
1 V/ 709 ASN
1 / v ASN
1 a 223 ASN
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Mol | Chain | Res | Type
1 a 288 HIS
1 a 302 ASN
1 a 341 GLN
1 a 426 HIS
1 a 485 GLN
1 a 496 ASN
1 a 509 HIS
1 a 518 ASN
1 a 545 GLN
1 a 551 ASN
1 a 596 ASN
1 a 614 GLN
1 a 629 HIS
1 a 645 GLN
1 a 699 GLN
1 a 709 ASN
1 a 717 ASN
1 b 223 ASN
1 b 253 ASN
1 b 288 HIS
1 b 302 ASN
1 b 341 GLN
1 b 374 GLN
1 b 426 HIS
1 b 485 GLN
1 b 496 ASN
1 b 509 HIS
1 b 518 ASN
1 b 551 ASN
1 b 596 ASN
1 b 614 GLN
1 b 629 HIS
1 b 645 GLN
1 b 699 GLN
1 b 709 ASN
1 b v ASN
1 c 223 ASN
1 c 253 ASN
1 c 288 HIS
1 c 302 ASN
1 c 341 GLN
1 c 374 GLN
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Mol | Chain | Res | Type
1 c 426 HIS
1 c 485 GLN
1 c 496 ASN
1 c 509 HIS
1 c 518 ASN
1 c 551 ASN
1 c 596 ASN
1 c 614 GLN
1 c 629 HIS
1 c 645 GLN
1 c 699 GLN
1 c 709 ASN
1 c v ASN
1 d 223 ASN
1 d 253 ASN
1 d 288 HIS
1 d 302 ASN
1 d 341 GLN
1 d 374 GLN
1 d 426 HIS
1 d 485 GLN
1 d 496 ASN
1 d 509 HIS
1 d 518 ASN
1 d 551 ASN
1 d 596 ASN
1 d 614 GLN
1 d 629 HIS
1 d 645 GLN
1 d 699 GLN
1 d 709 ASN
1 d 717 ASN
1 e 223 ASN
1 e 253 ASN
1 e 270 ASN
1 e 288 HIS
1 e 302 ASN
1 e 341 GLN
1 e 374 GLN
1 e 426 HIS
1 e 485 GLN
1 e 496 ASN
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Mol | Chain | Res | Type
1 e 509 HIS
1 e 518 ASN
1 e 551 ASN
1 e 596 ASN
1 e 614 GLN
1 e 629 HIS
1 e 645 GLN
1 e 677 GLN
1 e 699 GLN
1 e 709 ASN
1 e v ASN
1 f 223 ASN
1 f 253 ASN
1 f 288 HIS
1 f 302 ASN
1 f 341 GLN
1 f 374 GLN
1 f 426 HIS
1 f 485 GLN
1 f 496 ASN
1 f 509 HIS
1 f 518 ASN
1 f 551 ASN
1 f 596 ASN
1 f 614 GLN
1 f 629 HIS
1 f 645 GLN
1 f 699 GLN
1 f 709 ASN
1 f v ASN
1 g 223 ASN
1 g 253 ASN
1 g 288 HIS
1 g 302 ASN
1 g 341 GLN
1 g 374 GLN
1 g 426 HIS
1 g 485 GLN
1 g 496 ASN
1 g 509 HIS
1 g 518 ASN
1 g 551 ASN
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Mol | Chain | Res | Type
1 g 596 ASN
1 g 614 GLN
1 g 629 HIS
1 g 645 GLN
1 g 699 GLN
1 g 709 ASN
1 g v ASN
1 h 223 ASN
1 h 288 HIS
1 h 302 ASN
1 h 341 GLN
1 h 426 HIS
1 h 485 GLN
1 h 496 ASN
1 h 509 HIS
1 h 518 ASN
1 h 551 ASN
1 h 596 ASN
1 h 614 GLN
1 h 629 HIS
1 h 641 HIS
1 h 645 GLN
1 h 699 GLN
1 h 709 ASN
1 h 717 ASN
1 i 223 ASN
1 i 253 ASN
1 i 288 HIS
1 i 302 ASN
1 i 341 GLN
1 i 374 GLN
1 i 426 HIS
1 i 485 GLN
1 i 496 ASN
1 i 509 HIS
1 i 518 ASN
1 i 551 ASN
1 i 596 ASN
1 i 614 GLN
1 i 629 HIS
1 i 645 GLN
1 i 699 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 i 709 ASN
1 i v ASN
1 j 223 ASN
1 j 253 ASN
1 j 288 HIS
1 j 302 ASN
1 j 341 GLN
1 j 374 GLN
1 j 426 HIS
1 j 485 GLN
1 j 496 ASN
1 j 509 HIS
1 j 518 ASN
1 j 551 ASN
1 j 596 ASN
1 j 614 GLN
1 j 629 HIS
1 j 641 HIS
1 j 645 GLN
1 j 699 GLN
1 j 709 ASN
1 j v ASN
1 k 223 ASN
1 k 253 ASN
1 k 270 ASN
1 k 288 HIS
1 k 302 ASN
1 k 341 GLN
1 k 374 GLN
1 k 426 HIS
1 k 485 GLN
1 k 496 ASN
1 k 509 HIS
1 k 518 ASN
1 k 551 ASN
1 k 596 ASN
1 k 614 GLN
1 k 629 HIS
1 k 641 HIS
1 k 645 GLN
1 k 699 GLN
1 k 709 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 k v ASN
1 1 223 ASN
1 1 253 ASN
1 1 288 HIS
1 1 302 ASN
1 1 341 GLN
1 1 374 GLN
1 1 426 HIS
1 1 485 GLN
1 1 496 ASN
1 1 509 HIS
1 1 518 ASN
1 1 551 ASN
1 1 596 ASN
1 1 614 GLN
1 1 629 HIS
1 1 645 GLN
1 1 699 GLN
1 1 705 ASN
1 1 709 ASN
1 1 v ASN
1 m 223 ASN
1 m 253 ASN
1 m 270 ASN
1 m 288 HIS
1 m 302 ASN
1 m 341 GLN
1 m 374 GLN
1 m 426 HIS
1 m 485 GLN
1 m 496 ASN
1 m 509 HIS
1 m 518 ASN
1 m 551 ASN
1 m 596 ASN
1 m 614 GLN
1 m 629 HIS
1 m 645 GLN
1 m 699 GLN
1 m 709 ASN
1 m v ASN
1 n 223 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 n 253 ASN
1 n 288 HIS
1 n 302 ASN
1 n 341 GLN
1 n 374 GLN
1 n 426 HIS
1 n 485 GLN
1 n 496 ASN
1 n 509 HIS
1 n 518 ASN
1 n 551 ASN
1 n 596 ASN
1 n 614 GLN
1 n 629 HIS
1 n 645 GLN
1 n 699 GLN
1 n 709 ASN
1 n 717 ASN
1 0 223 ASN
1 0 253 ASN
1 0 288 HIS
1 0 302 ASN
1 0 341 GLN
1 0 374 GLN
1 0 426 HIS
1 0 485 GLN
1 0 496 ASN
1 0 509 HIS
1 0 518 ASN
1 0 551 ASN
1 0 596 ASN
1 0 614 GLN
1 0 629 HIS
1 0 645 GLN
1 0 699 GLN
1 0 709 ASN
1 0 v ASN
1 p 223 ASN
1 p 253 ASN
1 p 288 HIS
1 p 302 ASN
1 p 341 GLN
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Mol | Chain | Res | Type
1 p 374 GLN
1 p 426 HIS
1 p 485 GLN
1 p 496 ASN
1 p 509 HIS
1 p 518 ASN
1 p 551 ASN
1 p 596 ASN
1 p 614 GLN
1 p 629 HIS
1 p 645 GLN
1 p 699 GLN
1 p 709 ASN
1 p v ASN
1 q 223 ASN
1 q 253 ASN
1 q 288 HIS
1 q 302 ASN
1 q 341 GLN
1 q 374 GLN
1 q 426 HIS
1 q 485 GLN
1 q 496 ASN
1 q 509 HIS
1 q 518 ASN
1 q 551 ASN
1 q 596 ASN
1 q 614 GLN
1 q 629 HIS
1 q 641 HIS
1 q 645 GLN
1 q 699 GLN
1 q 709 ASN
1 q v ASN
1 r 223 ASN
1 r 253 ASN
1 r 288 HIS
1 r 302 ASN
1 r 341 GLN
1 r 374 GLN
1 r 426 HIS
1 r 485 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 r 496 ASN
1 r 509 HIS
1 r 518 ASN
1 r 551 ASN
1 r 596 ASN
1 r 614 GLN
1 r 629 HIS
1 r 641 HIS
1 r 645 GLN
1 r 699 GLN
1 r 709 ASN
1 r 717 ASN
1 s 223 ASN
1 s 270 ASN
1 s 288 HIS
1 s 302 ASN
1 s 341 GLN
1 s 426 HIS
1 s 485 GLN
1 s 496 ASN
1 s 509 HIS
1 s 518 ASN
1 s 551 ASN
1 s 596 ASN
1 s 614 GLN
1 s 629 HIS
1 s 641 HIS
1 s 645 GLN
1 s 699 GLN
1 s 709 ASN
1 s v ASN
1 t 223 ASN
1 t 253 ASN
1 t 288 HIS
1 t 302 ASN
1 t 341 GLN
1 t 374 GLN
1 t 426 HIS
1 t 485 GLN
1 t 496 ASN
1 t 509 HIS
1 t 518 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 t 551 ASN
1 t 596 ASN
1 t 614 GLN
1 t 629 HIS
1 t 645 GLN
1 t 699 GLN
1 t 709 ASN
1 t v ASN
1 u 223 ASN
1 u 270 ASN
1 u 288 HIS
1 u 302 ASN
1 u 341 GLN
1 u 426 HIS
1 u 485 GLN
1 u 496 ASN
1 u 509 HIS
1 u 518 ASN
1 u 551 ASN
1 u 596 ASN
1 u 614 GLN
1 u 629 HIS
1 u 641 HIS
1 u 645 GLN
1 u 699 GLN
1 u 709 ASN
1 u v ASN
1 v 223 ASN
1 4 253 ASN
1 4 270 ASN
1 \ 288 HIS
1 v 302 ASN
1 v 341 GLN
1 v 374 GLN
1 4 426 HIS
1 4 485 GLN
1 v 496 ASN
1 \ 509 HIS
1 v 518 ASN
1 v 551 ASN
1 v 596 ASN
1 v 614 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 4 629 HIS
1 4 645 GLN
1 \ 699 GLN
1 \ 709 ASN
1 4 717 ASN
1 w 223 ASN
1 W 253 ASN
1 W 288 HIS
1 w 302 ASN
1 w 341 GLN
1 w 374 GLN
1 W 426 HIS
1 W 485 GLN
1 w 496 ASN
1 W 509 HIS
1 w 518 ASN
1 w 551 ASN
1 w 596 ASN
1 W 614 GLN
1 w 629 HIS
1 W 645 GLN
1 w 699 GLN
1 w 709 ASN
1 w v ASN
1 X 223 ASN
1 X 253 ASN
1 X 288 HIS
1 X 302 ASN
1 X 341 GLN
1 X 374 GLN
1 X 426 HIS
1 X 485 GLN
1 X 496 ASN
1 X 509 HIS
1 X 518 ASN
1 X 551 ASN
1 X 596 ASN
1 X 614 GLN
1 X 629 HIS
1 X 645 GLN
1 X 699 GLN
1 X 709 ASN

Continued on next page...
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Mol | Chain | Res | Type
1 X v ASN
1 y 223 ASN
1 y 253 ASN
1 y 270 ASN
1 y 288 HIS
1 y 302 ASN
1 y 341 GLN
1 y 374 GLN
1 y 426 HIS
1 y 485 GLN
1 y 496 ASN
1 y 509 HIS
1 y 518 ASN
1 y 551 ASN
1 y 596 ASN
1 y 614 GLN
1 y 629 HIS
1 y 645 GLN
1 y 699 GLN
1 y 709 ASN
1 y v ASN
1 z 223 ASN
1 z 288 HIS
1 z 302 ASN
1 z 341 GLN
1 z 426 HIS
1 zZ 485 GLN
1 zZ 496 ASN
1 z 509 HIS
1 z 518 ASN
1 z 551 ASN
1 z 596 ASN
1 z 614 GLN
1 z 629 HIS
1 z 645 GLN
1 z 699 GLN
1 z 709 ASN
1 z v ASN
1 0 223 ASN
1 0 253 ASN
1 0 270 ASN
1 0 288 HIS

Continued on next page...



Page 375

Full wwPDB EM Validation Report

EMD-76771, 12UT

Continued from previous page...

Mol | Chain | Res | Type
1 0 302 ASN
1 0 341 GLN
1 0 374 GLN
1 0 426 HIS
1 0 485 GLN
1 0 496 ASN
1 0 509 HIS
1 0 518 ASN
1 0 551 ASN
1 0 596 ASN
1 0 614 GLN
1 0 629 HIS
1 0 645 GLN
1 0 699 GLN
1 0 709 ASN
1 0 717 ASN
1 1 223 ASN
1 1 253 ASN
1 1 288 HIS
1 1 302 ASN
1 1 341 GLN
1 1 374 GLN
1 1 426 HIS
1 1 485 GLN
1 1 496 ASN
1 1 509 HIS
1 1 518 ASN
1 1 551 ASN
1 1 596 ASN
1 1 614 GLN
1 1 629 HIS
1 1 645 GLN
1 1 699 GLN
1 1 709 ASN
1 1 v ASN
1 2 223 ASN
1 2 253 ASN
1 2 288 HIS
1 2 302 ASN
1 2 341 GLN
1 2 374 GLN
1 2 426 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 2 485 GLN
1 2 496 ASN
1 2 509 HIS
1 2 518 ASN
1 2 551 ASN
1 2 596 ASN
1 2 614 GLN
1 2 629 HIS
1 2 645 GLN
1 2 699 GLN
1 2 705 ASN
1 2 709 ASN
1 2 v ASN
1 3 223 ASN
1 3 253 ASN
1 3 288 HIS
1 3 302 ASN
1 3 341 GLN
1 3 374 GLN
1 3 426 HIS
1 3 485 GLN
1 3 496 ASN
1 3 509 HIS
1 3 518 ASN
1 3 551 ASN
1 3 596 ASN
1 3 614 GLN
1 3 629 HIS
1 3 645 GLN
1 3 699 GLN
1 3 709 ASN
1 3 717 ASN
1 4 223 ASN
1 4 253 ASN
1 4 288 HIS
1 4 302 ASN
1 4 341 GLN
1 4 374 GLN
1 4 426 HIS
1 4 485 GLN
1 4 496 ASN
1 4 509 HIS

Continued on next page...
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Mol | Chain | Res | Type
1 4 518 ASN
1 4 551 ASN
1 4 596 ASN
1 4 614 GLN
1 4 629 HIS
1 4 645 GLN
1 4 699 GLN
1 4 709 ASN
1 4 v ASN
1 5 223 ASN
1 5 270 ASN
1 5 288 HIS
1 5 302 ASN
1 5 341 GLN
1 5 426 HIS
1 5 485 GLN
1 5 496 ASN
1 5 509 HIS
1 5 518 ASN
1 5 551 ASN
1 5 596 ASN
1 5 614 GLN
1 5 629 HIS
1 5 645 GLN
1 5 677 GLN
1 5 699 GLN
1 5 709 ASN
1 5 717 ASN
1 6 223 ASN
1 6 253 ASN
1 6 288 HIS
1 6 302 ASN
1 6 341 GLN
1 6 374 GLN
1 6 426 HIS
1 6 485 GLN
1 6 496 ASN
1 6 509 HIS
1 6 518 ASN
1 6 551 ASN
1 6 596 ASN
1 6 614 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 6 629 HIS
1 6 645 GLN
1 6 699 GLN
1 6 709 ASN
1 6 717 ASN
1 7 223 ASN
1 7 288 HIS
1 7 302 ASN
1 7 341 GLN
1 7 426 HIS
1 7 485 GLN
1 7 496 ASN
1 7 509 HIS
1 7 518 ASN
1 7 551 ASN
1 7 596 ASN
1 7 614 GLN
1 7 629 HIS
1 7 645 GLN
1 7 699 GLN
1 7 709 ASN
1 7 717 ASN
3 Al 53 ASN
3 Al 91 ASN
3 Bl 53 ASN
3 Cl 53 ASN
3 Dl 53 ASN
3 Dl 91 ASN
3 El 53 ASN
3 El 91 ASN
3 Fl1 53 ASN
3 Gl 53 ASN
3 H1 53 ASN
3 I 53 ASN
3 J1 53 ASN
3 Kl 53 ASN
3 Ll 53 ASN
3 L1 91 ASN
3 Ml 53 ASN
3 N1 53 ASN
3 Ol 53 ASN
3 Pl 53 ASN

Continued on next page...
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Mol | Chain | Res | Type
3 Pl 91 ASN
3 Ql 53 ASN
3 Rl 53 ASN
3 Sl 53 ASN
3 Sl 91 ASN
3 Tl 53 ASN
3 Ul 53 ASN
3 Ul 91 ASN
3 Vi 53 ASN
3 Wi 53 ASN
3 Wi 91 ASN
3 X1 53 ASN
3 Y1 53 ASN
3 Z1 53 ASN
3 al 53 ASN
3 bl 53 ASN
3 bl 91 ASN
3 cl 53 ASN
3 cl 91 ASN
3 dl 53 ASN
3 el 53 ASN
3 el 91 ASN
3 fl 53 ASN
3 gl 53 ASN
3 hl 53 ASN
3 hl 91 ASN
3 il 53 ASN
3 jl 53 ASN
3 kl 53 ASN
3 kl 91 ASN
3 11 53 ASN
3 11 91 ASN
3 ml 53 ASN
3 nl 53 ASN
3 ol 53 ASN
3 pl 53 ASN
3 pl 91 ASN
3 ql 53 ASN
3 rl 53 ASN
3 sl 53 ASN
3 sl 91 ASN
3 tl 53 ASN

Continued on next page...
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Mol | Chain | Res | Type
3 ul 53 ASN
3 vl 53 ASN
3 wl 53 ASN
3 wl 91 ASN
3 x1 53 ASN
3 yl 53 ASN
3 yl 91 ASN
3 zl 53 ASN
3 0l 53 ASN
3 11 53 ASN
3 21 53 ASN
3 21 91 ASN
3 3l 53 ASN
3 41 53 ASN
3 ol 53 ASN
3 5l 91 ASN
3 61 53 ASN
3 71 53 ASN

5.3.3 RNA (D

There are no RNA molecules in this entry.

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

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

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
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5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


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

This section contains visualisations of the EMDB entry EMD-76771. These allow visual inspection
of the internal detail of the map and identification of artifacts.

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

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

6.1 Orthogonal projections (i)

6.1.1 Primary map

6.1.2 Raw map


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

6.2.1 Primary map

X Index: 300 Y Index: 300 Z Index: 300

6.2.2 Raw map

X Index: 300 Y Index: 300 Z Index: 300

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


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

6.3.1 Primary map

X Index: 271 Y Index: 329 Z Index: 271

6.3.2 Raw map

X Index: 271 Y Index: 329 Z Index: 271

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


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

6.4.1 Primary map

6.4.2 Raw map

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


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

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 1.5.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

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

6.6 Mask visualisation (i)

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

PROTEIN DATA BANK


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

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

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
level 1.5

Voxel count (logl0)

I I T T T T T
-15 —10 -5 0 5 10 15
Map value

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


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

Volume estimate

80000 -~

60000
E — \olume
v Recommended contour
g A0000 4 level 1.5
I=]
=

20000 ~

‘--_-——
D T T T T T I I
-15 -10 -5 0 5 10 15

Contour level

The volume at the recommended contour level is 2635 nm?; this corresponds to an approximate
mass of 2380 kDa.

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


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

Rotationally averaged power spectrum

4 -
2 .
E D | —’f\\\\
en —— Primary map RAPS
= | Raw map RAPS
4% —2 A Reported resolution
@ 2.48 A*
4t
=
_4 .
_6 -
_B _ "—-—.____________-
I |

0.0 0.1 0.2 0.3 0.4 0.5 0.6 0.7
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.403 A2


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

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

8.1 FSC (D

FSC

Unmasked-calculated
FSC

0.143

== 05

== Half-bit
Reported resolution
2.48 A+

Correlation

_G.E T T T T T T
0.0 0.1 0.2 0.3 0.4 0.5 0.6 0.7

Spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.403 A1


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

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 2.48 - -
Author-provided FSC curve - - -
Unmasked-calculated™* 291 | 3.32 2.96

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 2.91 differs from the reported

value 2.48 by more than 10 %


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

This section contains information regarding the fit between EMDB map EMD-76771 and PDB
model 12UT. Per-residue inclusion information can be found in section 3 on page 20.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 1.5 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


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

1.0

0.0
B <0.0

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

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (1.5).


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

Atom inclusion

1.0
o
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]
o level 1.5
S 0.4
=
2
!
[}
o
E 0.2 1
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At the recommended contour level, 94% of all backbone atoms, 92% of all non-hydrogen atoms,
are inside the map.


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

The table lists the average atom inclusion at the recommended contour level (1.5) and Q-score for

the entire model and for each chain.

Chain Atom inclusion Q-score

All 0.9170 e 0.6490
0 0.9860 e 0.6930
Oh 0.8040 B 0.5670
0l  0.7070 . 0.5230
1 0.9860  0.6940
1h 0.8040 B 0.5710
11 e 0.7070 . 0.5220
2 0.9860 e 0.6930
2h 0.8050 B 0.5700
21 e 0.7070 = 0.5230
3 0.9880  0.6940
3h 0.8050  0.5660
3l e 0.6970 . 0.5200
4 0.9870 e 0.6930
4h 0.8090 B 0.5730
41 e 0.6970 = 0.5260
5 0.9860 e 0.6930
5h 0.8060  0.5710
51 B 0.7040 B 0.5270
6 0.9880 e 0.6940
6h 0.8050 B 0.5690
61 e 0.6970 B 0.5210
7 0.9870 e 0.6930
7h 0.8090  0.5720
71  0.6970  0.5230
A 0.9860 e 0.6940
Ah 0.8160 B 0.5750
Al e 0.7090 = 0.5290
B 0.9870 e 0.6940
Bh 0.8090 B 0.5720
Bl  0.6970 . 0.5230
C 0.9860  0.6940
Ch 0.8060 s 0.5700
Cl B 0.7040 B 0.5250
D 0.9880 e 0.6930

Continued on next page...

1.0

0.0
M <0.0
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Chain Atom inclusion Q-score
Dh 0.8050 m 0.5700
DI e 0.6970 B 0.5210
E 0.9880 e 0.6940
Eh 0.8020 B 0.5720
El e 0.7000 B 0.5210
F 0.9880 e 0.6930
Fh 0.8020 m 0.5690
Fl w 0.7000 m 0.5240
G 0.9880 e 0.6930
Gh 0.8020 B 0.5720
Gl B 0.6990 B 0.5250
H 0.9860 e 0.6940
Hh 0.8050 B 0.5740
Hl m 0.7070  0.5230

I 0.9860  0.6920
Ih 0.8040 B 0.5660
Il e 0.7070 B 0.5200
J 0.9860 e 0.6930
Jh 0.8040 B 0.5710
J1 e 0.7070  0.5200
K 0.9860  0.6930
Kh 0.8060 m 0.5740
Kl e 0.7040 B 0.5250
L 0.9880 e 0.6940
Lh 0.8050 B 0.5650
L1 e 0.6970 B 0.5200
M 0.9870 e 0.6930
Mh 0.8090 m 0.5720
Ml e 0.6970 . 0.5240
N 0.9880 e 0.6920
Nh 0.8020  0.5730
NI e 0.7000 . 0.5240
O 0.9880 e 0.6940
Oh 0.8020 m 0.5720
Ol  0.6990 m 0.5220
P 0.9880 e 0.6940
Ph 0.8020 B 0.5690
Pl e 0.7000 B 0.5180
Q 0.9870 e 0.6920
Qh 0.8090  0.5730
Ql  0.6970 m 0.5240
R 0.9860  0.6940
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Rh 0.8060 m 0.5730
Rl B 0.7040 B 0.5230

S 0.9880 e 0.6940
Sh 0.8050  0.5670
Sl e 0.6970 . 0.5200
T 0.9860 e 0.6940
Th 0.8060 m 0.5730
Tl e 0.7020 B 0.5250
U 0.9880 e 0.6930
Uh 0.8050 B 0.5700
Ul e 0.6970 B 0.5210
\Y% 0.9870 e 0.6940
Vh 0.8090  0.5680
Vi1  0.6970 m 0.5210
W 0.9860 e 0.6930
Wh 0.8040 B 0.5660
WI e 0.7070 B 0.5210
X 0.9860 e 0.6930
Xh 0.8040 B 0.5710
X1  0.7070 m 0.5220
Y 0.9860  0.6930
Yh 0.8050 B 0.5710
Y1 e 0.7070 . 0.5230
7 0.9880 e 0.6940
Zh 0.8050  0.5680
71 e 0.6970 B 0.5190
a 0.9870  0.6930
ah 0.8090 B 0.5720
al e 0.6970 s 0.5260
b 0.9860 e 0.6930
bh 0.8060 B 0.5720
bl e 0.7040 B 0.5270
¢ 0.9880 e 0.6940
ch 0.8050 m 0.5670
cl B 0.6990 B 0.5200
d 0.9870 e 0.6940
dh 0.8090 B 0.5730
dl e 0.6970 B 0.5260
e 0.9860 e 0.6940
eh 0.8060 m 0.5710
el a 0.7040 m 0.5260
f 0.9870 e 0.6940
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th 0.8090 m 0.5730
fl e 0.6970 B 0.5230
g 0.9860 e 0.6930
gh 0.8060 B 0.5690
gl e 0.7040  0.5240
h 0.9880 e 0.6930
hh 0.8050 m 0.5690
hl e 0.6970 s 0.5200
i 0.9880 e 0.6930
ih 0.8020 B 0.5700
il e 0.7000 B 0.5250
j 0.9880 e 0.6930
jh 0.8020 m 0.5690
jl w 0.7000 m 0.5210
k 0.9880 e 0.6930
kh 0.8020 B 0.5740
kl B 0.6990 B 0.5210
1 0.9860 e 0.6930
lh 0.8050  0.5730
11  0.7070 m 0.5230
m 0.9860  0.6930
mh 0.8040 s 0.5650
ml e 0.7070 B 0.5190
n 0.9860 e 0.6940
nh 0.8040 B 0.5700
nl e 0.7070 B 0.5200
0 0.9860  0.6940
oh 0.8070 B 0.5760
ol e 0.7000 s 0.5290
p 0.9880 e 0.6940
ph 0.8050  0.5640
pl e 0.6970 B 0.5170
q 0.9870 e 0.6930
gh 0.8090 m 0.5730
ql e 0.6970 B 0.5230
T 0.9880 e 0.6930
rh 0.8020  0.5720
rl e 0.7000 . 0.5220
S 0.9880 e 0.6940
sh 0.8020 m 0.5720
sl  0.6990 m 0.5200
t 0.9880 e 0.6940
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th 0.8020 m 0.5680
tl e 0.7000 B 0.5210
u 0.9870 e 0.6930
uh 0.8090 B 0.5740
ul e 0.6970  0.5240
v 0.9860 e 0.6940
vh 0.8060 m 0.5750
vl B 0.7040 s 0.5260
W 0.9880 e 0.6940
wh 0.8050  0.5660
wl e 0.6970 B 0.5170
X 0.9860 e 0.6940
xh 0.8080 m 0.5730
x1 w 0.7020 m 0.5240
y 0.9880 e 0.6940
vh 0.8050 B 0.5700
yl e 0.6970 . 0.5230
z 0.9870 e 0.6930
zh 0.8090  0.5680
zl w 0.6970 m 0.5210
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