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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 3.30 A.

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

Metric Percentile Ranks Value
Clashscore NN | - 8
Ramachandran outliers IS | D 0.2%
Sidechain outliers NN 0.0%
Worse Better
I Percentile relative to all structures
l] Percentile relative to all EM structures
Metric Model-Map Fit Percentile Ranks Value
Q-score I I | D 0412
Worse Better

0 Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 210492 15764 -
Ramachandran outliers 207382 16835 -
Sidechain outliers 206894 16415 -
Q-score - 25397 15087 (1 2.80 - 3.80 )

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 0 351 5% 94%
1 1 351 5% - 94%
1 10 351 5% - 94%
1 11 351 5% - 94%

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

Mol | Chain | Length Quality of chain
1 12 351 = 94%
1 13 351 T 94%
1 14 351 5% - 94%
1 15 351 5% - 94%
1 16 351 5% - 94%
1 17 351 5% - 94%
1 18 351 5% - 94%
1 19 351 5% - 94%
1 2 351 6% 94%
1 22 351 5% 94%
1 23 351 5% 94%
1 3 351 5% 94%
1 4 351 5% 94%
1 5 351 6% 94%
1 6 351 5% - 94%
1 351 6% 94%
1 8 351 5% - 94%
19 351 | .
7%
2 A 583 23% 6% 71%
2 B 583 == 30% 7% - 62%
2 C 583 T . 92%
3 A0 453 76% 19% 6%
3 A2 453 75% 20% “6%
3 A4 453 83% 1% 6%
3 A6 453 76% 19% 6%

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

Mol | Chain | Length Quality of chain

3 A8 453 83% 12% 6%
3 BO 453 78% 17% 6%
3 B2 453 79% 6% 6%
3 B4 453 79% 6% 6%
3 B6 453 77% 18% “6%
3 B8 453 77% 7% 6%
3 Co 453 70% 24% 6%
3 C2 453 69% 25% “6%
3 C4 453 76% 18% “6%
3 C6 453 69% 25% “6%
3 C8 453 74% 20% “6%
3 DO 453 74% 20% 6%
3 D2 453 78% 17% 6%
3 D4 453 76% 18% 5%
3 D6 453 7% 17% 6%
3 D8 453 7% 18% “6%
3 EO 453 76% 19% “6%
3 E2 453 77% 17% 6%
3 E4 453 72% 21% 6%
3 E6 453 72% 23% “6%
3 ES8 453 74% 20% “6%
3 FO 453 72% 22% 6%
4 Al 449 76% 18% 5%

4 A3 449 78% 17% 5%
4 A5 449 75% 19% 5%

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

Mol | Chain | Length Quality of chain
4 AT 449 73% 21% 5%
4 A9 449 78% 17% 5%
4 B1 449 77% 18% 5%
4 B3 449 76% 19% 5%
4 Bb5 449 77% 18% 5%
4 B7 449 78% 17% 5%
4 B9 449 75% 20% 5%
4 C1 449 73% 21% 5%
4 C3 449 67% 27% 5%
4 Ch 449 72% 23% 5%
4 c7 449 78% 16% 5%
4 C9 449 72% 22% 5%
4 D1 449 73% 21% =
4 D3 449 73% 21% %
4 D5 449 78% 17% 5%
4 D7 449 75% 20% 5%
4 D9 449 79% 16% 5%
4 El 449 74% 20% 5%
4 E3 449 77% 17% 5%
4 E5 449 78% 7% 5%
4 E7 449 75% 20% 5%
4 E9 449 62% 32% 5%
4 F1 449 74% 21% 5%
> E 336 23% 74%
5 F 336 24% 74%

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

Mol | Chain | Length Quality of chain
.—
5 G 336 16% . 80%
6%
[—
6 H 446 39% 1% 50%
2%
e
6 I 446 38% 13% 50%
2%
[—
6 446 43% 9% 49%
9%
I —
6 K 446 41% 8% 51%
=
7 a 220 62% 1% 27%
M
7 b 220 60% 13% 27%
7 C 220 76% 15% 9%
M
7 d 220 76% 15% 9%
M
7 e 220 71% 20% 9%
7 f 220 72% 20% 9%
N
7 g 220 75% 17% 9%
7 h 220 75% 17% 9%
. i I
7 1 220 74% 17% 9%
. = —
7 j 220 71% 20% . %
3%
7 m 220 71% 20% 9%
4%
7 n 220 69% 23% 9%
M
7 0 220 72% 20% 9%
i I
7 p 220 78% 13% 9%
7 q 220 75% 16% 9%
M
7 r 220 74% 18% 9%
7 S 220 75% 16% 9%
7 t 220 78% 13% 9%
"
7 u 220 80% 11% 9%
"
7 v 220 79% 12% 9%

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

Mol | Chain | Length Quality of chain
7 w 220 i 73% 18% e
7 X 220 A 77% 1%
8 k 189 - 53% 19% 26%
8 1 189 = 55% 17% 26%
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2 Entry composition (i)

There are 11 unique types of molecules in this entry. The entry contains 228257 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 Microtubule associated protein SPM1.

Mol | Chain | Residues Atoms AltConf | Trace
IR HIEE
INERE T K
IDEREE T K
IR K
IDERE T HIEEE
IDEEE T K
IR K
IR Y HIEE
IRIEEE ST HERE
IR F Y HIEEE
IRV HIEEE
IRV HIEEE
IR F TV HIEEE
DN FHIEE
IR FHIEEE
IR F TV HIEEE
IEEEREFT Y HIEEE

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

Mol | Chain | Residues Atoms AltConf | Trace
IR HEEE
IR R THERE
IR HERE
IR HERE
IRV HIEEE

There are 22 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
0 93 ARG PRO conflict UNP A0AT7J6K285
1 93 ARG PRO conflict UNP A0AT7J6K285
10 93 ARG PRO conflict UNP A0AT7J6K285
11 93 ARG PRO conflict UNP A0ATJ6K285
12 93 ARG PRO conflict UNP A0AT7J6K285
13 93 ARG PRO conflict UNP A0AT7J6K285
14 93 ARG PRO conflict UNP A0A7J6K285
15 93 ARG PRO conflict UNP A0ATJ6K285
16 93 ARG PRO conflict UNP A0AT7J6K285
17 93 ARG PRO conflict UNP A0AT7J6K285
18 93 ARG PRO conflict UNP A0OATJ6K285
19 93 ARG PRO conflict UNP A0AT7J6K285
2 93 ARG PRO conflict UNP A0A7J6K285
22 93 ARG PRO conflict UNP A0ATJ6K285
23 93 ARG PRO conflict UNP A0AT7J6K285
3 93 ARG PRO conflict UNP A0AT7J6K285
4 93 ARG PRO conflict UNP A0AT7J6K285
5 93 ARG PRO conflict UNP A0OATJ6K285
6 93 ARG PRO conflict UNP A0A7J6K285
7 93 ARG PRO conflict UNP A0A7J6K285
8 93 ARG PRO conflict UNP A0ATJ6K285
9 93 ARG PRO conflict UNP A0AT7J6K285

e Molecule 2 is a protein called TLAP3 (apical cap protein AC5), TGME49 235380.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 A 169 1338 820 252 255 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 B 220 ?;Zl 1 0?34 31;I9 329 2 0 0
e [ | moys [0 [

e Molecule 3 is a protein called Tubulin alpha chain.

Mol | Chain | Residues Atoms AltConf | Trace
3 A0 428 ggt;; 2 1(2)5 5129 6(2)5 286 0 0
3 A2 428 ggt;gl 2 1(2)5 5129 6(2)5 286 0 0
3 Ad 428 ggt;gl 2 1C()5 5129 6(2)5 2S6 0 0
3 AG 428 ggt;gl 2 1%5 516\519 625 2S6 0 0
3 A8 428 ggt;; 2 1CO5 51(\519 625 2S6 0 0
3 B0 428 ggt;; 2 1(2)5 5129 625 2S6 0 0
s B2 428 132;&51 2 1%5 51(\3]9 625 286 0 0
3 B4 428 132;&51 2 1(2)5 512519 6(2)5 286 0 0
s B6 428 ’ggg;)l 2 1CO5 5129 6(2)5 2S6 0 0
s B8 428 ’ggt;)l 2 1CO5 5129 6(2)5 286 0 0
s <0 428 ggtzzl 2 1(3)5 5129 6(2)5 286 0 0
s 2 428 ggtzzl 2 1%5 5129 6(2)5 286 0 0
s 4 428 ggt;)l 2 1%5 5129 6(2)5 286 0 0
3 6 428 ggtzzl 2 1CO5 51(\;9 6(2)5 286 0 0
3 8 128 ggtzzl 2 1CO5 51(\;9 6(2)5 2S6 0 0
3 bo 428 gg;zl 2 1CO5 51(\;9 6(2)5 286 0 0
3 b2 128 gg;zl 2 1%5 5219 6(2)5 286 0 0

Continued on next page...
$roe



Page 11

Full wwPDB EM Validation Report

EMD-72719, 9YA3

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
3 bi 428 ggt;gl 21%5 51(\519 635 2S6 0 0
3 D6 428 ggt;; 210()5 51(\519 635 2S6 0 0
3 b8 428 ggt;; 21(2)5 516\;9 635 2S6 0 0
s EO 428 gg;? 21(2)5 512519 6(2)5 286 0 0
s k2 428 gg;a; 21%5 5129 6(2)5 2S6 0 0
s b 428 rl:;g;)l 21005 5129 6(2)5 286 ¥ 0
s E6 428 rl:;gg;l 21C05 51(\3I9 6(2)5 286 ¥ 0
s E8 428 gg;zl 21(2)2 51(\316 6(2)5 286 ¥ 0
s ko 428 gg;? 21(2)5 5129 6(2)5 286 0 0
e Molecule 4 is a protein called Tubulin beta chain.
Mol | Chain | Residues Atoms AltConf | Trace
4 Al 426 ggg?l 2(%4 512519 651)1 287 0 0
a3 26|y en s0 on o 0 0
1] 45 26| a0 a0 61 o7 0 0
1] AT 26| a0 a0 61 o7 ; 0
1] A9 26| a0 a0 61 o7 ; 0
1] B 26| a0 a0 61 o 0 0
i 26| a0 a0 61 o7 0 0
4B 26| a0 a0 61 o7 0 0
4 B7 426 rgg;l 20094 51(\519 6(21 287 0 0
1 B9 426 g;;l 2(%4 5219 6(21 287 0 0
Continued on next page...
grDRe
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Mol | Chain | Residues Atoms AltConf | Trace
4 A 426 ggg?l 2(%4 5129 621 2S7 0 0
4 ©3 426 13“%?1 2(%4 51(\519 621 2S7 0 0
4] 08 426 13“;;;11 2(%4 5129 621 287 0 0
4o 426 rggg?l 2(%4 51;5]9 651)1 287 0 0
S RS 426 rl:;gtsil 2(%4 5129 651)1 287 0 0
S 426 fg;;l 20094 5129 651)1 287 0 0
4] b3 426 rl:;ggall 2(%4 5129 621 287 0 0
4] b 426 rl:;gg?l 2(%4 51(\319 621 287 0 0
4 br 426 gg;jl 25@)4 5129 6(21 287 0 0
4 b9 426 gg;jl 20094 5129 6(21 287 0 0
4 Bl 426 gg;l 20094 51(\;9 6(21 287 0 0
4] B3 420 gg;l 20094 51(\;9 6(21 287 0 0
4 B 426 ig;;l 2(%4 5129 6(21 287 0 0
4| BT 426 ig;;l 20%4 52]9 651)1 287 0 0
4 B9 420 ggg? 20094 5129 6(21 2S7 0 0
4 Fl 426 gggl 2(%4 5129 6(21 287 0 0

e Molecule 5 is a protein called TLAP4 (thioredoxin-like associated protein), TGME49 201760.

Mol | Chain | Residues Atoms AltConf | Trace
IR T IERE
IEEERE T TEHERE
g G o7 gogg 1 327 11(\)13 1((?8 0 0
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e Molecule 6 is a protein called TLAP2 (thioredoxin-like associated protein), TGME49 232130.

Mol | Chain | Residues Atoms AltConf | Trace
0 H 223 ?gtlz;l 11073 31;2 3(1)9 g 0 0
0 I 224 Tl‘gtlz;l 11070 31;I3 3(2)1 2 0 0
0 J 229 Tl‘gt;)l 12%2 31;]4 3(3)1 2 0 0
0 K 220 Tl‘(;ft)a; 11058 311]9 3(1)5 g 0 0
e Molecule 7 is a protein called TRXL1, TGME49 232410.

Mol | Chain | Residues Atoms AltConf | Trace
’ e 161 ?2);31 8(2]4 21;14 2(3)6 g 0 0
7 b 161 r{ggg 8(234 21;4 2(3)6 g 0 0
! ¢ 201 ?ggasl 1(?21 212\3]3 287 g 0 0
7 d 201 ?(()igaél 1(?21 215\;3 287 S 0 0
! ¢ 201 ?Zgasl 10021 215\3]3 287 g 0 0
7 f 201 ?282181 1(?21 215\313 287 S 0 0
’ & 201 ?6)8&81 1(?21 215\;3 287 g 0 0
7 h 201 Tl‘(()igzl 10021 215\313 287 g 0 0
7 i 201 Tl‘ggzl 10C21 22]3 287 g 0 0
7 ] 201 ?2?81 1(?21 22]3 287 g 0 0
! o 201 ?Zgasl 1(?21 215\513 287 g 0 0
! " 201 ?Z?Sl 1(?21 21;;3 287 g 0 0
T 00| s 102 283 207 7 0 0
R 00| Jan 10 s 207 7 0 0
T 00| Jan 1001 o 207 7 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
! ' 201 ?ggasl 1(?21 21;3 2(9)7 g 0 0

! i 201 ?ggasél 1(?21 22]3 2(9)7 g 0 0

Tt 00| s 10 283 207 7 0 0

! " 201 ?Zgasl 1(?21 215\513 287 g 0 0

! v 201 ?ggaSl 1(?21 21;;]3 287 g 0 0

T 00| 0 o o 207 7 0 0

Tox 00| 0 oss 207 7 0 0

e Molecule 8 is a protein called TRXL2, TGME49 225790.

Mol | Chain | Residues Atoms AltConf | Trace
8 k 139 ?ﬂ?}l 7§8 21(\)13 185 ZSL 0 0

8 ! 139 ?ii%l 7?8 21(\)13 1(35 ZSL 0 0

There are 46 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
k 167 SER - expression tag | UNP AOA7J6K232
k 168 ALA - expression tag | UNP AOA7J6K232
k 169 GLN - expression tag | UNP AOA7J6K232
k 170 ARG - expression tag | UNP AOA7J6K232
k 171 LEU - expression tag | UNP AOA7J6K232
k 172 ARG - expression tag | UNP A0OA7J6K232
k 173 THR - expression tag | UNP AOA7J6K232
k 174 LEU - expression tag | UNP AOA7J6K232
k 175 ASN - expression tag | UNP AOA7J6K232
k 176 ASP - expression tag | UNP AOA7J6K232
k 177 ALA - expression tag | UNP AOA7J6K232
k 178 THR - expression tag | UNP AOA7J6K232
k 179 ASP - expression tag | UNP AOA7J6K232
k 180 PRO - expression tag | UNP AOA7J6K232
k 181 TRP - expression tag | UNP AOA7J6K232
k 182 LYS - expression tag | UNP AOA7J6K232

Continued on next page...
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Chain | Residue | Modelled | Actual | Comment Reference
k 183 LYS - expression tag | UNP A0OA7J6K232
k 184 ARG - expression tag | UNP AOA7J6K232
k 185 LEU - expression tag | UNP AOA7J6K232
k 186 PRO - expression tag | UNP AOA7J6K232
k 187 GLN - expression tag | UNP AOA7J6K232
k 188 ASN - expression tag | UNP AOA7J6K232
k 189 VAL - expression tag | UNP AOA7J6K232
1 167 SER - expression tag | UNP AOA7J6K232
1 168 ALA - expression tag | UNP AOA7J6K232
1 169 GLN - expression tag | UNP AOA7J6K232
1 170 ARG - expression tag | UNP AOA7J6K232
1 171 LEU - expression tag | UNP AOA7J6K232
1 172 ARG - expression tag | UNP AOA7J6K232
1 173 THR - expression tag | UNP AOA7J6K232
1 174 LEU - expression tag | UNP AOA7J6K232
1 175 ASN - expression tag | UNP AOA7J6K232
1 176 ASP - expression tag | UNP AOA7J6K232
1 177 ALA - expression tag | UNP AOA7J6K232
1 178 THR - expression tag | UNP AOA7J6K232
1 179 ASP - expression tag | UNP AOA7J6K232
1 180 PRO - expression tag | UNP AOA7J6K232
1 181 TRP - expression tag | UNP AOA7J6K232
1 182 LYS - expression tag | UNP AOA7J6K232
1 183 LYS - expression tag | UNP AOA7J6K232
1 184 ARG - expression tag | UNP AOA7J6K232
1 185 LEU - expression tag | UNP AOA7J6K232
1 186 PRO - expression tag | UNP AOA7J6K232
1 187 GLN - expression tag | UNP AOA7J6K232
1 188 ASN - expression tag | UNP AOA7J6K232
1 189 VAL - expression tag | UNP AOA7J6K232

e Molecule 9 is GUANOSINE-5-DIPHOSPHATE (CCD ID: GDP) (formula: C1oH;5N5011P5)

(labeled as "Ligand of Interest" by depositor).

EMD-72719, 9YA3
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GDP
o
e
N N
Jdo L 0o
HN X \
ey (OH
/ o
\
o=
HO P o
“Ho
oH,
Mol | Chain | Residues Atoms AltConf
Total C N O P
! A 1 28 10 5 11 2 0
Total C N O P
! Al 1 28 10 5 11 2 0
Total C N O P
! A3 1 28 10 5 11 2 0
Total C N O P
! A5 1 28 10 5 11 2 0
Total C N O P
! AT 1 28 10 5 11 2 0
Total C N O P
! B 1 28 10 5 11 2 0
Total C N O P
! B3 1 28 10 5 11 2 0
Total C N O P
! B5 1 28 10 5 11 2 0
Total C N O P
! B7 1 28 10 5 11 2 0
Total C N O P
) B9 1 28 10 5 11 2 0
Total C N O P
) cl 1 28 10 5 11 2 0
Total C N O P
) 3 1 28 10 5 11 2 0
Total C N O P
) 5 1 28 10 5 11 2 0
Total C N O P
) o7 1 28 10 5 11 2 0

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

Mol | Chain | Residues Atoms AltConf
o 0 ® ot
IR
IS
IS
IEAEEE ST
NN S
IR SN
I S
RN TS
IEAEEE S
I S
IR

e Molecule 10 is GUANOSINE-5-TRIPHOSPHATE (CCD ID: GTP) (formula: C1oH16N5014P3)
(labeled as "Ligand of Interest" by depositor).

GTP
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Mol | Chain | Residues Atoms AltConf
10 | A0 1 Tgt;‘“l 100 1; 1(1 1; 0
10 | A2 1 Tgt;l 100 1; 81 1; 0
10 | A4 1 ngal 1% 1; 81 1; 0
10 | A6 1 Tg;al 100 I;I 1(21 1; 0
10 | A8 1 Tg;al 100 g ﬁ g 0
10 | Bo 1 Tg;al 1% g 81 5 0
10 | B2 1 Tg;al 1% E 1(31 g 0
10 | B4 1 Tg;al 1% g 1(31 g 0
10 | B6 1 Tg;al 1% E 81 5 0
10 | B8 1 Tg;al 1% 1;)] ﬁ 5 0
10 | Co 1 Tg;al 1% 1; 81 5 0
10 | C2 1 Tgtzal 1% 1; 81 PS) 0
10 | C4 1 Tgtzal 1% 1; 81 g 0
10 | 6 1 Tg;al 1% 1;1 81 g 0
10 | C8 1 ngal 1% 1;1 104 5 0
10 | Do 1 Tgtzal 1% 1;1 81 5 0
10 | D2 1 ngal 1% 1;1 81 5 0
10 | D4 1 Tg;al 1% 1;] 81 5 0
10 | D6 1 Tg;al 1% 1; 81 1; 0
10 | DS 1 Tg;al 1% 1; 1?1 1; 0
10 | E0 1 Tgt;‘l 1% 15\} 81 1; 0
10 | E2 1 Tgt;‘l 1% 1; 1(1 1; 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
10 | E4 1 Tg;al 1% 1; 1(1 5 0
10 | E6 1 Tg;al 1% 1; 12 g 0
10 | ES8 1 Tg;al 1% g 12 g 0
10 | FO 1 Tg;al 1% E 1(31 5 0

e Molecule 11 is MAGNESIUM ION (CCD ID: MG) (formula: Mg) (labeled as "Ligand of
Interest" by depositor).

Mol | Chain | Residues Atoms AltConf

11 | A0 1 Total - Mg 0
11

11 | A3 1 Total - Mg 0
11

11 | A4 1 Total - Mg 0
11

11 | A6 1 Total -~ Mg 0
11

11 | A8 1 Total -~ Mg 0
11

11 | Bo 1 Total -~ Mg 0
11

11 | B2 1 Total -~ Mg 0
11

11 | B4 1 Total - Mg 0
11

11 | B6 1 Total - Mg 0
11

11 | BS 1 Total - Mg 0
11

11 | Co 1 Total - Mg 0
11

11| 2 1 Total - Mg 0
11

11| C4 1 Total - Mg 0
11

11 | 6 1 Total - Mg 0
11

11 | 8 1 Toltal N{g 0

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

Mol | Chain | Residues Atoms AltConf

1 DO 1 Total Mg 0
1 1

1 D2 1 Total Mg 0
1 1

1 D4 1 Total Mg 0
1 1

1 D6 1 Total Mg 0
1 1

1 DS 1 Total Mg 0
1 1

1 o 1 Total Mg 0
1 1

1 o 1 Total Mg 0
1 1

11 | F4 1 Total - Mg 0
1 1

11 | E6 1 Total - Mg 0
1 1

1 o 1 Total Mg 0
1 1

11 FO 1 Toltal N{g 0
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
atom inclusion in map density. Residues are color-coded according to the number of geometric
quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2
and red = 3 or more. A red diamond above a residue indicates a poor fit to the EM map for
this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any
outlier are shown as a green connector. Residues present in the sample, but not in the model, are
shown in grey.

e Molecule 1: Microtubule associated protein SPM1

—
5% o

Q
o
=
=

=

94%

P237

|

5245
| co46

Y247

|
Y251

|
P255

e Molecule 1: Microtubule associated protein SPM1

—
L 5% .

Q
=
e.
=

—_

94%

ml |
P237
i
Y247
i


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

Page 22 Full wwPDB EM Validation Report EMD-72719, 9YA3

e Molecule 1: Microtubule associated protein SPM1

—
. 5% . 94%

@)
=
=
=
—_
o
S245
|

R248
5249
E250

|
K254

e Molecule 1: Microtubule associated protein SPM1

—
. 5% . 94%

Q
=
&
=
=
—_
—_

Y247

R248

| I
K254

e Molecule 1: Microtubule associated protein SPM1

Q
=
e,
=}

—_
[\)

94%

)
=}
=
[
o
4
o
m



Page 23 Full wwPDB EM Validation Report EMD-72719, 9YA3

|

C246
Y247
E250
Y251
P257
P258

e Molecule 1: Microtubule associated protein SPM1

Chain 13: 6% . 94%

|

| Y251

e Molecule 1: Microtubule associated protein SPM1

Chain 14: 5% . 94%

| c46
Y247
|
Y251
|
L256
Q244
S245



Page 24 Full wwPDB EM Validation Report EMD-72719, 9YA3

e Molecule 1: Microtubule associated protein SPM1

—
5%

Q
=
=
=

—_
ot

94%

L1239
|

Y247
|
|

K254

| P255
L256

E250
Y251

e Molecule 1: Microtubule associated protein SPM1

Chain 16: "5% . 94%

|

Y251
|
K254

e Molecule 1: Microtubule associated protein SPM1

—
5%

Q
=
2.
=

—_
~

94%



Page 25 Full wwPDB EM Validation Report EMD-72719, 9YA3

| Ezso |
C246
Y247

e Molecule 1: Microtubule associated protein SPM1

Chain 18: 5% . 94%

Q244
$245

| c246
Y247

| R24s
5249

| E250
Y251

|

K254

e Molecule 1: Microtubule associated protein SPM1

Chain 19: 5% . 94%

2 ‘ ‘ ‘
|

Y247
R248
Y251
K254
P255

e Molecule 1: Microtubule associated protein SPM1



Page 26 Full wwPDB EM Validation Report EMD-72719, 9YA3

Chain 2: “6% . 94%

|

| K254

e Molecule 1: Microtubule associated protein SPM1

Q
o
=
=

)
N

. 5% 94%

|

e Molecule 1: Microtubule associated protein SPM1

Q
=
=
=)

O
w

. 5% 94%

)
=}
=
[
o
4
o
m

(3
1
g
w



.
&

[0)<]
@D
[\]
N

Full wwPDB EM Validation Report EMD-72719, 9YA3

L239

e Molecule 1: Microtubule associated protein SPM1

Chain 3: "5% . 94%

|

Y247
|
Y251

e Molecule 1: Microtubule associated protein SPM1

—
D 5% . 94%

@)
=
e.
B

S

Q244
|

Y247
|
K254

L256

e Molecule 1: Microtubule associated protein SPM1



Full wwPDB EM Validation Report EMD-72719, 9YA3

3 i
= R
= [\
at o

6% 94%

| Y247
"

e Molecule 1: Microtubule associated protein SPM1

—
L 5% . 94%

aQ
=
3
B
D
Y247
[ |

Y251
|
K254

e Molecule 1: Microtubule associated protein SPM1

Q
=
=
=)

\]

6% 94%



Page 29 Full wwPDB EM Validation Report EMD-72719, 9YA3

R248

e Molecule 1: Microtubule associated protein SPM1

Chain 8: "5% . 94%

’
Q244
[ s245

C246
Y47
R248
|
P255

e Molecule 1: Microtubule associated protein SPM1

Chain 9: &% . 94%

¢ “‘

¢
¢
A243

|
€246



EMD-72719, 9YA3

TGME49_ 235380

Full wwPDB EM Validation Report

e Molecule 2: TLAP3 (apical cap protein AC5),

Page 30

9T€T

mmS Llza
e N 9.t
CLES 96%d 5924
367
0.£7T 2923
£673
89gh
167K ¢
254}
The1
Thed
YETA
8221
0 88zd
— sTTy
0 824
NMNz
8.2h
1124 .
9,28
vLed
£LTA
293
0 5820
. ¥82H
z82H
LT€¥ [ |

<>

SO0 o

62%

71%

TGME49_ 235380

1)

7%

@ 000900000

6%

—~
0O
O
<
=
)
+—
o
—
o,
o
<
O
=
9
a,
<
S~—
o
ol
<
—
=
N
=
=
O
=
=
°

30%

23%

b o 4

N
©

m
=
@

<

(@)

7%

& 4

Chain A:

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 31

0 TLES

TLEY

89€b

Lo 4 224

6970
89%N

9971
vov

857y

¥Sv1

$S95a

e o

w ©
g8
EE

S 0o o

TS
1248d

6141

< <&

80GA

9084

A

T67IW

> 0o

TGME49_ 235380

e Molecule 2: TLAP3 (apical cap protein AC5),

92D
€gev

(4748
1544
6€TH
w“w:
0€TL

82T1

92%
|

¥Tel

6121

—
7%

Chain C:

e Molecule 3: Tubulin alpha chain

—
6%

19%

76%

Chain AO0:

SPIL

T7TA

B6ETN

TETD

(4458

811S

S0TY
70TV

COTN

00TV

160

i

68d
88H

981

€84

18D

0.1

093

2sd
TSL

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 32

¥l2d

0.2s

0L1D

6711

8174

T1va

80%&

SO%A

€07V

S6€d

08EN

8L€T
LLEW

vLEV

L9ea

¥9ed

SGET

€CEN

6T€X

91€D

70eN

COEN
TOEN

1,623

v6cs

1621

S.2I

n

Tubulin alpha cha

e Molecule 3

6°/D

20%

75%

Chain A2

CETT

14428

ceTI
1214

6111

80TA

voTY

9631

261

981

S8H

784

€84

78D

9.a

C¢Ld

0L1

194

T9H

€54

pracy

v92d

[4°198

89ZN
LSTL

asracs

LyTv

vved
evey

ovey

vecn

6ccy
8CTN

144

L1271

€120

0TCA

023

€0C

S6T1
v611

1818

28TA

9.0

6974

L9771

LSTT
95TH

€STT

6711

SYIL

LETH
9€TT
SET

TTEA

60€H

L0ed
90€a

CTOEW
TOEN

88CA

9821

S.2I

S§9CI

n

Tubulin alpha cha

e Molecule 3

6%

11%

83%

Chain A4

0TCk
6021

(448

S6TT
7611

S.Td

6974

GSTH

€STT

SYTL

80TA

160

88H

6.4

9.a

0,7

19D

[4°K|
TSL

(45729

8C¥1

ETFH

L0%M

veex

06eY

L8EA

€TEN

B6TEX

91€d

COEN

182Y
08ey

L.TS

S.2I

1924

S92I

6521

SecI
vecn

TeeI

4221

61CI

L1T1

ST2H

[aran

n

Tubulin alpha cha

e Molecule 3

6%

19%

76%

Chain A6

15478
07TV

SETd

CETT

445

{4458
1214

€64

9EW

0€L

8CH

CTOEN
TOEW

26Tl

€8CH

6,24

S.2I

v.L2d
eLey

T.LTS
(X4

89T

44

(044

S€CI
veen

TeeI
0€T1

1344

6121

L7121

L0cd

$s0za

Tocy
00zA

¥611

S8TA

Z8TA

Sy © N~ 0 O N
o © © © O~
alls S 2SS
4 XA =K w

6SGTA

LST1
9GTH

607N

LO¥M
90%H

86EN

S6€d

8LET
LLEW

SLeEN
v.LEV

09ed

SGET

wven

TEEY

8CEA

9zen
Szed

ozeyd
6T€X

91€0

TTEA

€0EY

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 33

n

Tubulin alpha cha

e Molecule 3

6%

12%

83%

Chain A8

08TV

L9T1

LETH
9ETT

€ETH
CETT

(4438

8T1S

765

68d

6.4

9.a

€LL

L3

8C¥1

0cvd

L1%4

LO¥M

£07Y

86EN

LLEW

09ed

0ozed

L1€7T

60€H
80€Y

90€d

86¢d

9624

1621

18tS

S.TI

T.C8

6G21

§G62d

(4440

SeeI

1€2I

21CI

0TZA

%021

00zZA

S6T1

n

Tubulin alpha cha

e Molecule 3

6%

17%

78%

Chain B0

o
™ Il
I“" 9'_

15478
ovTv
6ETN
9€TT

YETD

CETT

S0TH
YOTY

COTN

00TY
963
160

88H

981

784

89
08L
6.4

29N
T9H

€54

TSL

674

86¢d
Leca

26CL
€8CH
28TA
13314 4

9,21
S.2I

6921
89CH

6521

PAS[AN

el

SeTI

622y

STl

€2l

61C1

L1271

(4548

6021
802y

00zA

€874

08TV

€L1d

TL1S

89TN
L9711

¥oTxa

6GTA

9GTH

ETTN

S07A

[

86EN

89€1

09ed

8¥ed

Vel

SEET

TEEV

€TEA

ozed
6T€X

L0gd
90€d

voex
€0EY

n

Tubulin alpha cha;

e Molecule 3

6%

16%

79%

Chain B2

&
=)

S8TA
78Td

Z8TA

8.L1S
LLTA
9.0

i ZA%

89TN

6STA

9914

¥STT

T7IA
o¥TY

0TTI

TOTN

189

6.4

9.0

cLd

0.1

TOH

€64

(434

CEEN

62EN

€CEN

6T€X
8TEN

ETEN

TIEN

S0€D

COEN
TOEW

7823

28TA

082y

S.2I

1,924

S92I

el

2SCA

¥vecd

(%74

8€TT

e

ceed

912N

(4548

L0za

0T

10TV

8611
L6TH

S6T1

L81S

8CY1

SO¥A

[404S

s6ed

T6EW

Z8EL

08EN
6LES

LLEW

¥9ed

9GEN

cGeeN
T5€d

SEET

n

Tubulin alpha cha;

e Molecule 3

6%

16%

79%

Chain B4

oI
6STA
95TY

¥STT
€STT

6%TT
SETA
CeTT
SCTT

160

S8H
784

18D

6.4

9.a

891

TOH
09

€94

TSL

9EN

0eI

6A

SI

€4

cseN
LEEL
veel

Leeda
9CeN

8TEN
ETEW
Trexn
0T€d
60E€H
88TA
S.21

89TN
1924

S92I
6G2T
el
0SzA
evey

ovey

8€TT

9€TS

0€TT
622H

912N

(4148

€0CH

L6TH

S6TT
7611

T6TL

T8TA

S.1d

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 34

8TV1

60%A

90%H

E0VY

86EN
LBET

oeeyd

98ed

€8eY
Z8€L

08EN

SLEA

€9€A

n

Tubulin alpha cha:

e Molecule 3

6%

18%

w—
77%

Chain B6

LETH
8CIN
ver

oz1a
6111

TSL

9EW
£ea
0eI
9T1

110

6A

€4

60€H

90€d

voex

(418

9821
s8zh

{42198

0823

8.Lay
LLTS

S.TI
v.2d

TLTK
TLCS

1,924

§921
7924

29CA

8C¥1

81vd

ETVN

T1%d

80%A
LOTM

S0%A

€0y

86EN

LLEW

99€D

79ed
€9EN

09ed

8EEN

geer

TEEA
TEEY

62EN

0zed

8TEN

e Molecule 3

91€0

n

Tubulin alpha cha

6%

17%

—
77%

Chain B8

oMo |
(SR

SCTT

STTA

(435}

0TTI
60TL

SOTH

COTN

66V

963

¥6s

160

88H

6.4

9.a
SLA

cLd

0LT

990
794

TSL

€ed

1343

0824

LTS

vl2d

6921

S92I

6521
852N

el

0szA

9%ZH

(%744

9€TS

ceed

6121

L1271

0TCA

L0za

86TL

96714
S6TT
7611
€6TS

T6TL

6811

L8TS

¥8Td
€814

T18TA

0LTD

89TN

6ETN

CETT

8CIN

CEVA

8¢¥1

(475

8Tvd
L1%4

ETTN

8074
LOTM

€07y

150)72'8

86EN

T6EW

89€1

LSGEX

2GeN

T%€1

Seel

CEEN

S0€D

T6CI

s8zh

n

Tubulin alpha cha

e Molecule 3

6%

24%

70%

Chain CO

H .
e

66V

76s

€ed

T€0

921

44
€21

TCH

9TI

429

(434

€TTL
Teey
(aac
6121

€120
(4148

6021
plorace
902N
S0za
10Ty
661

S6TT
7611

T6TL

6811
88TA

LLTA

.18
€L1d

89TN
L9711

oA

CST1

6711
8¥1D

SPTL
445

LETH
9ETT

[439¢

SCTT
i£q5:

TeTd
ozra

STTA

LOTH
901D

8.LEI
LLEW

SLEA

69€V

SGET

2GeN

Sseel

Lzea

€TEA

0ozed
6T€X

91€D

ETEN

TIEN

€0EY

9624
secy

88CA

8.LeV

S.21

0.2s

L9z4d

6521

1

evey
(4748

ovey

LETS
9€TS

8TTN
1221

STl

SEVA

CEVA

0EYN

8C¥1
LT%Y

(478

Tubulin alpha cha

8Tvd
L1%4

€TV

90YH

66EA
86EW

g6€d

06€Y

L8EA

T8EL
T8€S

111

e Molecule 3

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 35

6%

25%

69%

Chain C2

o™
0 ==

768

€94

8CH

€21

911

¥1I

TV

L1271

€120

S02a

Tozgv

S6TT

T6TL

6811
88TA

G8TA

28TA

S.1d

89TN

YT

LSTT
95TY

YSTT

2STT

6711

SPIL

ovTV

LETN

GETA

€ETH
CETT

6TTT

STTA

60TL

LOTH

S0TY
7oTV
€074
COTN
TOTN

GGEI
8ved
L%€D
oveM
6EEY
LEEL
veel

E€TEN

ozey
6TEX

ETEN

S0€0

E0EV

TOEW

82V

1128

§.e1
6921
89T
1,924
792y

6521
85ZN

8524
jastacs

zseA
152a

evey

9€TS
SecCI

TeeI

82TN

sceL

eevd

0eYN
62va

LTVY

STy

{4474

ETVH

60%A

90VH
SOVA

n

Tubulin alpha cha;

e Molecule 3

6%

18%

76%

Chain C4

¥STT
1810
Ly1S
T7IA
LETH
CETT
621D
(4438
L1117
4228
111D
0TTI
60TL
SOTH

76S

SLA

891

99A

€94

0eT

¥cd

s82h
0824

9,21
S.2I

CTLTK

6921
89CKH

924
6921
(4748

S€CI
e

TecI
0€TT

822N
zeed
81¢a
[434%

0TZA

802y
L0z3

€0CH
S6T1
7611
€6TS
06TS
€874
08TV

CTLIM

9913

¥oma

6SGTA

LSTT
9GTH

[4474!

LOWM

SO%A

[4vigs

S6€d
veex

T6EN
06€Yd

¥8e1

8LET
LLEW

€9€A

09ed

8CEA
L2ea

ozeyd
6TEL

LT€T
91€D

9624

T6CI

88CA

9821

n

Tubulin alpha cha;

e Molecule 3

6%

25%

69%

Chain C6

60TL

SOTH

€0Td

€ea
ced
T€0

pRac
921

44

02D

~
- =
B =

LETS

SECI

TecI
0€TT

j4448

zeed
TeeH

1121
€12D
0TCA
6021
80Ty

S6T1
7611

T6TL

6811

S8TA

€814

T8TA
08TV

LLTA

ZA

S91S

9GTYH

¥STT

SYTL

(445

LETH

YETD

SeT1

{4458
T21d

6111

TLEA

T9EL

8EEN

CEEN
TEEV

6CEN

9CEN

veen

0zed

8TEN

91€D

voex

TOEN

26cl
T6cI

g8z

[4:10%

08231

LLTS

Yl2d
€£.LTV

TLC8

89CKH
1,924

S92I

29CA

09ZA
6921

3

9G24

oA
(448

8%C1

474

CEVA

1474

[a44

€TV

60%A

90%H
SO%A

€07V
0%y

86EN

Tubulin alpha cha;

96ed
06ed
98€d
6.LES
LLEW
9.€0

SLEA
vLeV

11

e Molecule 3

6%

20%

74%

Chain C8

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 36

TSL

Sy
[}
o

o
2}
=

©
N
==}

921
M

110

6A

98
SI
A
€d
[4:

6921

99CH

SG2d

o444

(44

TecI

0€2T

6zcd

Scel

6121

912N

21l

60CI

%021

00zZA
66TQ

88TA

€814

T8TA
08TY

9914

¥oTxa

LST1

€GT1

6711

SYTL

(4745

SeTd
YETD

CETT

SCT1

70TV

COTN

CEVA
8¢¥1

ey

L8EA
¥8€1
8LET
9.€0
SLeEN
vLev
€9€A
9CeEN
6T€X
00€S
88CA
s82h
133144
9,21
S.TI
¥.2d

CTLTK

n

Tubulin alpha cha

e Molecule 3

6%

20%

74%

Chain DO

15478
8€Td
LETH
9€TT

SC11
4458

STIA

80TA

T0TN

064

88H

784

78D

6.4

9.a

0L1

S90

Z9A

093

951

TSL

v.cd
€LTV
cLTK
T.2S

69271
89T

[4°148
T92d
092A
6521
8GN

952d

jaract

(4448

TecI

622y

E{4AR

812a

§02a
7021

20ocA
T0CY

LBTH

S6TT

T6TL

€874

T8TA
081V

LLTA
9.LT0

€L1d
TLIN

6914
89TN

7511
2STT

SYIL

8C¥1

STyl

814

24570

60¥A

90VH

€0PY

S6ed

TEEW

6.LES

LLEW

SLEA
vLEY

T9€eL
09ed

cseNn
TSed

TvEl
GEET
CTEEN
ozeyd
91€d
€0EY

98CT1
582h

T8¢V

9,21

n

Tubulin alpha cha;

e Molecule 3

6%

17%

78%

Chain D2

(4458
9%

(4951
111D
0TTI

SOTH

€0Td

261
160

68d
88H

981

€64

89€T

€TEA

6T€A
8TEW

voex
€0eY

€8CH
T8¢V
9,21
S.21
v.2d

TLTA
T.L28

1924

6SCT

§Scd

0SszA
672N

P44

Tves
ovey

gged

1121
912N

60CI

S02a
7021

L6TH

S6TT

3

T6TL
€874
8.18

ST

o

YEVE

CEVA
TEVA

8T¥'1

STYT

(478

L1974

€TV

LO%M

covYd

06eY

¥8eI

LLEN

9.€0
SLEN

Tubulin alpha chain

e Molecule 3

6%

18%

76%

Chain D4

Yo

¥811
€911

(445

oY1V

LETH

SETA

114%:¢

S0TY

TSL

ced

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 37

STY1

[4474s

€TV

€07V

86EN

S6€d

88€4

LLEW

SLEA
vLEV

89¢€1

€£G€0
4215}

[47:0]

SEET

92eN

€TeA

6TEL

ETEN

TTEN

60€H

90€d
S0€0

n

Tubulin alpha cha

e Molecule 3

6%

17%

77%

Chain D6

9GTH
€671
TS1D
ovTV
9€T1

211
1442’8

{4458
1141

6111

STIA

08L
6.4

1€
921
110

LI
9s

91€0
0T€D
80€Y
862d
s8zh
T8CTA
S.e1
TLTA
et
6SCT
STl
952h
§82d
asracs
LyTV
€¥cy
ovey
SecI
T€CI
8¢TN
STl
eced
61CI
912ZN
0TCA
021

€618

T6TL

68171
88TA

TLIS

6STA

62va
82¥1

S2Ty1

(478

814
L1734

124570

T1vd

80%X
LO¥M

L6ET

88€d

€8EV

LLEW

€9€A

09ed

ision

CTEEN

62EN

ozey

Tubulin alpha chain

e Molecule 3

6%

18%

—
77%

Chain D8

6ETN

LETH
6210
(4458
6111
STTA
S0TY
COTN
00TY
66V
86d
76S
160
88H
8D
690
99A
T9H
9GL

€54

62D

COEN

9624

s8zh

LLTS

S.2I

CTLTK

89T

9921
9y

6521

§92d
asacs

TSea

8%

8€T1

veTn

T€cI
0€T1

seel

61CI

L1271

%021

00z

S6T1

1818

S.Td

89TN
L9711

6STA

9GTH

¥STT

TvIA

9EVD

STYT

8T¥d

1194

80%A

SO%A

e0vY
covYd

86EN
L6€T

06€Y

88€d

€8EV
2¢8EL

8LET
LLEW

0S€D
L%€D
9zen
€TEA
(1298
8TEN
L1€7T
91€0

0T€D

n

Tubulin alpha cha

e Molecule 3

6%

19%

76%

Chain EO

€GT1
2§11

91D

0vTV

LETH

CETT

SCT1

OTTI

LOTH

SOTH

00TV
66V

6.4

L3
9.d

VLA

TSL

1D

€4

262l
98C'1
¥8ca
082y
S.2I
CTLTA
89T
9921
6521
SS62d
%44

9€TS
SeCI

TeeI
0€TT
622y
STl
€eaL
912N
21l
00z
T6TL

6811

¥81d
€874

LLTA
9LTD

€L1d

L9TT
99T

¥oTh

6STA

LST1
9GTH

62y

9TYY
Sy

(44748

81vd

607N

LO¥M
90%H

£0%Y

S6€4d

9.L€D

€Le4

89¢€1

¥oed

9GEN

wven

8EEN

Teev

€TEA

6TEX

8TEN

L1€71

ETEN

00€Ss

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 38

n

Tubulin alpha cha

e Molecule 3

6%

17%

77%

Chain E2

j14:)
v1I

10
01D

Cw

91€0

ETEN
(4398

L0ed

voex

86¢d

(4148

88CA

§.21

CTLTK

89TH

S9¢CI

6521
85ZN

vved
€¥cy

8€CT
LETS

622

STl

9TZN

(4148

ToCY

86TL

S6TT
v611

T6TL

88TA

LLTA

ZAN

89TN

791X

82¥1

{442

€0y

96€d
S6€d

8LEI

S.Len

89€T

09ed

9SEN

8%ed

oveEM

T9el

Teey

Lzea
oceN

€TEN
ocex

6TEX
8TEN

n

Tubulin alpha cha

e Molecule 3

6STA

LSTT
9GTH

6%

€GT1

oY1V

CETT

0ETL

21%
|

SCT1

72%

N~ o
o N
|5 -~]

o N
w el ~

Chain E4

98C'1

patacs
€8CH
T8TA
T8¢V

8.2V

9,21
S.21
v.ed

TLTS
0.Lgs
6921
Y92y
6521

€vcy
(4448

8€TT
LETS

S€CI
1€cI
14498

AN
{4448

0TZA

802V
L0ca

00ZA

S6T1
611

6811

T8TA

cLIN

6974

L9711

0V

8C¥T

{4448

8Tvd
L1943

607N
80%A
LOTM
90%H
S0%A
86EN

S6ed

L8EN
78eI
€8EV
¢8EL
LLEW
9.€0
SLEA
vLeEY
89€1
v9ed
T9EL
cseeNn
vven

0zed

8TEN

91€0

01€d

L0ed

voex
€0EY

TOEW

862d

veva

n

Tubulin alpha cha

e Molecule 3

6%

23%

72%

Chain E6

SYIL

8ETd

6210

{4498

60TL

901D
S0TY

COTN

86d

76S

178D

TL3

690

794

T9H

©3s
€54

TSL

674

LSTL

0SzA

LYTV

Sv2a

€vcy

8€TT

SeeI

12C1

STl

€CTL

1144

0 O~
=1 B

€120

0TCk
6021

L0oca

021

00zA

S6T1

6811

T8TA

S.1d

€L1d

6914

o N M W0 0
T S SNE N
N REEAE N
n|>= < H <

L9TT

Y91

T9TA

LST1

€GT1

8¥1d

€8V
LLEW
9.€0
SLEN
vLEV
69€V
09ed
SGEI
0s€d
Seer
62EN
€TEN
ozey
6TEX
8TEN

91€0
ST1€0

(4598
01€d
L0ed
90€a
S0€0

66TV
862d

9624

T6CI

S9¢I

(45198

09zZA
6521

6cva
8C¥T

S2Ty1

ETVH

1T

607A

e Molecule 3

LO¥M
90VH

€0PV

86EN

06€Y

n

Tubulin alpha cha

6%

20%

74%

Chain ES8

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 39

{4958
6111

PITI
€173

OTTI
00TV

68d
88H

6.4
9.a
€LL

L3
0.1

99A
€64

674

8CH
921
STd

8H

98

L0gd
TOEW

S.2I
v.2d

1,28

6921
89CN

6521
8GCN

SG62d

8%C1

8€TT

T€CI

622y
8¢CN

Seel
j4448

zeed
1244
ozed
6121
21zl
€0CH
LBTH
¥81d
T8TA
CLIM
6914

091a

LSTT
9GTH

¥STT

9ETT
SETd

L1%4

ETHH

60VA
20128

90VH

86EN

T6EW

¥8el

8LET
LLEW

vLEV

TLEA

€9€A

09ed

85eD

SGEI

2GEN

08€d

744N

SEET

TEEV

8CEA

Sced

€TEA

ozey
6TEX

97€0

viev
ETEN

n

Tubulin alpha cha

e Molecule 3

6%

22%

72%

Chain FO

€710
07TV
LETH
CETT
SCT1
STTA
PITI
€1Td

OTTI
60TL

SOTH

TOTN

064

9.C1

¥l2d
€.LTV

6921
89CH
1,924

S92I

29TA
192d
09zA
6521
89CN

L

(%441

8€TT

9€TS

T€CI

622y
8¢CN

STl

€eelL
ceed

54

T1ea

€0CH
{448

86TL

S6T1
¥61T1

TLIM
TL1S

6914
89TN

LST1

€571
2§11

6711

SYIL

< 0 o

113

€6EH

T6EN
06€Y

¥8€1

18€8
08EN

LLEN

SLEA
vLev

S9€D
C9EA
09€ed
LGEX
99EN
SGET

T8€4

8EEN

9eeN
SEET

CEEN
TEEV

8ZEA

Sced

€TEN

0Zed

91€d

Trexn

L0ed

862d

262l

¥8ca

SETA
[45372%
8TY1
9T¥D

viva
ETVH

86EN

111

: Tubulin beta cha

e Molecule 4

5%

18%

76%

Chain Al

LY
S¥IS
(445}
B6ETT
YETD
8¢1a
0TTA
L1771
9TTA

G118

€TTI
(435}

SOTH
66N
€69

T6A

781
9LA
ELW
0.d
891
190
99N
€9V

T9d

TSGA

ced
Tea
0€T

911

Cw

T1€T

60€Yd

LOEH

70€d

c0ev

624
€6TH

6821

18¢d
¥8C1
89¢CI

1821
952N

{4t 8

6¥2a
8¥cs

EETN
0€TS
vcea
Tzl
91y
80CA

A g
{ofact

2611
68TA

98TL

LIS
1974
S914

0STT

9zvh

STV
E€6EV
08ey
9.4
L9€4d
E€9EN
c9eN
T9€1

¥sed
€GEN

6VEN
(4498
€EEA

0EEN
6zed

€cel

i

L1ed

vies
ETEV

111

: Tubulin beta cha

e Molecule 4

5%

17%

78%

Chain A3

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 40

0LTd
69TA

1974

2190

CSTI

0STT

6ETT
8€ETS

€274

0zTA
6TTA

L1TT
9TTA

€111

T6A

Tea

TZH

119
911

TIN
€10

071D

LEEN

TeeT
0EEN

veex

0zeY

8T€Y

9TEN

vies
60€Y4
00€W
1620

68CT
88TH

c¢led
8921
L5271
€921
Eizds]
8€TD
9€TA
EETN
62CA
S§2TT
8121
91ex
1021
06TH
1811
1814
9.18

€LTd

9Tvh

98€L
€8eQ
08€Y
TLEL
99€l

E€9EN
29eN

85ed
€GEA
6VEN
S¥eI

(0498

1n

: Tubulin beta cha

e Molecule 4

5%

19%

—
75%

Chain A5

LY

6ETT

T1€T

60€Y

1620

6821
882H

982A

€82V

9.2y

€21

TLev

65¢d

8S¢CI

LSTT

SSTA

(4188

8¥%¢s

EETN

0€es
62CA

9TTN
§2T1

61CL

121

L0271

€020

TOZA

66TA
2611
8818
8LTL

LIS
TL1d

29Td

()57

90¥N

08eY

LLEN

v.LET

CLEL

0LEN

SG9EA

E9EN

T9€1

85ed

€SEN

BVEN

9ved

0EEW

9TEA

veen

TCEW

8Ted
L1ed

ETEV

11

: Tubulin beta cha

e Molecule 4

5%

21%

73%

Chain A7

€VIL
6ETT

9€TL
SETI

0TTA
6TTA

L1771
9TTA

€171
OTTY

01D
€0TH

00TN

L6V
96D

c6d
T6A

ELW
CTLL

891
190
99N
991
791
TSA
LYI
{4741
9€R

ced
Tea

eI

j14.\
0zd

VIN

110

Cw

682C1
§8CS
28ty
T8CA
08zh
9,24

jZxan
€.L21

TLCY

89CI
L9271

652d
8S9CI
LSTT

€521
{4148

8¥%¢s

4743

1574

Lgal

EETN
2ETY

0€TS

S121

2611

1814

8LTL

1914
99TL

YOI

29Td

98TH
SSTA

LYTH
9%1D

6T7A

08eY

LLEW

SLED
vLEI

LOBM!
99€l

E9EN

T9€T
98€I
95€ea
¥5€0
6VEN
€EEN
0EEN
veexn

8T€Y

9TEN

ETEY

T1€T

00EN

862N

7624

z62h

111

: Tubulin beta cha

e Molecule 4

5%

17%

78%

Chain A9

S9T4
TOTN

29Td

9GTH
SGTA

SY1S
E€YTL
6€TT
YETD
0ETT
€171

€0TY
{494

00TN

86D

96D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 41

Svel
vren

OEEN

veex

ETEY

T1€T

162d

6821
88cH

[4:14:

j2XAR
€LTT

8921
L9271
9924

6G2d
85CI

982N

csen

8¥cs

oveT

[4%4 4

See

0zed

L1271

S121
L0271

00Zh

86Td

06TH
68TA

L8T1
98T1
S8TV

TL1d

14578

86EL

88EN

vLET

L9gd

E€9€EN

0GeN
6VEN

111

: Tubulin beta cha

e Molecule 4

5%

18%

—
77%

Chain B1

69TA

9911
S914

8GTd
SGTA

TST1
0ST1T

Sv1IS

SETI
veTd

TETH
6210

L1171
9TTA

€171
80Td

€0TH

T0TM
00TN

911
ST0

[4:S

eed
{44
8T€Y
E€TEV
00EN
6821
98¢s
15:198

€.21

TLev

89C1

9924
SG2A
(4[4}

6%2a
8ves

1574t
8€TD
EETN
0€TS

92N
S2T1

€2TH
S121
L0271
20TI
86T
06TH
1871
€8TX

€L1d

747]

1247

6T7A
STV
(0]57<8
90¥H
08€Y
LLEW
S9EA
€9EN
65€)
85ed
LSed
6VEN
LVEN
oved
S¥el

11

: Tubulin beta cha

e Molecule 4

5%

19%

76%

Chain B3

TST1

eI
€ETd

8T€Y

vies
ETEV

T1€1

L6241

€6CH

7821

clLed

L9271

€821
(424}

8%¢s

1544

§¢e

0ged

L1271

ST1C1

erey
c1ed

L0271
00zZb
S6TIN
2611
88TS
L8171
98TL
8LTL
€L1d
9911
S9T4
ot
9GTH

€GTS
2STI

E0%IH

66EL

96€H

98€L

£€8ed

08€Y

89€A
L9e4d

E9EN
29

0gex
B67EW

LyEN

(47458

TeeT

Lz2ea

veex

111

: Tubulin beta cha

e Molecule 4

5%

18%

w—
77%

Chain B5

95TY

€318
2STI

LY

eI

0zTA

L1111
9TTA

€171
€0TX

00TN

LS9

SSL

€94
67A
53700)

oS
6€ed

eI
911

110

o < &DI\-
[N = >

42

0EEN
6zed

9zeN

8T€Y

9TEN

v1€S

cIel
LOEH
voea
862N
€6TH
z62h
1620
0621
882H
%821
cLed

1821
952N

€5CT
csea

6¥2a
eved
1374
0%TT
SETH
62CA
2T
1021
[4oas
S6TN
69TA

S9Td
Y9I

(4578

8074

66€L

96€H
S6€T

26eN

98EL

£8ed

L9€d

E9EN
c9eN

8YEN

oved
S¥el

1n

: Tubulin beta cha

e Molecule 4

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 42

66TA

2611

98TL

5%
|

€8TX

6LIA

TLIS

17%

69TA
1914
99TL
S91d
29Td
TST1
8€ETS
ETD

TETD

L1TT
9TTA

€111

00TN

78%

064

CTLL

99K
S9T

67A

SEL

e

pacy

L1D

. 110

II(\l IIQ’1 ..(n -
- - (=

E9EN

T9€T

65eN
85ed

BVEN

YrEM

THEN
veed
0€EW
9TEA
TCEW
8TeY
T1€T
S0ed
662N

v6cd
€62

062L
821
c¢led
19271
9924
§924
(4148

6%2a
8¥%¢s

e
0%21

EETW

Teev
0€Ts

{oract
(oA

T0ZA
002b

i7474)]

Tevd

TI%V

66EL

LeegM
96€H

98€L
S8€d

£€8ed

vLeI

TLES

111

: Tubulin beta cha

e Molecule 4

5%

20%

—
75%

Chain B9

69TA
S9Td
LY
SIS
B6ETT
ETD
0zTA

L1111
9TTA

€171
[q3%¢

L0TL

€0TA
(4954

00TN

9TEN

€TeY

soed

00EN
66CH

L6241
162d
88¢H
[4:14
6.2h

€LTT

TL2V

8921

962N
SG2A

[4:(a)

8¥¢s

Tvee

8€TD

9ETA

6CCA

LTTH

ST121

€724

20CI

00zb

[419¢

06TH

88T1S
L8TT
9811
S8TV

617N
STV
1073
66€L

96€H
S6€T

26eN
98€L

£8ed
28€es

9.Led
SLeb

€LEY
89€A
S9EA
LGed
67EN

SPEI
vhen

veed
0EEN
8zed
veex

0Zed

o
2

1n

: Tubulin beta cha

e Molecule 4

« 5%

21%

73%

Chain C1

2STI
TST1

LY

SvIS

6ETT

9€TL
SETI

T€TD
0€TT

0ZTA

L1171
9TTA

[43%¢

80T

€01

00TN

3

{4741

6€d

8CH

S2s

€CA

jx4.\
0zd
614

8b
LA

€4
(4

L9271

€921

1924

652d

0821

1574

8€TD

SETH

922N

ST121
vieL

1120

so0cH

20CI

00Zh

86T
L6710
96TV
(4198
08TA
6LTA
8LTL
CLIS

69TA

1914

S9Td

€911
29Td

6STA

9GTH

YSTA

80%4
S0vd
86€X
88EN
TLES
89€A
L9e4d
99¢el

E9EN

L8ed
9G€1

79€d

9ved

cven

8zed

Ssced

TCEW
0zed

8T€Y

ETEY

0TE€A
60€Y

soed
T0€D

862N

¢

7821

28ty

LTl
€LTT

L2V

1n

: Tubulin beta cha

e Molecule 4

« 5%

27%

67%

Chain C3

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 43

80Td

€0TX

TOTM

064

18d

784

ELW

99K
S9T

£9v

894

99D

7SV

c¢red

80T

e{oract

20CI

002b
66TA

L61a

3

06TH

1811

S8TV

€8TA

1814

8LTL

€LTd

TL1d

69TA

L1914

9914
P9I
€9TI

95TY

TSI

¢STI
TSTT

67T

8ETS

9€TL
SETI
eI
€ETA

cTA
L1771

€TTI

6zeb
sced

ozed
61€D

9TEN
ETEY

T1€T
0TE€A

00EW

€6TNH
68TT

7821

28cd
182K

8.TS

.2l

692D
89¢1
L9271
¥9¢H
L5271

(418}

0521
8¥%es
Lyen
9%¢1
444

6€CD

LETL
9€TA

EETN

9zTN

14728
(44728
STFN
80%d
86€X
T6eed
06€Y
68€4
§8€d
28ES

6L

S.eb
vLET

69€D
19gd
99€L
S9€EN
L5ed

¥5€0
€SEN

0SeN

SYel

cven

11

: Tubulin beta cha

e Molecule 4

5%

23%

72%

Chain CbH

(4745

LETH

TETD
0ETT

serd

4%

9TTA

[A%%
1114

60TD
80Td
L0TL

701D
€07y

00TN

€921

LSTT

SS2A

44}

G2y
0S21

8¥%es

8€TD

vees
€ETH

0gTs
62CA
82TT

92N

TeeL
0zed

L1271

ST121
j2%4%
€12y

0TCI

80CA

202V
sozd

T0ZA

66TA

€8TA
8918
L9T4
99TL

€971
(4214}

8STd
SSTA

LYTH

STV
(4574
88EN
08€Y
LLEW
v.LE1

CLEL
TLE8

89EA

E€9EN
29ed

6G€N
8G€ed

67EN

LYEN
9%ed

eed
0EEN
9TEA
veen
8TeY

E€TeV
CTeL

0TE€X
COEY
00EN
L6231
€62
06CL
€.271
1724 §

9924

(44723

11

: Tubulin beta cha

e Molecule 4

5%

16%

78%

Chain C7

S6TN

€6TA

06TH

1811

69TA

091d

9S8TYd

0STT

9TTA

€TTI

90TX
SOTH

20TV

00TN

T6A

0 88a

L8d
984

781
184
99N

19d

6ed
9eX

ced

0eT

1143

9G€T
SSed

0sex
67EN

LYEN

vven

TEET
O0EEN

82€d

9CEA

veen
€TeL

61€D

ETEY

T1€T

L6241

€6CN

1620

6821

18td

9,24

0Lz24

¥9¢H

652d

[4:(4)

8%es

0%21

€ETH

0€TS

TeeL

L1271

[dvan

STVH

80%4

Tubulin beta cha

90%KH

0¥

S6€T

L9€4

S9EA

e Molecule 4

E€9EN
c9eN
T9€T

8G€d
LGed

111

5%

22%

72%

Chain C9

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 44

1Ty
0ZTA

L1T1

€TTI
(435

€0TA
[494)

00TN

869

064

18d

781

184

ELW

99

0
©
)

€9V

6G4

AR

TSR

(4741

ced

Lca

¥ZI

1724 §

89CI

€921

962N
SG2ZA

0§21

(434}

0gTs

£2TH

TZel
4548
012I
¥02N
v61a

161D

63TA

08TA

8.L11
cLIS

99171
S9Td

29Td
6GTA
YT
CSTI

81D
LYTH

SETI
PeTd

1€T0

very

*

(44728
1347

6T¥A

STV

E0VIH

T0%d

66EL

L6EM

9TEN

00EN

€6CH

0621
6821

98CA
S8CS

111

: Tubulin beta cha

e Molecule 4

5%

21%

73%

Chain D1

6YTL
LY
EVIL
[UA%]
B6ETT
8€ETS
LETH
GETI

L1111
9TTA

€111

€01

TOTM
00TN

L6Y
ced
TeA
064
,8d
S84
L4

891

€9V

19d

6G4

L8D
TSR
[474
SEL
L1D
STD

8d

LA
9H

9,24

€.21
zLed

+

89¢I

952N

(414’

0521

8¥%¢s

0%TT

EETH
{44 4

62CA

9TTN

€2TH

S12T

{ofact

66TA

(4%

68TA

Y8IN

81%

8L11L

VLI

TL1d
69TA
99TL
9914
YOI
29Ty
6STA
¢STI

TS11
0STT

5%

€Tvh

STV

€0V

21%

66EL

LBEM
96€H

S.eb
cLeEL
1984
v9es
09€D

0osexd
67EW

TeeT
0€EW

Lgea
9zen

73%

|
n

TCEW

L1ed

E€TEV

60€Y

00EN

£6CW

I o
Tubulin beta cha

1620
062L

88T

98TA

(414

6,20

|
e Molecule 4
Chain D3

CLIS
L9714
9971
S974
POt
LETH
9€TL
SETI
YETD
[445)
6TTA
9TTA

8074
LOTL

€0TH

00TN

86D

S6L

T6A

6821
98TA
S8CS
821

9,24
S.2S

€L271
cLzd
TLTV
8921

89¢CI
LST1

€521
(4[4}

6¥2a
8¥%CS
1574
021
LETL
vees
£ETN
ceey
62CA
S¢e

0gzd
61CL

L1271
91CH
S121
0121
L0T1
20TI

L61a

3

LL1a
9.L1S

YLIN

STVH

80%4

S0vd

66EL

L6EM
96EH
S6€7T
8.Led
CTLEL

L9€4

S9EA

E9EN

T9€T
09€D

8g9ed

99ea

CSES

67EN

OEEN

9CEN

Sced
veen

9TEN

60€Y

00EN

111

: Tubulin beta cha

e Molecule 4

5%

17%

78%

Chain D5

EVIL

8€TS

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 45

STEV

€0€S

00EN

%821

cLed

8921

L8271

€921
[4:14)

672a
8¥Ts

1574
0%21

LETL

EETN
[4%4)

0€Cs
62CA

§¢e

L1TT

S1271

L0271

0ozb

L61da

¥8IN

08TA

69TA

L9T4
99TL

YOI
€971

SSTA
vSTA

LYTH

LLEW

L9€4d

T9€7T

95€T
feiepoled

LYEN

Svel

0EEN

TCEW

L1€4

111

: Tubulin beta cha

e Molecule 4

5%

20%

e
75%

Chain D7

06TH

S8TV

281d
1814

6LTA

TL1d

99TL

€971

SSTA
1

CSTI
TST1

LETH

SETI

TETD
0ETT

verv

LTTT

€01

00TN

T1€T

60€Y

90€Y

00EN

962V

0621
6821

¥8C1
€8¢y

8921

9924

¥9CH
€921

652d

L8271
€521
0821
9vCT
cved
15374
0%21
LETL

[44)

0€TS

144y

£2TH

12Tl
0zed

c1ed

L0271

8674

S6TN

€6TA

144728
STV
(0]57<8
S6€7T
68€d
§8e4d
8.Led
S.ed
CTLEL
89EA
S9€A
c9eN
9G€1
feisoled
¥sed

0GeN
6VEN

oved
cven
veed
6zed
veed
0zed
8T€Y

E€TEY

111

: Tubulin beta cha

e Molecule 4

5%

16%

79%

Chain D9

00zb

L67Q

S6TN
2611
S8TV
TL1d
69TA

YITH
€971

1
CSTI

8¥TD
LY

B6ETT
SETI
1T

L1117
9TTA

€TTL

601D

L9ed

29e%

09€D

SGed

€SEN
67EN
oved
SPel
TheEM
(4778
9TEN
STEV
vies
E€TEY
T1€T
00EN
€62N
7821
89¢1
L5TT
€SCT
(44}
T62d
8¥CS
921
1574

EETH
ceey

62CA

S2TT

€TTH

e Molecule 4

4an

L0271

[dvan

i747)]

1247

6T7A

STV

£6EV

T6€4

T8EA

S.ed

111

Tubulin beta cha

5%

20%

74%

Chain E1

YLIA
TL1d
0L14
69TA

L9T4
99TL

SGTA
TST1
8€TS
SETI
T€TH

serd
vy

TeTd
0ZTA

LIT1

80Td
LOTL

€013

T0TM
00TN

880

984
99
LS80
4514
67A

ovd
Sva

{4741
VIN

8d
LA

[4:S

821

T8CA

6.2b
8.TS

L2l
€.L271

TLTV

8921

9924

89CI

9G2ZN

[4s(a)
TScH

8%cs

cved
1574

9ECA

£ETN
ceey

8¢C1
§ee
6121
S121
L0271
s0cH
[dvan
T0CA

00zb

06TH
68TA

1871
9811

1814
08TA

8L11L

144728
80%d
S0¥a
€0V
86€X
T6€4
88EN
8ed
v.Le1
L9€4d
E9EN
T9€1
9GeT
€GEN
0GeA

TrEM

(427N

E€TEL

TZEN

T1€1

66CH

1620

1,8¢d

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 46

111

: Tubulin beta cha

e Molecule 4

5%

17%

—
77%

Chain E3

8674

96TV

68TA

1811
98TL

€8TX
LIS

YOI
€911

SSTA

eSTI
TS11

GETI
TETD
0zTA
L1TT

80Td
LOTL

€01
00TN

96D
S6L

CTLL
79I
6G4
pAsi]
TGA
0zd
TN
110

8d
LA

[4:]

9zen

€TEL

TCEW
8T€Y
L1ed
9TEN

ETEY

T1ET

66T
862N

z62h
1620

88TH
28ty
9,24

€L2T1
gLed

*

9924

LST1

GSTA

€5CT

TS2H

TvcH

LETL

0€2s

§ee1

812l
L1271

S1TT

L0271

e{oract

002d

80%d
Sovd
S6€T
(4358
88EN

89€A
L9e4

€9EW

6YEN
8¥EN

Tren
(4748

EED

111

: Tubulin beta cha

e Molecule 4

5%

17%

78%

Chain E5:

0 © oo-
= o o

ETD

CETD

0ETT

9TTA

€TTI

60TD

€01y

00TN

869

T6A

88d

©
Q
I=I

781
CLL
891
£9V
19d
SS1
TSA
67A

9EA
SEL

prac

jZa9
E€CA

0zd
LTD

TT0

L

(47458

6zed

[44°8]

60€Y

€6CH

1620
06CL

88cd

cled
T.L2V

8921

SSG2CA

0§21

cved
1574

20TI

00zb

L61Q

S6TN

16170
06TH

L8T1
6LTA
SLTA
€L1d

0LTd
69TA

S9Td
POTN
€9TI
29Td

LYTH

(4574

66€L

Tubulin beta cha

LBEM
96€H

111

e Molecule 4

5%

20%

o
75%

Chain E7

*Q‘Iw-
H o

L9714
9911

TOTN

29Td

vSTA

LYTH

6ETT

9ETL

0ETT

LTT1
9TTA

€171
[42%!

601D

264

781

L4

CLL

891

99

£9V

19d
67A
{4741
SEL
8CH
1498
614

110

1620
0621

88¢d

98CA

%821

{44

v.LCL

clLed

8921

9924

€ETN

62T

92N

£2CTH

TcelL

€02a

0oz
66TA

L6110

1874
08TA

8.L11

€L1d

TL1d
0L14

9zvh
(44728
66EL
96€H
08€Y
LLEW

YLET

CTLEL

Gtz

v9es
99€T
95ea
¥9e€d

05geN

ETEV

T1€1

T0ED

€6CH

111

: Tubulin beta cha

e Molecule 4

* 5%

32%

62%

Chain E9

I-“’I”’-
== o

€9TI
2974

091d
2158
0STT
LY

7vid
EVIL

6ETT
ETH

Te1d
0ZTA

LIT1
9TTA

€171

SOTH
701D

TOTM
00TN

S91
¥9I
€9V
189
2l
LI
791

(4748

0 6ed

[dac

o
N
IL‘I

(G158

ST0

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 47

8%CS

9%2T
Eizds]

8€TD
§€TD
vecs
€ETN

0€TS

821

¥cea
€2TH

3

L1271
9TTA

0 €124

(4548

0121

{oract
702N
€02a
[4oay
T0ZA
00zb

1670
06TH

o oo

88TS
1811

S8TV

0 H8IN
€8TA
z81d

0 1813

08TA

YL

0 €L1d
TLIS
TL1d
0LTd
69TA

2974

S9TH

6821

9zHh
STYA

(44728

6T¥A
8T¥1

PIvN
12544
80¥%4
[490]
86€X
S6€7T
26EN
88EN

98€4

95€T
19€S
0sex
6VEN

9ved

Tren

cven
Tved

111

: Tubulin beta cha

e Molecule 4

—
5%

21%

74%

Chain F1

i

6STA
981y
TSTI
€VIL

9€TL

S91
79I

654
19D
TSA

LvI
ovd
Sva
44!
3740]
(4748

o¥s
6ed
0zcd
614

(5]

SETH

EETN

0€TS

8¢C1

§2T1

€2TD

TeelL

L1271

S121

T120

L0271

S02H

66TA

S6TN

€L1d
cLIS

1974

S9Td
YT
€971

€0V

T0%d

66EL
08€Y
99€el
69EN
9G€I
S5ea
73€d
0SeNX
8¥EN
S¥eI
0EEN
veexn
8T€Y
vies
862N
z62h
88Td

28Ty
T8CA

€LT1
c¢lLed

TGME49 201760

in),

TLAP4 (thioredoxin-like associated prote

e Molecule 5

74%

23%

Chain E

LETM
9ETh

CETH
TETT

1274

SCTH

€e1d

OTTV

€0TT

> &

@  © & O o0

TGME49_ 201760

in),

TLAP4 (thioredoxin-like associated prote

e Molecule 5

R LDWIDE

w_ 0

PROTEIN DATA BANK



Page 48 Full wwPDB EM Validation Report EMD-72719, 9YA3

. =
Chain F: 24% . 74%

¢
¢
¢

179
|
RS2
83
R93
|
K132
|
Q136
nieo @
R169
|
P178
R179

¢
¢
¢
¢

e Molecule 5: TLAP4 (thioredoxin-like associated protein), TGME49 201760

. ——
Chain G: 16% . 80%

T117
R118

| si19
E120
|
P123

E116

Lo7
|
Y100
|
S108
|
T115
| Pi24
R125
|
K132
|
Q136
w137

e Molecule 6: TLAP2 (thioredoxin-like associated protein), TGME49 232130

16%
. I
Chain H: 39% 1% 50%

€000000 &6 ¢ © o coooee tooooooe
i - I~
|2 = = < = e E X



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 49

¢ ceen
z6eY
e o
wﬂmq OI 06€Y %4
¢ 4 ¢ v e
’ $ $
¢ ¢ ¢
¢ o ¢ o ¢
v1ea
’ ETEM 0 B ‘ _Q|_o ’
o b 5 e 8 ¢
LOgH
9081 wmﬁ _ ¢ HM | ¢
k wam MJ 4 w €€TA
£0€D
¢ 2071 M oszh M ¢
= JE3 & o '
QE vOvd = . “ = N
£0¥Y ~ R - >
¢ TOvM = 3 ¢ — 3 ¢
9621 — = §= ¢
N 0079 s ¢ g ¢
6o = ¢ 2 o e
6824 ¢ J655 o “ o 1
| ssal ¢ = ¢ = 8121
¢ e L 1124 ¢ ¢ L ¢
98za ¢ = Corev | N * < N
Q Q
““ ¢ 265U m “ “ % ¢
o < N
o @ ’
¢ ¢ ) 2 ¢ N )
9Le1 ¢ M " “ ¢ M ¢
¢ e ¢ E ¢
M 89¢1 vm \ ¢ WAV “
¢ ¢ 5 ¢ = ¢ coed
ke ¢ S
0 9929 “ um 0 0 01 um m 0
63eA A, @ | A,
= ¢ 6EEN L0VT =
¢ o+ R sen @ s
0921 & | sord |
.' - o ¢
Ne Ne)
M 5 A
¢ 1 8een g o 4 g =
LyTN 9€EM .|O. ] 0 86EM .|O. =]
SN ¢ = | =
0 Sved M = S6EA M =
i ° O ¢ veen ° O

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 50

€.24

OO & 00O & o0 o

0921
6SCA
852V

< O

9T%I

4570

> oo

<  © oo

2 4

TGME49 232130

51%

SO & 00O o0

8%

41%

19%

e Molecule 6: TLAP2 (thioredoxin-like associated protein),

Chain K:

9EEM

LTey

i

veeT
€TEN

Teed

< & oo

SO0€T

€0€D

¢

00EN

L6TM

0 1821

>

78CA

S9ZA

COPP VOO0 990909000000

91¥%1

4208

8EEN
LEEN

27%

1%

62%

TGME49 232410

e Molecule 7: TRXLI,

Chain a: =

8LV

€LA

891

{47\

94T

€9D

70Tl

08TV

TLIA

S9TL

LL}

SYIX

(4458

YETI

TGME49 232410

CETT
TETM

6CTH

ETTA
(4374

€01

T0Td

164

S80

e Molecule 7: TRXLI,

€8d
z8a

27%

13%

R LDWIDE

O
PROTEIN DATA BANK

W

erbDeBe

60%

Chain b:



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 51

L9H

%9d

{47\

994
94T

€9D

0Tl

oM

S6TY

1673

08TV

TLIN

TSTW
0STA

VETI

CETT

SCTH

E€TTA
(43}

80TI

1014

e Molecule 7: TRXLI,

L6y
964
S64
06d
089

8LV
L.

TGME49 232410

9%

15%

76%

Chain c:

o1

191X

CSTH

67Td

EVTI

LETH

TETM

9TTY

6114

[49%S

OTTI

SOTN

L6Yd

06d

980

SL1

[4°)

€99

LY1

ST

9€T

STY

86TY

1614

e Molecule 7: TRXLI,

6811

814

8.T4

0LTA

89Td

TGME49 232410

9%

15%

76%

Chain d:

SYTH

EVTL

71l
ovTT

€ETS
STT1
(43X
60Td
86.L
06d
8LY

YLV
LA

891
590
(47N
€90
0G4

LYT

86TY
68TT
¥81d
08TV
TLIA

c

6%Td

TGME49 232410

e Molecule 7: TRXLI,

9°/D

20%

71%

Chain e:

111
OTTI

LOTX

1074

661

164

STH
42!

e Molecule 7: TRXLI,

TIA
TIN

6d
8S

< <&

L}

86TYH

9611

7614

261D

1

S8TI

TGME49 232410

€811

TLTI
OLTA

LYTH
9V TY

i44%¢
€vTI

6€Td

TETN

(43 %)

9%

20%

72%

Chain f:

i
SPIX
48
EVTI
TPIL

CETT
TETM

4174
eTTd
I
OTTI
80TI

00TN

861

06d

€8d

8LV

SLT

1LY

891
L9H

¥9d
€91

0S4
671

9%a

8TN

CTA

011

[}
a

vocL

66TM
8614

9611
S6TV
7614

1614

68171

€811

CTLIA

0LTA

¢S

LYTH

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

9%
’I

17%

75%

Full wwPDB EM Validation Report

TGME49 232410

e Molecule 7: TRXLI,

Chain g:

Page 52

89Td
L9TA

S9TL

291D

0STA

9714

448

(4458

0v1T

CETT
TETM

cTTd
TT1I
0TTI
60Td
201D
€671
881
£€8d

6.0
8LV

ELA

Ly
9%a

14

8TN

42!

TGME49 232410

{44

86TH

9611

7614

261D

6811

#

e Molecule 7: TRXLI,

S8TI
¥81d
€811

0LIA

9%

17%

75%

Chain h:

6714

ovTH
17451

(4745

€ETS
CETT

9zTd

[49%
TITI

[ 405

881

£8d

8LV

SLT

LOH

%9d

S97T
as

T9d
LY1
6ed

8€T
LED

€T

)
-
=

< .
o
P~

DO
=

9611
6811
G8TI
¥81d
€811
0LTA

291D

0STA

9%

17%

74%

TGME49 232410

e Molecule 7: TRXLI,

Chain 1: =

614
8TN

STY
42!

011
6d

STTT

[ xs
TT11

6073
80TI

9%

4

964

€671

20%
|

06d

3

6CTH

€8d
[ |
8Ly
114
V) O
5LT
[ |
[
1.3
[ |
. mﬁ
—
09N
J |
m mmx
| o 151
(@] = | oova
= i
00za = 420
— =
mmz =
me m
6STA o
i =
8714
LyTH .-
S
B3 e -
w1 5
Maarl
| | <2 =
TETH o =
[ ogrd = =
° O

9%

20%

261D

S8TI

891d

0STA

814
LYTH

TGME49 232410

71%

Sy
44!
€VTI
0%11

9€TT

YETI

CETT
TETN
0€Td
6CTI
8CTH

N
3]
2

>

1,
=
s
2
e
<
=
Q
2
o
=
[ ]

Chain m:

i

R LDWIDE

O
PROTEIN DATA BANK

W

erbDeBe



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 53

w
0
=

Ly

+

ST

OO & 0O oo

@ 0000000

L 4

I 3 39
Mo = = >

o
=
=

011

I I<’1
a,

9024

6.73
8.L74

S.L1S

€LTI

TLTI

@ 0O & o

VETI

CTETT
TETN

€TTA

1111
0TTI
6074

L0TH

1073

66N

TGME49 232410

e Molecule 7: TRXLI,

14%

9%

23%

69%

Chain n:

SOOeO & 0O o0

PO 0O V00000000

& 00O

vva

YN

6€d

00za
86TY

614

oo

1818

2814

08TV

CTLIA
TL1I
0LTA

89Td
LOTA

€918

T9TA

6STA

A& 4

0 TSTH

LYTH
ovTY

CETT
TETM

6CTH
12TV
LTTH
STT1
TITI
OTTI
6012
80TI

861

964

261

681

98Y

9024

7021

e Molecule 7: TRXLI,

[uacs
TozH

TGME49 232410

9%

20%

72%

Chain o:

VIl

TETN
0€Td

[4a%s

0TTI

(472

86TH

9611
S6TV
v61d

1614

3

TGME49 232410

181S

S8TI

e Molecule 7: TRXLI,

€871
2814

0LTA

S9TL

0STA
67Td

17458

9%

13%

78%

o

Chain p:

08TV

TLIA

T9TX

TGME49 232410

e Molecule 7: TRXLI,

90/0

16%

75%

Chain q:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 54

i

=198

LYTH

SPIX

EVTI

TPIL

CETT

STTT

TT1I

6014

voTV

€90

Ly

42!

011
6d

20Ty
TozH

8614

9611

ve1d

€811

0LTA

e Molecule 7: TRXLI,

89Td
L9TA

6STA

TGME49 232410

90/0

18%

74%

Chain r:

LETH

CeTT

6TTY

STTT

€TTA
[43%S

6074
80TI

1074

TGME49 232410

590

¢

9024

86TYH

9611

7614

€811

L9TA

8STL

3

e Molecule 7: TRXLI,

2198

SPIA

71l
0%TT

9%

16%

75%

Chain s:

€VTI

(0741

CETT
TETN

(43 %S
711
OTTI

80TI

9010

vOTY

|

6d

8s

LY
e
h

1614

68171

S8TI
781d

LYTH

TGME49 232410

e Molecule 7: TRXLI,

9%

13%

78%

Chain t:

Tet1d
S8TI
1810

8STL

o

2198
6714
evII
0711
TETM

c1Td

0TTI

80TI

Led
964

€8d
8LV
590
COA
€90

ST

STH

9024

66TM
86TY

S6TV

TGME49 232410

e Molecule 7: TRXLI,

9%

1%

80%

Chain u:

€811

OLTA

89Td

191X

[AS%S
1111

60173
80TI

1014

42

TGME49 232410

e Molecule 7: TRXLI,

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 55

9%

12%

79%

Chain v:

261D

6811

S8TI

0LTA

T9TA

9STA

ovTY
SYIA

{47458

CETT
TETH

6CTH

(43 %S
1111

80TI

964

261

881

£€8d

8LV

S.1

6SN

STH

CTA

6d

86TH

S6TV

TGME49 232410

e Molecule 7: TRXLI,

9%

18%

73%

Chain w:

261

06d

£€8d
8LV
ELA
891
590
SST

ST

614

STY

00za
9611

€6TQ
261D

G8TI
€L11
891d
y9TYd
291D
6%TY
SPIA

EVTI

TGME49 232410

e Molecule 7: TRXLI,

9%

14%

—
77%

Chain x:

8.L14

0LTA

L9TA

S9TL

0STA

EVTI

0%TT

6T

9CTYd

1)

[43%S

80TI

907D

1072

661

964

ST

(435

6811

S8TI
¥81d
€811
2814

TGME49_ 225790

e Molecule 8: TRXL2,

26%

19%

53%

Chain k: -

26M
|
184
|
280
|
6.
|
€LA
|
0.3
691
89A
9934
S99
|
294
LSA
|
€GA
|

0SA 69TA
i |

8vh 5311
Loy

9%0

2%

7S

mﬁ_

ovi M

i ¢

zen

] SYIN

sen e

24N

£zd 821T
W ¢ o

C11d
TTTA

90TI

R
&
X
~

o

S

~

ie)

N

2_

o

<fi

=

= 2

) s

=

o

=

o]

=

& o

N

<

=

2 -

o g

= <
=

° @)

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-72719, 9YA3

Full wwPDB EM Validation Report

Page 56

ETIN
21id

z6M

98A

0 584
28a
6.0
9.1

691

L9V
994
S99
790

a2

691
894
LSK

94
€9A

0SA
8%h
1544
8€4d

SEY

(44

oo

¢

<&

E€GTA

SYIN

€VTY
8ETD
YETI

E€ETA
2eTI

3

pras |

O

R LDWIDE
PROTEIN DATA BANK

W



Page 57

Full wwPDB EM Validation Report

EMD-72719, 9YA3

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 225207 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope TFS KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 50 Depositor
Minimum defocus (nm) 5000 Depositor
Maximum defocus (nm) 25000 Depositor
Magnification Not provided
Image detector GATAN K3 BIOQUANTUM (6k x 4k) Depositor
Maximum map value 2.187 Depositor
Minimum map value 0.000 Depositor
Average map value 0.010 Depositor
Map value standard deviation 0.067 Depositor
Recommended contour level 0.05 Depositor
Map size (A) 536.0, 536.0, 536.0 wwPDB
Map dimensions 400, 400, 400 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.34, 1.34, 1.34 Depositor



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

Page 58

Full wwPDB EM Validation Report

5 Model quality (i)

5.1 Standard geometry (i)

Bond lengths and bond angles in the following residue types are not validated in this section: MG,

GDP, GTP

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 | py/q7 #4|Z| >5 RMSZ 4 Z| >5
1 0 0.17 0/181 0.42 0/248
1 1 0.18 0/181 0.39 0/248
1 10 0.17 0/181 0.43 0/248
1 11 0.16 0/181 0.38 0/248
1 12 0.19 0/181 0.33 0/248
1 13 0.15 0/181 0.32 0/248
1 14 0.19 0/181 0.46 0/248
1 15 0.18 0/181 0.45 0/248
1 16 0.19 0/181 0.42 0/248
1 17 0.21 0/181 0.45 0/248
1 18 0.21 0/181 0.55 0/248
1 19 0.24 0/181 0.67 0/248
1 2 0.19 0/181 0.39 0/248
1 22 0.20 0/166 0.44 0/227
1 23 0.17 0/166 0.36 0/227
1 3 0.18 0/181 0.37 0/248
1 4 0.20 0/181 0.45 0/248
1 D 0.16 0/181 0.44 0/248
1 6 0.17 0/181 0.33 0/248
1 7 0.14 0/181 0.27 0/248
1 8 0.27 0/181 0.95 2/248 (0.8%)
1 9 0.23 0/181 0.79 0/248
2 A 0.26 0/1359 0.73 0/1837
2 B 0.27 0/1776 0.71 0/2403
2 C 0.30 0/392 0.75 0/529
3 A0 0.27 0/3398 0.63 1/4606 (0.0%)
3 A2 0.27 0/3398 0.68 2/4606 (0.0%)
3 A4 0.28 0/3398 0.61 1/4606 (0.0%)
3 A6 0.26 0/3398 0.61 0/4606
3 A8 0.25 0/3398 0.56 0/4606
3 BO 0.25 0/3398 0.59 0/4606
3 B2 0.25 0/3398 0.54 0/4606
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. Bond lengths Bond angles

Mol | Chain | ¢\ o7 #|Z| >5 RMSZ 4| Z| >5
3 B4 0.24 0/3398 0.53 0/4606
3 B6 0.23 0/3398 0.53 0/4606
3 B8 0.24 0/3398 0.53 0/4606
3 Co 0.29 0/3398 0.75 3/4606 (0.1%)
3 C2 0.31 0/3398 0.71 3/4606 (0.1%)
3 C4 0.25 0/3398 0.64 3/4606 (0.1%)
3 C6 0.29 0/3398 0.68 2/4606 (0.0%)
3 C8 0.27 0/3398 0.70 1/4606 (0.0%)
3 DO 0.26 0/3398 0.61 1/4606 (0.0%)
3 D2 0.25 0/3398 0.63 3/4606 (0.1%)
3 D4 0.27 0/3398 0.60 0/4606
3 D6 0.24 0/3398 0.57 0/4606
3 D8 0.25 0/3398 0.56 1/4606 (0.0%)
3 EO 0.28 1/3398 (0.0%) 0.63 3/4606 (0.1%)
3 E2 0.28 0/3398 0.59 0/4606
3 E4 0.26 0/3398 0.67 3/4606 (0.1%)
3 E6 0.27 0/3398 0.68 3/4606 (0.1%)
3 E8 0.28 0/3392 0.70 2/4599 (0.0%)
3 FO 0.32 0/3398 0.74 3/4606 (0.1%)
4 Al | 0.26 0,/3404 0.64 | 2/4606 (0.0%)
4 A3 0.24 0/3404 0.57 1/4606 (0.0%)
4 A5 0.29 0/3404 0.63 0/4606
4 A7 0.27 0/3404 0.61 0/4606
4 A9 0.27 0/3404 0.57 0/4606
4 B1 0.25 0/3404 0.60 0/4606
4 B3 0.26 0/3404 0.56 2/4606 (0.0%)
4 B5 0.24 0/3404 0.58 0/4606
4 B7 0.25 0/3404 0.57 0/4606
4 B9 0.25 0/3404 0.67 4/4606 (0.1%)
4 C1 0.27 0/3404 0.69 3/4606 (0.1%)
4 C3 0.27 0/3404 0.64 0/4606
4 C5 0.28 0/3404 0.66 0/4606
4 C7 0.29 0/3404 0.72 4/4606 (0.1%)
4 C9 0.26 0/3404 0.63 1/4606 (0.0%)
4 D1 0.27 0/3404 0.61 0/4606
4 D3 0.26 0/3404 0.65 3/4606 (0.1%)
4 D5 0.26 0/3404 0.61 0/4606
4 D7 0.25 0/3404 0.59 0/4606
4 D9 0.26 0/3404 0.55 1/4606 (0.0%)
4 E1l 0.29 0/3404 0.68 0/4606
4 E3 0.27 0/3404 0.62 0/4606
4 E5 0.29 0/3404 0.68 4/4606 (0.1%)
4 E7 0.27 0/3404 0.58 2/4606 (0.0%)
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. Bond lengths Bond angles
Mol | Chain | .\ 1q7 #|Z| >5 RMSZ #|Z| >5
1 B9 | 0.35 0,/3404 0.92 | 7/4606 (0.2%)
4 FI | 029 0,/3404 0.69 | 1/4606 (0.0%)
5 E 0.26 0,761 0.58 0/1031
5 F 0.24 0,761 0.58 0/1031
5 G 0.25 0/575 0.59 0/780
6 0 0.22 0/1871 0.61 | 2/2541 (0.1%)
6 I 0.23 0/1870 0.56 0,/2540
6 J 0.18 0/1925 0.47 0/2613
6 K 0.19 0,/1848 0.50 0/2510
7 a 0.25 0/1321 0.61 0/1788
7 b 0.29 0/1321 0.66 | 1/1788 (0.1%)
7 c 0.25 0/1645 0.60 0/2225
7 d 0.23 0/1645 0.53 0/2225
7 e 0.24 0/1645 051 | 2/2225 (0.1%)
7 f 0.25 0/1645 0.54 0/2225
7 g 0.21 0/1645 0.49 0/2225
7 h 0.22 0/1645 0.54 0/2225
7 i 0.24 0,/1645 0.55 0/2225
7 i 0.24 0/1645 0.64 | 4/2225 (0.2%)
7 m 0.25 0/1645 0.60 0/2225
7 n 0.25 0/1645 0.59 0/2225
7 0 0.24 0/1645 0.57 0/2225
7 D 0.23 0/1645 0.55 | 3/2225 (0.1%)
7 q 0.26 0/1645 0.61 0/2225
7 r 0.23 0/1645 0.49 0/2225
7 s 0.21 0/1645 0.48 0/2225
7 £ 0.23 0/1645 0.51 0/2225
7 1 0.21 0/1645 0.48 0/2225
7 v 0.24 0/1645 0.54 0/2225
7 W 0.27 0,/1645 0.79 | 3/2225 (0.1%)
7 x 0.22 0/1645 0.55 0/2225
8 k 0.27 0/1168 0.72 | 2/1578 (0.1%)
8 1 0.27 0/1168 0.71 0/1578
Al | Al | 026 |1/231814 (0.0%) | 0.62 | 89/313966 (0.0%)

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying if
the center is modelled as a planar moiety or with the opposite hand.A planarity outlier is detected
by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms of a
sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
2 A 0 1
Continued on next page...
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All (1) bond length outliers are listed below:

Continued on next page...
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| Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A) |
Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
3 EO 173 | PRO C-N | -7.07 1.23 1.33

All (89) bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(®)
4 B9 171 | PRO CA-C-N 14.91 149.28 120.94
4 B9 171 | PRO C-N-CA 14.91 149.28 120.94
7 W 128 | HIS CA-C-N 14.51 142.73 120.68
7 w 128 | HIS C-N-CA 14.51 142.73 120.68
3 EO 173 | PRO CA-C-N 8.85 134.13 120.68
3 EO 173 | PRO C-N-CA 8.85 134.13 120.68
3 A0 405 | VAL N-CA-C -7.86 106.25 113.71
3 E6 243 | ARG CA-C-N -7.55 113.46 122.44
3 E6 243 | ARG C-N-CA -7.55 113.46 122.44
3 B4 182 | VAL N-CA-C -7.47 105.44 112.83
4 Al 318 | ARG CA-C-N 7.41 131.47 121.83
4 Al 318 | ARG C-N-CA 7.41 131.47 121.83
4 F1 330 | MET | CB-CG-SD | 7.19 134.26 112.70
3 A2 182 | VAL N-CA-C -6.93 105.97 112.83
3 ES8 35 | GLN CA-C-N 6.92 130.01 120.39
3 E8 35 | GLN C-N-CA 6.92 130.01 120.39
3 C6 221 | ARG | CB-CG-CD | 6.68 126.66 111.30
1 8 255 | PRO CA-C-N 6.67 130.82 120.68
1 8 255 | PRO C-N-CA 6.67 130.82 120.68
4 A3 216 | LYS | CA-CB-CG | 6.52 127.14 114.10
7 w 84 LYS | CA-CB-CG | 6.39 126.89 114.10
8 k 145 | ASN CA-C-N 6.31 129.60 120.38
8 k 145 | ASN C-N-CA 6.31 129.60 120.38
3 C8 405 | VAL N-CA-C -6.29 107.73 113.71
3 A2 141 | VAL N-CA-C -6.25 107.20 113.20
3 C4 111 | GLY N-CA-C -6.01 106.80 114.37
7 j 128 | HIS CA-C-N 5.99 132.33 120.94
7 ] 128 | HIS C-N-CA 5.99 132.33 120.94
4 C1 30 ILE CA-C-N 5.95 128.67 120.39
4 C1 30 ILE C-N-CA 5.95 128.67 120.39
3 FO 257 | THR CA-C-N 5.88 128.62 120.63
3 FO 257 | THR C-N-CA 5.88 128.62 120.63
7 p 17 | LEU | CA-CB-CG | 5.76 136.47 116.30
6 H 417 | GLU N-CA-CB 5.74 119.76 110.40
3 D8 260 | ILE N-CA-C -5.71 106.83 111.91

Continued on next page...
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Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(°)
7 p o8 SER CA-C-N 5.68 136.20 126.32
7 p o8 SER C-N-CA 5.68 136.20 126.32
7 b 151 | MET | CA-CB-CG | -5.65 102.81 114.10
3 Co 91 | GLN N-CA-C -5.62 106.24 114.39
3 DO 181 | VAL N-CA-C -5.62 107.34 112.96
3 E6 141 | VAL N-CA-C -5.97 106.91 113.42
4 C7 297 | LYS | CA-CB-CG | 5.51 125.13 114.10
4 E7 354 | CYS CA-C-N 5.51 132.07 121.54
4 E7 354 | CYS C-N-CA 5.51 132.07 121.54
3 E4 219 | ILE CA-C-N 5.50 132.05 121.54
3 E4 219 | ILE C-N-CA 5.50 132.05 121.54
3 FO 260 | VAL | CA-CB-CG2 | 5.47 119.70 110.40
4 C7 90 PHE CA-C-N -5.42 114.31 122.01
4 C7 90 PHE C-N-CA -5.42 114.31 122.01
4 E5 345 | ILE CB-CA-C 5.40 115.61 110.16
3 C0 199 | ASP CA-C-N 5.38 127.91 120.49
3 C0 199 | ASP C-N-CA 5.38 127.91 120.49
4 D9 355 | ASP CB-CA-C | -5.36 109.42 115.79
4 E5 354 | CYS CA-C-N 5.35 131.77 121.54
4 E5 354 | CYS C-N-CA 5.35 131.77 121.54
4 D3 54 | ALA CA-C-N 5.32 131.69 121.54
4 D3 54 | ALA C-N-CA 5.32 131.69 121.54
3 C6 221 | ARG | CG-CD-NE | 5.30 123.66 112.00
4 C9 19 | LYS N-CA-C -5.30 107.83 114.56
3 C4 242 | LEU CA-C-N 5.29 131.65 121.54
3 C4 242 | LEU C-N-CA 5.29 131.65 121.54
4 E5 324 | LYS CD-CE-NZ | -5.28 95.01 111.90
3 EO 429 | GLU N-CA-CB 5.26 117.95 110.16
3 C2 402 | ARG | CA-CB-CG | 5.22 124.54 114.10
7 e 29 ASN CA-C-N 5.22 131.50 121.54
7 e 59 | ASN C-N-CA 5.22 131.50 121.54
4 E9 218 | THR CA-C-N -5.19 117.14 122.85
4 E9 218 | THR C-N-CA -5.19 117.14 122.85
7 ] 84 LYS | CA-CB-CG | 5.17 124.44 114.10
3 A4 155 | GLU | CA-CB-CG | 5.17 124.44 114.10
4 B3 54 | ALA CA-C-N 5.17 130.67 122.61
4 B3 54 | ALA C-N-CA 5.17 130.67 122.61
4 E9 180 | VAL CB-CA-C 5.17 119.77 111.29
3 D2 432 | TYR CA-C-N -5.16 112.57 121.66
3 D2 432 | TYR C-N-CA -5.16 112.57 121.66
4 E9 373 | ALA CA-C-N -5.15 115.87 122.26
4 E9 373 | ALA C-N-CA -5.15 115.87 122.26

Continued on next page...
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Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(°)
3 D2 111 | GLY N-CA-C -5.13 107.72 114.95
4 B9 54 ALA CA-C-N 5.11 130.58 122.61
4 B9 54 ALA C-N-CA 5.11 130.58 122.61
6 H 214 | THR N-CA-C -5.08 107.03 113.43
3 C2 359 | PRO O-C-N 5.06 123.53 121.15
3 C2 429 | GLU N-CA-CB 5.04 117.62 110.16
4 D3 122 | LYS CA-CB-CG | 5.04 124.17 114.10
7 j 10 | LEU | CA-CB-CG | 5.03 133.91 116.30
4 c7 271 | ALA N-CA-C 5.02 120.91 109.81
4 C1 22 | GLU N-CA-CB 5.01 117.63 110.67
4 E9 54 | ALA CA-C-N 5.01 130.42 122.61
4 E9 54 | ALA C-N-CA 5.01 130.42 122.61

There are no chirality outliers.
All (56) planarity outliers are listed below:

Mol | Chain | Res | Type | Group
2 A 276 | SER | Peptide
3 A0 262 | TYR | Peptide
4 A5 271 | ALA | Peptide
4 A5 272 | PRO | Peptide
3 A6 273 | ALA | Peptide
4 A7 271 | ALA | Peptide
2 B 276 | SER | Peptide
3 B2 284 | GLU | Peptide
3 B6 90 | GLU | Peptide
3 Co 258 | ASN | Peptide
3 Co 273 | ALA | Peptide
4 C1 21 | TRP | Peptide
4 C1 271 | ALA | Peptide
4 C1 66 | MET | Peptide
3 C2 109 | THR | Peptide
4 C3 271 | ALA | Peptide
4 C3 298 | ASN | Peptide
4 Ch 271 | ALA | Peptide
3 C6 273 | ALA | Peptide
4 C7 21 | TRP | Peptide
4 C7 271 | ALA | Peptide
3 C8 273 | ALA | Peptide
4 C9 271 | ALA | Peptide
3 DO 256 | GLN | Peptide
3 DO 273 | ALA | Peptide

Continued on next page...
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Mol | Chain | Res | Type | Group
4 D1 271 | ALA | Peptide
4 D1 276 | ARG | Sidechain
4 D1 282 | ARG | Peptide
3 D2 390 | ARG | Sidechain
3 D2 402 | ARG | Sidechain
4 D3 107 | THR | Peptide
4 D3 137 | HIS Peptide
3 D4 273 | ALA | Peptide
4 D5 70 | PRO | Peptide
3 D6 285 | GLN | Peptide
3 D8 129 | CYS | Peptide
4 D9 46 | ARG | Sidechain
4 El 271 | ALA | Peptide
4 E3 271 | ALA | Peptide
3 E4 273 | ALA | Peptide
3 E4 390 | ARG | Sidechain
4 E5 271 | ALA | Peptide
3 E6 245 | ASP | Peptide
3 E6 273 | ALA | Peptide
3 E6 305 | CYS | Peptide
3 ES8 273 | ALA | Peptide
4 E9 160 | PRO | Peptide
4 E9 215 | LEU | Peptide
3 FO 273 | ALA | Peptide
3 FO 348 | PRO | Peptide
3 FO 357 | TYR | Peptide
4 F1 271 | ALA | Peptide
4 F1 348 | ASN | Peptide
8 k 128 | ILE Peptide
8 1 128 | ILE Peptide
7 q 97 | ARG | Sidechain

5.2 Too-close contacts (i)

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 0 174 0 171 4 0
1 1 174 0 171 2 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 10 174 0 171 5 0
1 11 174 0 171 3 0
1 12 174 0 171 4 0
1 13 174 0 171 3 0
1 14 174 0 171 5 0
1 15 174 0 171 6 0
1 16 174 0 171 3 0
1 17 174 0 171 2 0
1 18 174 0 171 5 0
1 19 174 0 171 7 0
1 2 174 0 171 2 0
1 22 160 0 156 1 0
1 23 160 0 156 1 0
1 3 174 0 171 4 0
1 4 174 0 171 4 0
1 5) 174 0 171 2 0
1 6 174 0 171 2 0
1 7 174 0 171 1 0
1 8 174 0 171 2 0
1 9 174 0 171 1 0
2 A 1338 0 1341 28 0
2 B 1744 0 1734 41 0
2 C 384 0 379 10 0
3 A0 3325 0 3252 52 0
3 A2 3325 0 3252 95 0
3 A4 3325 0 3252 34 0
3 A6 3325 0 3252 51 0
3 A8 3325 0 3252 33 0
3 BO 3325 0 3252 48 0
3 B2 3325 0 3252 45 0
3 B4 3325 0 3252 45 0
3 B6 3325 0 3252 o1 0
3 B8 3325 0 3252 48 0
3 C0 3325 0 3252 69 0
3 C2 3325 0 3251 76 0
3 C4 3325 0 3252 o4 0
3 C6 3325 0 3252 79 0
3 C8 3325 0 3252 29 0
3 DO 3325 0 3252 62 0
3 D2 3325 0 3252 44 0
3 D4 3325 0 3252 55 0
3 D6 3325 0 3252 51 0
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
3 D8 3325 0 3252 53 0
3 EO 3325 0 3252 52 0
3 B2 3325 0 3252 51 0
3 E4 3325 0 3252 63 0
3 E6 3325 0 3252 64 0
3 ES8 3319 0 3241 65 0
3 FO 3325 0 3252 68 0
4 Al 3331 0 3207 56 0
4 A3 3331 0 3208 53 0
4 A5 3331 0 3207 95 0
4 A7 3331 0 3207 62 0
4 A9 3331 0 3207 52 0
4 B1 3331 0 3209 56 0
4 B3 3331 0 3207 53 0
4 B5 3331 0 3207 51 0
4 B7 3331 0 3209 53 0
4 B9 3331 0 3209 63 0
4 C1 3331 0 3209 60 0
4 C3 3331 0 3209 88 0
4 Ch 3331 0 3209 61 0
4 C7 3331 0 3209 56 0
4 C9 3331 0 3209 63 0
4 D1 3331 0 3209 60 0
4 D3 3331 0 3207 62 0
4 D5 3331 0 3207 43 0
4 D7 3331 0 3207 59 0
4 D9 3331 0 3207 42 0
4 Bl 3331 0 3207 61 0
4 E3 3331 0 3209 48 0
4 E5 3331 0 3207 o4 0
4 E7 3331 0 3207 99 0
4 E9 3331 0 3207 113 0
4 F1 3331 0 3207 56 0
5 E 740 0 690 12 0
5 F 740 0 690 8 0
5 G 558 0 207 13 0
6 H 1817 0 1768 32 0
6 I 1817 0 1769 38 0
6 J 1870 0 1811 26 0
6 K 1795 0 1749 27 0
7 a 1289 0 1274 14 0
7 b 1289 0 1274 18 0
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
7 c 1608 0 1590 22 0
7 d 1608 0 1590 26 0
7 e 1608 0 1590 26 0
7 f 1608 0 1590 29 0
7 g 1608 0 1590 23 0
7 h 1608 0 1590 25 0
7 1 1608 0 1590 24 0
7 ] 1608 0 1590 31 0
7 m 1608 0 1590 30 0
7 n 1608 0 1590 33 0
7 0 1608 0 1590 28 0
7 p 1608 0 1590 21 0
7 q 1608 0 1590 26 0
7 r 1608 0 1590 26 0
7 s 1608 0 1590 24 0
7 t 1608 0 1590 18 0
7 u 1608 0 1590 15 0
7 v 1608 0 1590 18 0
7 w 1608 0 1590 24 0
7 X 1608 0 1590 22 0
8 k 1140 0 1143 24 0
8 1 1140 0 1143 27 0
9 A 28 0 12 0 0
9 Al 28 0 12 0 0
9 A3 28 0 12 0 0
9 A5 28 0 12 0 0
9 AT 28 0 12 0 0
9 B 28 0 12 0 0
9 B3 28 0 12 0 0
9 B5 28 0 12 0 0
9 B7 28 0 12 0 0
9 B9 28 0 12 0 0
9 C1 28 0 12 0 0
9 C3 28 0 12 0 0
9 Ch 28 0 12 0 0
9 C7 28 0 12 0 0
9 C9 28 0 12 0 0
9 D1 28 0 12 0 0
9 D3 28 0 12 0 0
9 D5 28 0 12 0 0
9 D7 28 0 12 0 0
9 D9 28 0 12 0 0
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
9 Bl 28 0 12 0 0
9 E3 28 0 12 0 0
9 E5 28 0 12 0 0
9 E7 28 0 12 0 0
9 E9 28 0 12 3 0
9 F1 28 0 12 0 0
10 A0 32 0 12 0 0
10 A2 32 0 12 0 0
10 A4 32 0 12 0 0
10 A6 32 0 12 0 0
10 A8 32 0 12 0 0
10 BO 32 0 12 0 0
10 B2 32 0 12 0 0
10 B4 32 0 12 0 0
10 B6 32 0 12 0 0
10 B8 32 0 12 0 0
10 C0 32 0 11 1 0
10 C2 32 0 12 0 0
10 C4 32 0 12 0 0
10 C6 32 0 12 0 0
10 C8 32 0 12 0 0
10 DO 32 0 12 0 0
10 D2 32 0 12 0 0
10 D4 32 0 12 0 0
10 D6 32 0 12 0 0
10 D8 32 0 12 0 0
10 EO 32 0 12 0 0
10 E2 32 0 12 0 0
10 E4 32 0 12 0 0
10 E6 32 0 12 0 0
10 E8 32 0 12 0 0
10 FO 32 0 12 0 0
11 A0 1 0 0 0 0
11 A3 1 0 0 0 0
11 A4 1 0 0 0 0
11 A6 1 0 0 0 0
11 A8 1 0 0 0 0
11 BO 1 0 0 0 0
11 B2 1 0 0 0 0
11 B4 1 0 0 0 0
11 B6 1 0 0 0 0
11 B8 1 0 0 0 0
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
11 C0 1 0 0 0 0
11 C2 1 0 0 0 0
11 C4 1 0 0 0 0
11 C6 1 0 0 0 0
11 C8 1 0 0 0 0
11 DO 1 0 0 0 0
11 D2 1 0 0 0 0
11 D4 1 0 0 0 0
11 D6 1 0 0 0 0
11 D8 1 0 0 0 0
11 EO 1 0 0 0 0
11 E2 1 0 0 0 0
11 E4 1 0 0 0 0
11 E6 1 0 0 0 0
11 E8 1 0 0 0 0
11 FO 1 0 0 0 0
All All 228257 0 221370 3461 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 8.

All (3461) 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)
3:E2:212:1LE:O 3:E2:216:ASN:HB2 1.69 0.92
4:E9:183:TYR:O 4:E9:187:LEU:HB2 1.71 0.90
1:12:247:TYR:O 1:12:251: TYR:HB2 1.72 0.89
4:C3:289:LEU:O 4:C3:293:MET:HB2 1.74 0.87
4:C1:8:GLN:O 4:C1:66:MET:HB2 1.74 0.86
3:D2:255:PHE:O 3:D2:259:LEU:HB2 1.76 0.86
2:C:224:THR:O 2:C:228:LEU:HB2 1.75 0.86
7:3:10:LEU:HD12 7:3:143:ILE:HG12 1.60 0.84
4:C1:318:ARG:HA 4:C1:354:CYS:0O 1.77 0.84
4:C1:267:LEU:O 4:C1:368:VAL:HA 1.78 0.82
4:B9:8:GLN:O 4:B9:66:MET:HB3 1.81 0.81
4:E9:318:ARG:HH11 | 4:E9:358:PRO:HG3 1.47 0.80
3:D0:101:ASN:HD22 | 4:D1:256:ASN:HD21 1.30 0.79
3:D4:270:SER:HA 3:D4:377:-MET:O 1.82 0.79
4:E5:164:MET:HB3 4:E5:197:ASP:H 1.48 0.79
4:D5:100:ASN:HB3 4:D5:103:LYS:HB2 1.65 0.79
3:E6:259:LEU:HD21 | 3:E6:316:CYS:HB2 1.65 0.78
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
4:A3:253:LEU:O 4:A3:257:LEU:HB2 1.83 0.78
4:E7:164:MET:HB3 4:E7:197:ASP:H 1.49 0.78
3:E8:184:PRO:HA 3:E&:391:MET:HE1 1.65 0.78
4:E5:191:GLN:O 4:E5:195:ASN:HB2 1.83 0.78
4:E9:418:LEU:O 4:E9:422:TYR:HB2 1.84 0.78
3:C6:259:LEU:HD21 | 3:C6:316:CYS:HB2 1.65 0.77
3:B&:88:HIS:HB3 3:B8:91:GLN:HG3 1.67 0.77
7:r:194:ARG:HH12 7:r:198:ARG:HH21 1.32 0.77
4:E9:139:LEU:HD12 4:E£9:188:SER:HB3 1.67 0.76
1:13:247:TYR:O 1:13:251: TYR:HB2 1.84 0.76
4:C1:321:MET:HE2 | 4:C1:363:MET:HG3 1.67 0.75
4:B9:330:MET:HB3 | 4:B9:349:-MET:HG3 1.69 0.75
4:D1:248:SER:HA 4:D1:252:LYS:HD2 1.67 0.75
3:E6:3:GLU:HA 3:E6:51: THR:HA 1.69 0.75
1:19:247:TYR:O 1:19:251:TYR:HB2 1.86 0.74
4:E7:166:THR:HB 4:E7:199:VAL:HG12 1.69 0.74
3:E8:274:PRO:HG2 3:ER:374:ALA:HA 1.69 0.74
4:E9:398:TYR:O 4:E9:402:GLY:HA2 1.85 0.74
4:C9:330:MET:HB3 | 4:C9:349:MET:HG2 1.68 0.74
4:E9:210:ILE:HD11 | 4:E9:273:LEU:HD21 1.70 0.74
3:F0:274:PRO:HG2 3:F0:374:ALA:HA 1.69 0.74
3:B0:136:LEU:HD13 | 3:B0:235:ILE:HD11 1.70 0.74
4:A7:285:SER:O 4:A7:289:LEU:HB2 1.88 0.73
4:C7:323: THR:HA 4:C7:326:VAL:HG12 1.70 0.73
4:E9:134:GLN:HA 4:E9:165:GLU:O 1.88 0.73
7:£:9:PRO:HB2 7:£:143:1ILE:HG23 1.71 0.73
3:E0:292:THR:HG21 | 3:E0:331:ALA:HB1 1.69 0.73
3:B4:255:PHE:O 3:B4:259:LEU:HB2 1.89 0.73
7:¢:9:PRO:HB2 7:¢c:143:1ILE:HG23 1.69 0.73
3:E2:318:MET:O 3:E2:375:VAL:HA 1.89 0.72
7:e:14:LYS:HD3 T.e:47:-LEU:HD23 1.70 0.72
3:C8:285:GLN:HB3 3:D2:56: THR:HA 1.70 0.72
3:A6:274:PRO:HG2 3:A6:374:ALA:HA 1.70 0.72
7:¢:9:PRO:HB2 7:e:143:1LE:HG23 1.70 0.72
3:B0:3:GLU:HA 3:B0:51: THR:HA 1.71 0.72
4:D1:313:ALA:HB3 | 4:D1:349:MET:HG2 1.70 0.72
7:n:146:ARG:HH22 7n:159: TYR:HE1 1.35 0.72
4:A3:320:ARG:HD2 5:F:83:GLN:HG3 1.71 0.72
7:m:84:LYS:HB3 7:1n:168:PRO:HD3 1.71 0.72
3:B&:187:SER:HB2 3:B8:391:MET:HE1 1.69 0.71
3:C6:88:HIS:HB3 3:C6:91:GLN:HG2 1.72 0.71
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

4:D7:220:PRO:HD2 3:D8:326:LYS:HD3 1.73 0.71
1:1:247:TYR:O 1:1:251:TYR:HB2 1.91 0.71
4:A1:289:LEU:HD13 | 4:A1:363:MET:HE2 1.71 0.70
3:E6:31:GLN:HE21 3:E6:37:PRO:HG3 1.56 0.70
3:E6:274:PRO:HG2 3:E6:374:ALA:HA 1.74 0.70
4:A5:377T:-MET:HG3 | 4:A5:380:ARG:HH21 1.55 0.70
3:D0:70:LEU:HD12 | 3:D0:145:THR:HG22 1.72 0.70
4:D9:313:ALA:HB3 | 4:D9:349:MET:HG2 1.73 0.70
7:n:69:LYS:HA 7:n:206:PHE:HB3 1.72 0.70
4:D3:135:1LE:HB 4:D3:166: THR:HG22 1.73 0.70
4:B9:279:GLN:HG2 | 4:B9:282:ARG:HH12 1.57 0.70
4:E1:135:1LE:HB 4:E1:166: THR:HG22 1.72 0.70
4:B7:49:VAL:HG11 4:B7:241:ARG:HG2 1.73 0.70
3:C2:69:ASP:O 3:C2:94:SER:HA 1.92 0.70
3:D8:219:ILE:HG12 7:t:198:ARG:HH22 1.55 0.70
4:E5:27:GLU:HG2 4:E5:241:ARG:HH12 1.57 0.70
4:F1:156:ARG:HG2 4:F1:195:ASN:HB2 1.72 0.70
3:B2:176:GLN:HG2 | 4:B3:331:LEU:HD21 1.72 0.69
4:E7:117:LEU:HD11 | 4:E7:154:LYS:HD3 1.73 0.69
3:C6:280:LYS:HB2 3:D0:88:HIS:HE1 1.57 0.69
3:D6:219:ILE:HG12 7::198:ARG:HH22 1.57 0.69
4:D7:334:GLN:HE21 | 4:D7:349:MET:HE2 1.57 0.69
1:23:239:LEU:HD12 2:B:465:LEU:HD22 1.74 0.69
3:E4:269:LEU:HD21 | 3:E4:384:ILE:HD13 1.73 0.69
6:J:218:LEU:HD11 6:J:407:1LE:HB 1.73 0.69
3:C0:296:PHE:HE1 3:C0:377:MET:HG3 1.57 0.69
4:C3:54:ALA:HB3 4:C3:58:ARG:HB3 1.75 0.69
4:D5:303:SER:HB3 4:D5:377:MET:HE1 1.74 0.69
3:C6:31:GLN:HE22 8:1:65:GLU:HG2 1.58 0.69
4:E9:248:SER:HA 4:F9:252:LYS:HD3 1.75 0.69
7:1:88:LEU:HD11 7:1:185:ILE:HD13 1.75 0.69
1:18:247:TYR:O 1:18:251: TYR:HB2 1.93 0.68
1:3:239:LEU:H 2:A:317:ARG:HH22 1.41 0.68
4:A3:289:LEU:HD13 | 4:A3:363:MET:HE2 1.74 0.68
3:D4:32:PRO:HA 3:D4:86:LEU:HD12 1.74 0.68
4:D9:7:VAL:HB 4:D9:135:ILE:HG12 1.76 0.68
4:A9:207:LEU:HB3 | 4:A9:225:LEU:HD22 1.75 0.68
4:B1:49:VAL:HG21 4:B1:241:ARG:HG2 1.76 0.68
7:w:115:LEU:HD21 7:w:145:LYS:HZ2 1.58 0.68
3:B4:318:MET:O 3:B4:375:VAL:HA 1.94 0.68
3:C8:166:LYS:HB2 3:CR:199:ASP:H 1.58 0.68
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
3:A4:88:HIS:HB3 3:A4:91:GLN:HG2 1.74 0.68
4:C7:289:LEU:HD23 | 4:C7:365:VAL:HG13 1.74 0.68
4:D7:309:ARG:H 4:D7:372: THR:HG22 1.59 0.68
3:E0:105:ARG:HG2 | 3:E0:110:ILE:HG12 1.75 0.68
3:A8:136:LEU:HD13 | 3:A8:235:ILE:HD11 1.74 0.68
4:C3:267:LEU:HD12 | 4:C3:374:ILE:HD11 1.74 0.68
4:E9:385:PHE:HZ 4:E9:408:PHE:HB3 1.57 0.68
3:A6:132:LEU:HD23 | 3:A6:164:LYS:HE3 1.76 0.68
3:D2:274:PRO:HB2 | 3:D2:276:ILE:HG12 1.76 0.68
4:B9:288:GLU:HG3 | 4:B9:291:GLN:HE21 1.58 0.67
4:C5:234:SER:O 4:C5:238:CYS:HB2 1.94 0.67
3:A4:277:SER:O 3:A4:281:ALA:HB2 1.94 0.67
4:E9:171:PRO:HG2 9:E9:501:GDP:H1’ 1.76 0.67
4:B7:27:GLU:HA 4:B7:359:LYS:HD3 1.77 0.67
3:C6:142:GLY:HA2 | 3:C6:183:GLU:HG3 1.76 0.67
4:E7:200:GLN:HG3 4:E7:266:PHE:HB2 1.76 0.67
3:D0:180:ALA:HB3 3:D0:183:GLU:HB2 1.74 0.67
4:D1:290:THR:HA 4:D1:293:MET:HG2 1.77 0.67
5:F:79:THR:O 5:F:83:GLN:HB2 1.95 0.67
6:K:324:LEU:HD22 6:K:337:VAL:HG21 1.76 0.67
4:A9:248:SER:HA 4:A9:252:LYS:HD3 1.76 0.67
3:CR:397:LEU:HD22 | 4:C9:346:PRO:HD3 1.77 0.67
3:E0:212:ILE:HD11 3:E0:300:SER:HA 1.76 0.67
4:E5:293:MET:HE2 | 4:E5:365:VAL:HG11 1.75 0.67
4:D1:100:ASN:HB2 4:D1:103:LYS:HB2 1.77 0.67
4:D5:232:ALA:HB2 | 4:D5:300:MET:HE1 1.77 0.67
4:D9:232:ALA:HB2 | 4:D9:300:MET:HE1 1.77 0.67
4:E9:6:HIS:O 4:E9:63:ALA:HA 1.95 0.67
3:C0:319:TYR:HB2 | 3:C0:355:ILE:HG13 1.76 0.66
3:C4:390:ARG:HH12 | 3:C4:394:LYS:HZ2 1.40 0.66
4:A7:237:THR:HG23 | 4:A7:241:ARG:HH12 1.60 0.66
4:E1:57:GLY:HA3 7:5:83:PRO:HB2 1.77 0.66
4:C9:22:GLU:HG3 4:C9:81:PHE:HB2 1.76 0.66
4:D7:2:ARG:HB3 4:D7:131:GLN:HB2 1.77 0.66
3:C6:189:LEU:HD21 | 3:C6:413:MET:HE1 1.76 0.66
7:j:14:LYS:HG3 7:3:47:LEU:HB2 1.78 0.66
3:A0:102:ASN:HB3 3:A0:105:ARG:H 1.59 0.66
4:B1:249:ASP:H 4:B1:252:LYS:HB2 1.60 0.66
3:B6:102:ASN:HB3 3:B6:105:ARG:HB2 1.77 0.66
2:A:288:PRO:HG3 | 4:A7:280:GLN:HE21 1.61 0.66
3:B4:229:ARG:HE 3:B4:363:VAL:HG21 1.61 0.66
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

3:B6:208:ALA:HA 3:B6:304:LYS:HE3 1.77 0.66
4:C1:180:VAL:HG22 | 3:C2:258:ASN:HD21 1.61 0.66
3:B6:71:GLU:HG3 4:B7:2:ARG:HH12 1.61 0.66
3:C2:101:ASN:HB3 | 3:C2:182:VAL:HG11 1.78 0.66
3:E0:212:1ILE:O 3:E0:216:ASN:HB2 1.94 0.66
6:J:413:LYS:HA 6:J:416:ILE:HG12 1.78 0.66
4:B9:49:VAL:HG11 4:B9:241:ARG:HG2 1.78 0.66
4:C9:134:GLN:HA 4:C9:165:GLU:HB2 1.77 0.66
4:B9:334:GLN:HE21 | 4:B9:349:MET:HG2 1.61 0.65
3:C4:210: TYR:HB3 4:C5:324:LYS:HD?2 1.77 0.65
4:D1:35:THR:HG22 7:n:83:PRO:HG3 1.78 0.65
4:E7:68:LEU:HD11 4:E7:147:MET:HE3 1.78 0.65
4:E9:310:TYR:HA 4:E9:371:SER:HA 1.77 0.65
7:d:14:LYS:HD3 7.d:47:LEU:HD23 1.77 0.65
4:A3:8:GLN:HB2 4:A3:65:LEU:HA 1.78 0.65
4:E3:253:LEU:O 4:E3:257:LEU:HB2 1.96 0.65
7:¢c:11:ASN:HB3 7:¢:15:ARG:HH12 1.59 0.65
4:A9:207:LEU:HD23 | 4:A9:225:LEU:HB3 1.77 0.65
4:E1:45:GLU:HG2 4:E1:46:ARG:HG2 1.78 0.65
3:E4:222:PRO:HD2 4:E5:324:LYS:HZ3 1.59 0.65
4:E5:170:PHE:HB3 | 4:E5:377:MET:HE2 1.78 0.65
3:D2:417:GLU:HA 3:D2:420:GLU:HG3 1.78 0.65
4:E3:207:-LEU:HD13 | 4:E3:225:LEU:HB3 1.78 0.65
7:x:3:GLN:HB3 7:x:178:ARG:HD3 1.76 0.65
3:E6:310:GLY:HA3 3:E6:383:ALA:HB2 1.79 0.65
4:B1:100:ASN:HB3 4:B1:103:LYS:HG2 1.79 0.65
4:B3:7:VAL:HG23 4:B3:64:ILE:HB 1.79 0.65
4:E7:272:PRO:HG3 | 4:E7:284:LEU:HD21 1.79 0.65
7:h:14:LYS:HB2 7:h:47:LEU:HD12 1.79 0.65
3:C0:206:ASN:HA 3:C0:209:ILE:HG22 1.79 0.65
3:C0:236:SER:O 3:C0:240:ALA:HB2 1.96 0.65
3:E2:396:ASP:HB2 | 3:E2:422:ARG:HH12 1.61 0.65
3:A0:8:HIS:HE1 3:A0:21: TRP:HE1 1.45 0.65
4:C1:165:GLU:HB2 | 4:C1:250:LEU:HD11 1.77 0.65
3:E0:105:ARG:HH12 | 4:E1:251:ARG:HD2 1.62 0.65
4:E5:397:-TRP:HE1 | 3:E6:260:VAL:HG23 1.62 0.65
7:t:5:VAL:HG11 7:4:149:ARG:HD3 1.79 0.65
3:A4:387:VAL:HG22 | 3:A4:390:ARG:HH22 1.62 0.65
3:D&:66:VAL:HG11 3:D8:122:ILE:HD11 1.79 0.65
7:x:185:ILE:HG23 7:x:192:GLY:HA2 1.79 0.65
3:B6:137:MET:HB3 3:B6:168:ASN:HA 1.79 0.64
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Atom-1 Atom-2 distance (A) overlap (A)
4:C5:91:VAL:HG21 | 4:C5:116:VAL:HG22 1.77 0.64
4:A5:283:ALA:HA 4:A9:55:THR:H 1.60 0.64
3:B2:234:VAL:HG21 | 3:B2:302:MET:HE1 1.79 0.64
3:B2:238:LEU:HD23 | 3:B2:318:MET:HE1 1.77 0.64
3:C0:201:ALA:HBS3 3:C0:267:PHE:HA 1.78 0.64
4:C9:6:HIS:O 4:C9:63:ALA:HA 1.97 0.64
4:E9:25&8:ILE:HD11 4:E9:261:PRO:HA 1.79 0.64
4:A7:215:LEU:HD11 | 4:A7:273:LEU:HD22 1.78 0.64
4:D3:396:HIS:HA 4:D3:399: THR:HG22 1.80 0.64
3:D6:222:PRO:HD?2 4:D7:324:LYS:HD2 1.79 0.64
6:1:331:ARG:HH22 6:1:372:GLU:HA 1.62 0.64
3:C0:223: THR:HG23 3:C0:225: THR:H 1.62 0.64
3:C2:406:HIS:HA 3:C2:409:VAL:HG22 1.79 0.64
4:D5:66:MET:HE1 4:D5:147-MET:HG2 1.80 0.64
3:B4:398:MET:HE2 | 4:B5:345:ILE:HD12 1.80 0.64
4:C5:2:ARG:HA 4:C5:130:LEU:HA 1.80 0.64
3:E6:307:PRO:HB2 3:E6:312:TYR:HE1 1.61 0.64
7:j:68:LEU:HA 7:3:71:LYS:HD3 1.78 0.64
1:6:254:LYS:HD3 3:B6:364:PRO:HD2 1.79 0.64
3:D6:264:ARG:HH12 | 3:D6:428:LEU:HA 1.63 0.64
3:E2:272:TYR:HB3 3:E2:275:1LE:HD11 1.80 0.64
4:A7:244:GLY:HA2 4:A7:355:ASP:HB2 1.80 0.64
3:E6:207:GLU:HA 3:E6:210:TYR:HB2 1.80 0.64
6:K:368:LEU:HB2 6:K:376:LEU:HD11 1.80 0.64
3:C2:201:ALA:HB3 3:C2:267:PHE:HA 1.80 0.64
3:E8:271:SER:HB3 3:E&:377-MET:HB3 1.80 0.64
4:E9:374:1LE:HA 4:E9:377:MET:HB2 1.80 0.64
3:A0:3:GLU:HA 3:A0:51: THR:HA 1.81 0.63
3:C2:88:HIS:HB3 3:C2:91:GLN:HG3 1.80 0.63
3:C4:212:1LE:HG23 3:C4:275:1ILE:HD12 1.78 0.63
3:D2:178:SER:HB2 3:D2:183:GLU:HG2 1.80 0.63
3:C2:12:ALA:O 3:C2:16:ILE:HB 1.98 0.63
7:b:55:LEU:HG 7:b:132:LEU:HD12 1.81 0.63
3:A2:53:PHE:HB3 3:A2:61:HIS:HB3 1.81 0.63
4:D5:315:ALA:HB3 | 4:D5:330:MET:HE1 1.80 0.63
4:D7:232:ALA:HB2 | 4:D7:300:MET:HE1 1.81 0.63
3:E6:105:ARG:HG2 | 3:E6:411:GLU:HG2 1.79 0.63
4:F9:203:ASP:HB2 4:E9:302:ALA:H 1.64 0.63
4:C3:25:SER:HB2 4:C3:30:ILE:HB 1.78 0.63
4:C7:358:PRO:HG2 4:C7:361:LEU:HB2 1.80 0.63
4:D5:132:GLY:HA3 | 4:D5:163:ILE:HG22 1.80 0.63
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Atom-1 Atom-2 distance (A) overlap (A)
4:E9:235:GLY:HA2 | 4:E9:318:ARG:HH22 1.63 0.63
3:F0:3:GLU:HB3 3:F0:132:LEU:HA 1.80 0.63
1:16:247:TYR:O 1:16:251: TYR:HB2 1.98 0.63
4:B3:69:GLU:HG2 4:B3:71:GLY:H 1.64 0.63
2:C:239:ARG:HH22 5:E:92:ARG:HH12 1.45 0.63
3:C0:31:GLN:HG3 3:C0:33:ASP:H 1.64 0.63
7:1:194:ARG:HH21 7:1:198:ARG:HH21 1.46 0.63
3:A0:255:PHE:O 3:A0:259:LEU:HB2 1.99 0.63
3:B4:259:LEU:HB3 3:B4:268:MET:HE1 1.81 0.63
4:E1:207:LEU:HD13 | 4:E1:225:LEU:HB3 1.81 0.63
4:E5:35: THR:HG22 7:u:83:PRO:HG3 1.81 0.63
3:E8:314:ALA:HA 3:E8:350:GLY:HA3 1.81 0.63
4:B9:100:ASN:HB3 4:B9:103:LYS:HG2 1.79 0.63
3:C2:70:LEU:HD23 | 3:C2:145:THR:HG22 1.81 0.63
7:p:17:LEU:HD12 7:p:21:ARG:HH12 1.63 0.63
1:4:247- TYR:HE2 3:B2:81:GLY:HA3 1.64 0.63
3:C4:180:ALA:HB3 3:C4:183:GLU:HB2 1.79 0.63
3:B6:320:ARG:HH21 | 3:B6:360:PRO:HA 1.64 0.63
4:E9:216:LYS:HG3 4:E9:218: THR:H 1.64 0.63
7:4:181:GLN:HE22 7:t:199:TRP:HA 1.63 0.63
1:0:247:TYR:O 1:0:251:TYR:HB2 1.99 0.62
4:C5:334:GLN:HE21 | 4:C5:349:MET:HG3 1.63 0.62
7:c:14:LYS:HB2 7.:c:47:-LEU:HD13 1.81 0.62
4:B3:68:LEU:HD23 | 4:B3:112:LEU:HD13 1.81 0.62
3:B8:255:PHE:O 3:B8:259:LEU:HB3 1.99 0.62
4:D7:171:PRO:HG2 | 4:D7:185:ALA:HB2 1.80 0.62
3:D8&:238:LEU:HG 3:D&:318:MET:HE1 1.80 0.62
4:B3:6:HIS:O 4:B3:63:ALA:HA 1.98 0.62
3:C6:285:GLN:HE22 3:D0:56: THR:HA 1.62 0.62
4:E7:11:GLN:HA 4:E7:72: THR:HG21 1.82 0.62
3:A6:3:GLU:HA 3:A6:51: THR:HA 1.80 0.62
4:C1:30:ILE:HD11 4:C1:47:ILE:HD11 1.80 0.62
7-m:75:LEU:HD23 7m:173:ILE:HG13 1.81 0.62
7:q:9:PRO:HB2 7:q:143:ILE:HG23 1.80 0.62
3:D0:76:ASP:HA 3:D0:79:ARG:HG2 1.81 0.62
4:D9:293:MET:HE3 4:D9:367:PHE:HB2 1.80 0.62
4:E1:207:-LEU:HB3 | 4:E1:225:LEU:HD22 1.81 0.62
4:E1:248:SER:HA 4:E1:252:LYS:HD3 1.81 0.62
4:A5:47:1ILE:HG12 4:A5:51:TYR:HB2 1.80 0.62
4:A9:100:ASN:HB3 4:A9:103:LYS:HG2 1.80 0.62
4:D3:136:.THR:HG22 | 4:D3:167:PHE:HB2 1.81 0.62
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Atom-1 Atom-2 distance (A) overlap (A)
4:D7:313:ALA:HB3 | 4:D7:349:MET:HG2 1.80 0.62
4:C5:310: TYR:HA 4:C5:371:SER:HA 1.80 0.62
4:A3:91:VAL:HG21 | 4:A3:116:VAL:HG12 1.81 0.62
4:A9:134:GLN:HA 4:A9:165:GLU:O 1.99 0.62
4:C7:8:GLN:O 4:C7:66:MET:HB3 1.99 0.62
4:E9:317:PHE:HA 4:E9:366: THR.:O 2.00 0.62
6:1:307:HIS:O 6:1:313: TRP:HA 2.00 0.62
4:B3:9:GLY:HA2 4:B3:66:MET:HB3 1.82 0.62
4:B3:49:VAL:HG21 4:B3:241:ARG:HG2 1.80 0.62
4:B3:66:MET:HE1 4:B3:151:LEU:HD22 1.82 0.62
3:C0:278:ALA:HA 3:C0:369:ALA:HB2 1.80 0.62
3:E6:195:LEU:HD21 | 3:E6:428:LEU:HD12 1.81 0.62
4:E9:163:ILE:HG21 4:E9:250:LEU:HB3 1.82 0.62
6:1:231:ASN:HB3 6:1:236:LYS:HE2 1.80 0.62
3:A0:174:SER:HB2 3:A0:177:VAL:HB 1.81 0.62
4:A5:276:ARG:HH22 2:B:282:ARG:HA 1.63 0.62
4:A7:377T-MET:HG3 | 4:A7:380:ARG:HH21 1.64 0.62
4:F1:237:THR:HG23 | 4:F1:241:ARG:HH12 1.65 0.62
2:A:273:VAL:HG13 2:A:274:PHE:HD2 1.64 0.61
4:A1:287:PRO:HA 4:A1:329:GLN:HG2 1.82 0.61
2:B:278:GLN:HB3 2:B:282:ARG:HH22 1.65 0.61
4:C1:39:ASP:HA 7:1:90:PRO:HG3 1.82 0.61
3:E4:207:GLU:HA 3:E4:210:TYR:HD2 1.65 0.61
1:3:247:TYR:O 1:3:251:TYR:HB2 2.00 0.61
3:B0:212:ILE:HG12 3:B0:275:ILE:HD11 1.81 0.61
3:B4:76:ASP:HA 3:B4:79:ARG:HD2 1.81 0.61
4:E9:57:GLY:HA3 7:w:83:PRO:HB2 1.82 0.61
4:E9:139:LEU:HD23 9:E9:501:GDP:H4’ 1.82 0.61
4:F1:135:ILE:HG21 4:F1:152:1LE:HD11 1.82 0.61
8:k:43:HIS:HB3 8:k:46:CYS:HB2 1.82 0.61
7:5:106:GLN:HE21 7:u:6:PHE:HZ 1.48 0.61
4:A3:330:MET:HE1 | 4:A3:349:MET:HE2 1.81 0.61
4:A3:362:LYS:HB3 2:B:234: TYR:HB2 1.80 0.61
4:A9:388:MET:HE3 | 3:B0:348:PRO:HD2 1.82 0.61
3:D&:137:-MET:HB3 3:D8:168:ASN:HA 1.83 0.61
3:D8:402:ARG:HD3 | 3:D8&:405:VAL:HG21 1.81 0.61
3:E6:318:MET:HB2 3:E6:376:CYS:HB3 1.82 0.61
7:v:88:LEU:HD11 7:v:185:1ILE:HD13 1.82 0.61
4:C3:385:PHE:O 4:C3:389:PHE:HB2 2.00 0.61
3:E4:2:ARG:HB3 3:E4:242:LEU:HD12 1.82 0.61
4:E9:117.LEU:HD21 4:E9:154:LYS:HB3 1.81 0.61
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Atom-1 Atom-2 distance (A) overlap (A)
3:F0:325:PRO:HA 3:F0:328:VAL:HG12 1.81 0.61
7:b:96: TYR:HA 7:b:108:ILE:HD11 1.82 0.61
7:0:42: TYR:HA 7:0:45:MET:HG3 1.83 0.61
4:A1:330:MET:HG3 | 4:A1:349:MET:HE3 1.82 0.61
4:A3:383:ASP:HA | 4:A3:386:THR:HG22 1.82 0.61
3:A6:219:ILE:HG12 7:d:198:ARG:HH22 1.64 0.61
4:B7:66:MET:HE1 4:B7:151:LEU:HD13 1.83 0.61
4:D5:7:VAL:HG22 4:D5:64:1LE:HB 1.82 0.61
8:k:17:GLN:HE22 7:m:9:PRO:HB3 1.65 0.61
1:14:245:SER:HB2 4:D7:42:LEU:HD21 1.82 0.61
4:B3:248:SER:HA 4:B3:252:LYS:HD3 1.83 0.61
3:B6:259:LEU:HD21 | 3:B6:316:CYS:HB2 1.83 0.61
4:E1:86:ARG:HG2 4:E1:88:ASP:H 1.65 0.61
3:A0:213:CYS:HA 3:A0:217:LEU:HD13 1.81 0.61
4:A5:286:VAL:HG22 | 4:A5:363:MET:HE1 1.83 0.61
4:A7:259:PRO:HG2 | 4:A7:311:LEU:HD23 1.83 0.61
4:C1:7:VAL:O 4:C1:135:ILE:HA 2.01 0.61
4:C3:133:PHE:O 4:C3:164:MET:HA 2.01 0.61
3:D4:102: ASN:HB2 3:D4:105:ARG:HB2 1.83 0.61
3:E2:292:THR:HG21 | 3:E2:331:ALA:HB1 1.82 0.61
3:D0:274:PRO:HG3 3:D0:374:ALA:HA 1.83 0.61
4:D5:6:HIS:O 4:D5:63:ALA:HA 2.01 0.61
4:D7:7:-VAL:HG13 4:D7:64:1ILE:HD11 1.82 0.61
4:C3:257:LEU:HD11 | 4:C3:369:GLY:HA2 1.82 0.61
3:E0:272:TYR:HB3 3:E0:275:ILE:HD11 1.83 0.61
3:E4:273:ALA:HA 3:E4:275:1LE:HG12 1.81 0.61
3:E8:248:LEU:HB2 3:E&:355:1LE:HG22 1.81 0.61
4:E9:187.:LEU:HD12 4:E9:190:HIS:HE1 1.65 0.61
6:H:218:LEU:HD23 6:H:230:TRP:HZ3 1.66 0.61
6:1:222: ASN:HD22 6:1:402: TRP:HE1 1.48 0.61
1:6:247:TYR:O 1:6:251: TYR:HB2 2.01 0.60
4:E5:49:VAL:HG11 4:E5:241:ARG:HG2 1.83 0.60
4:F1:215:.LEU:HG 4:F1:217:LEU:-HD23 1.83 0.60
4:B9:139:LEU:HA 4:B9:145:SER:HB3 1.83 0.60
4:C9:268:ILE:HA 4:C9:367:PHE:O 2.02 0.60
3:D4:241:SER:HB2 3:D4:249:ASN:HB2 1.82 0.60
4:E1:178: THR:HB 4:E1:181:GLU:HB2 1.82 0.60
4:E5:11:GLN:HA 4:E5:72: THR:HG21 1.83 0.60
4:E7:61:PRO:HD3 4:E7:84:LEU:HG 1.83 0.60
6:J:245:PHE:HA 6:J:260: THR:HA 1.83 0.60
3:A0:204:LEU:HD12 | 3:A0:209:ILE:HD11 1.81 0.60

Continued on next page...




Page 79

Full wwPDB EM Validation Report

EMD-72719, 9YA3

Continued from previous page...

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

4:C3:135:ILE:HD12 | 4:C3:151:LEU:HD11 1.82 0.60
3:C8:3:GLU:HA 3:C&:51:THR:HA 1.83 0.60
4:F1:174:LYS:HE2 4:E1:205:GLU:HG2 1.82 0.60
3:E8:316:CYS:HA 3:E8:352:LYS:HB2 1.83 0.60
3:C0:195:LEU:HD22 | 3:C0:428:LEU:HD12 1.83 0.60
3:E6:318:MET:O 3:E6:375:VAL:HA 2.00 0.60
6:H:324:LEU:HA 6:H:339:ASN:HA 1.82 0.60
6:1:324:LEU:HD13 6:1:337:VAL:HG21 1.83 0.60
3:B0:319:TYR:HB3 | 3:B0:323:VAL:HG21 1.84 0.60
3:B0:320:ARG:HD3 | 3:B0:360:PRO:HG3 1.84 0.60
3:B8:195:LEU:HD22 | 3:B&:428:LEU:HD12 1.84 0.60
3:A8:133:GLN:HG3 | 3:A8:242:LEU:HD21 1.82 0.60
2:B:491:MET:HE1 4:C9:22:GLU:HB3 1.82 0.60
4:C3:44:LEU:HA 4:C3:47:ILE:HG12 1.84 0.60
3:E4:53:PHE:HB3 3:E4:61:HIS:HB3 1.83 0.60
6:1:287:ILE:HB 6:1:296:LEU:HD11 1.84 0.60
1:2:248:ARG:HD2 7:¢:97:ARG:HH22 1.66 0.60
4:C9:375:GLN:HG2 | 4:C9:419:VAL:HG13 1.83 0.60
3:E4:3:GLU:HA 3:E4:51: THR:HA 1.83 0.60
6:H:336: TRP:HB3 6:H:368:LEU:HD11 1.82 0.60
3:A0:364:PRO:HB2 2:C:242:LEU:HB2 1.83 0.60
3:C2:268:MET:HG2 | 3:C2:380:ASN:HB3 1.83 0.60
3:D6:397:LEU:HD23 | 4:D7:346:PRO:HD3 1.84 0.60
4:E9:163:1ILE:HD11 4:E9:251:ARG:HD2 1.83 0.60
4:E9:311:LEU:HD12 4:E9:312:THR:H 1.67 0.60
4:C1:112:LEU:HB3 4:C1:147:MET:HE1 1.83 0.60
3:C2:319:TYR:HB2 3:C2:355:1ILE:HG13 1.83 0.60
3:C6:274:PRO:HG2 3:C6:374:ALA:HA 1.84 0.60
3:D2:240:ALA:HA 3:D2:243:ARG:HE 1.66 0.60
4:D3:86:ARG:HD3 4:D3:88:ASP:HB2 1.84 0.60
4:E3:207:-LEU:HB3 | 4:E3:225:LEU:HD22 1.84 0.60
4:B3:173:PRO:HB3 | 4:B3:380:ARG:HD3 1.83 0.59
3:B&:191:THR:HA 3:B8&:194:LEU:HG 1.84 0.59
4:B9:134:GLN:HA 4:B9:165:GLU:O 2.02 0.59
3:C2:362:VAL:HB 3:C2:370:LYS:HB2 1.82 0.59
4:D9:268:1LE:HG23 | 4:D9:300:MET:HE3 1.84 0.59
7:1:73:VAL:HA 7:1:109:GLU:O 2.02 0.59
4:A5:288:GLU:HA 4:A5:291:GLN:HG2 1.83 0.59
3:C2:14:ILE:HD11 3:C2:75:VAL:HG22 1.83 0.59
3:C4:105:ARG:HA 3:C4:109:- THR:HB 1.82 0.59
7:h:75:LEU:HD23 7:h:111:ILE:HB 1.84 0.59
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7:v:111:ILE:HG13 7:v:132:LEU:HB2 1.83 0.59
3:A6:121:ARG:HH21 | 3:A6:124:LYS:HG2 1.67 0.59
4:E9:181:GLU:HA 4:E9:184:ASN:HB2 1.84 0.59
4:F1:10:GLY:HA2 4:F1:143: THR:HG23 1.85 0.59
7:m:14:LYS:HB2 7m:47:LEU:HD22 1.84 0.59
7:q:84:LYS:HB3 7:q:168:PRO:HD3 1.83 0.59
3:B4:30:1ILE:HG22 3:B4:36:MET:HB3 1.83 0.59
4:B5:288:GLU:HA 4:B5:291:GLN:HG3 1.84 0.59
3:C2:301:MET:HE1 3:C2:305:CYS:H 1.67 0.59
4:C7:156:ARG:HG2 4:C7:195:ASN:HB2 1.84 0.59
4:D1:15:GLN:HB3 4:D1:226:ASN:HD21 1.67 0.59
3:F0:31:GLN:HE22 3:F0:37:PRO:HB3 1.66 0.59
3:C2:217:LEU:HD11 | 3:C2:275:ILE:HG12 1.84 0.59
3:C6:191:THR:HG21 | 3:C6:425:LEU:HD13 1.83 0.59
3:C8:88:HIS:HB3 3:C8:91:GLN:HG2 1.85 0.59
4:D5:11:GLN:HA 4:D5:72: THR:HG21 1.85 0.59
3:E8:255:PHE:O 3:E8:259:LEU:HB2 2.01 0.59
3:E8:258: ASN:HB3 3:E8:352:LYS:HG3 1.84 0.59
6:H:229:ALA:HB3 6:H:236:LYS:HB3 1.84 0.59
7:0:15:ARG:HA 7:0:45:MET:HE1 1.84 0.59
3:A4:76:ASP:HA 3:A4:79:ARG:HG2 1.83 0.59
4:A7:155:VAL:HG12 | 4:A7:164:MET:HE1 1.85 0.59
3:B6:191: THR:HA 3:B6:194:LEU:HG 1.85 0.59
4:D3:135:ILE:O 4:D3:166: THR:HA 2.03 0.59
4:E5:290: THR:HG21 | 4:E5:329:GLN:HB3 1.85 0.59
7:0:130:PRO:HG3 7:q:159:'TYR:HB3 1.84 0.59
7:x:14:LYS:HD2 7:x:45:MET:HB3 1.83 0.59
4:C9:290: THR:HA 4:C9:293:MET:HE3 1.84 0.59
4:D7:253:LEU:O 4:D7:257:LEU:HB2 2.02 0.59
3:A6:283:HIS:HB3 3:B0:62: VAL:HG11 1.84 0.59
4:C1:320:ARG:HH12 4:C1:356:ILE:H 1.51 0.59
3:C4:109: THR:HG22 3:C4:110:ILE:H 1.67 0.59
4:D1:171:PRO:HB3 | 4:D1:181:GLU:HG2 1.85 0.59
3:F0:140:ALA:HA 3:F0:171:SER:HB3 1.85 0.59
7:p:172:VAL:HG23 7:p:180:ALA:HB3 1.85 0.59
3:A4:259:LEU:HD21 | 3:A4:316:CYS:HB2 1.85 0.59
4:C5:377:MET:HA 4:C5:380:ARG:HG2 1.83 0.59
4:C9:172:SER:HB2 4:C9:204:ASN:HB2 1.84 0.59
3:D4:274:PRO:HG3 3:D4:374:ALA:HA 1.85 0.59
3:E0:76:ASP:HA 3:E0:79:ARG:HD2 1.84 0.59
3:E4:64:ARG:HG3 | 3:E4:125:LEU:HD22 1.84 0.59
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4:E7:167:PHE:HE2 4:E7:233:MET:HG3 1.67 0.59
3:E8:325:PRO:HA 3:E8:328:VAL:HG22 1.85 0.59
6:J:222:ASN:HA 6:J:404:PHE:HA 1.85 0.59
3:B&:274:PRO:HD3 3:B8:291:ILE:HD11 1.84 0.58
3:C4:320:ARG:HG3 | 3:C4:360:PRO:HD3 1.85 0.58
4:C5:35: THR:HG22 8:k:44:SER:HB3 1.85 0.58
4:D7:137:HIS:HE1 4:D7:166:THR:HB 1.68 0.58
4:C9:57:GLY:HA3 7:m:83:PRO:HB2 1.85 0.58
3:D6:121:ARG:HE 3:D6:124:LYS:HB2 1.68 0.58
3:A8:417:GLU:HA 3:A8:420:GLU:HB3 1.84 0.58
3:B2:311:LYS:H 3:B2:382: THR:HG22 1.68 0.58
3:B8:285:GLN:HB3 3:C2:56:THR:HA 1.85 0.58
4:C3:200:GLN:HB3 4:C3:268:ILE:HD11 1.84 0.58
3:C8:30:ILE:HG23 3:CR:34:GLY:HA2 1.86 0.58
7:3:10:LEU:HD13 7:j:147:HIS:HB2 1.85 0.58
3:A4:394:LYS:HG2 4:A5:346:PRO:HG3 1.84 0.58
3:C2:236:SER:HA 3:C2:243:ARG:HH22 1.68 0.58
4:D3:358:PRO:HG2 | 4:D3:361:LEU:HD11 1.86 0.58
8:k:68:VAL:HG12 8:k:159: TYR:HB2 1.84 0.58
4:A7:136:THR:HG22 | 4:A7:167:PHE:HB2 1.84 0.58
4:B5:7:VAL:HG12 4:B5:64:ILE:HB 1.86 0.58
4:C3:133:PHE:HB2 | 4:C3:164:MET:HG2 1.85 0.58
4:C9:263:LEU:HD21 | 4:C9:421:GLU:HG2 1.85 0.58
4:D3:268:1LE:HA 4:D3:367:PHE:O 2.03 0.58
3:F0:335:ILE:HD12 3:F0:338:LYS:HD3 1.85 0.58
4:F1:318:ARG:HA 4:F1:354:CYS:O 2.03 0.58
7:j:78:ALA:HB3 7:j:112:PHE:HE1 1.68 0.58
3:A2:240:ALA:HB1 | 3:A2:356:ASN:HD22 1.67 0.58
3:D2:205:ASP:HB2 3:D2:303:ALA:HA 1.86 0.58
4:F1:292:GLN:HE21 | 4:F1:298:ASN:HD21 1.51 0.58
6:1:376:LEU:HB2 6:1:388: LEU:HB2 1.85 0.58
4:A1:293:MET:HE3 | 4:A1:367:PHE:HD1 1.68 0.58
3:A8:271:SER:HB3 3:A8:377:MET:HE3 1.85 0.58
3:B2:177:VAL:HB 4:B3:331:LEU:HD22 1.86 0.58
4:C1:284:LEU:HD13 | 4:C1:363:MET:HB3 1.85 0.58
3:E0:137:MET:HE1 | 3:E0:153:LEU:HD23 1.86 0.58
4:E5:290: THR:HA 4:E5:293:MET:HE3 1.84 0.58
4:E7:136:THR:HG22 | 4:E7:167:PHE:HB2 1.84 0.58
7u:14:LYS:HD3 7w:47:LEU:HD23 1.84 0.58
4:A9:274:THR:HG21 | 4:A9:282:ARG:HG2 1.86 0.58
3:B&:255:PHE:O 3:B&:259:LEU:.CB 2.52 0.58
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Atom-1 Atom-2 distance (A) overlap (A)
3:C2:255:PHE:O 3:C2:259:LEU:HB2 2.03 0.58
4:C5:86:ARG:HD2 4:C5:88:ASP:H 1.69 0.58
4:C9:285:SER:O 4:C9:289:LEU:HB2 2.04 0.58
3:E&:301:MET:HE1 3:E8:307:PRO:HG3 1.86 0.58
6:K:303:GLY:HA3 6:K:323:LYS:HA 1.85 0.58
7:b:113:VAL:HG22 7:b:134:ILE:HD12 1.85 0.58
7:h:126:ARG:HE 7:h:133:SER:HB3 1.68 0.58
3:A2:229:ARG:HD3 | 3:A2:363:VAL:HG11 1.86 0.58
2:B:555:ARG:HE 2:B:556:HIS:H 1.52 0.58
4:B7:267:LEU:HD23 | 4:B7:299:MET:HG2 1.86 0.58
3:D6:11:GLN:HG3 3:D6:74:VAL:HG21 1.85 0.58
3:D6:121:ARG:HD3 3:D6:125:LEU:HG 1.84 0.58
3:F0:194:LEU:HD12 | 3:F0:198: THR:HG21 1.86 0.58
4:A7:68:LEU:HB3 4:A7:96:GLY:HA2 1.84 0.58
4:D3:11:GLN:HA 4:D3:72: THR:HG21 1.85 0.58
3:D6:77:GLU:HA 3:D6:80: THR:HG22 1.86 0.58
4:D7:57:GLY:HA3 7:q:83:PRO:HB2 1.85 0.58
3:E4:395:PHE:HE2 3:E4:422:ARG:HB2 1.68 0.58
3:E6:102: ASN:HB3 3:E6:105:ARG:HG3 1.86 0.58
7:m:69:LYS:HA 7-m:206:PHE:HB3 1.85 0.58
7:q:73:VAL:HG12 7:q:109:GLU:HB3 1.86 0.58
3:A6:182:VAL:HA 3:A6:398:MET:HE1 1.85 0.57
3:C0:295:ALA:HB2 | 3:C0:375:VAL:HG21 1.86 0.57
3:C2:6:SER:O 3:C2:65:CYS:HA 2.04 0.57
4:E3:2:ARG:HB3 4:E3:131:GLN:HB2 1.86 0.57
7:h:38:LEU:HD12 7:h:39:PRO:HA 1.86 0.57
8:k:66:LYS:HD3 7:m:41:ASN:HA 1.85 0.57
4:C3:149:- THR:HB 4:C3:191:GLN:HG2 1.85 0.57
4:E1:167:PHE:HB3 4:E1:202:1LE:HD11 1.85 0.57
4:E1:178: THR:HG23 | 3:E2:258:ASN:HD21 1.68 0.57
7:r:55:LEU:HD23 7:r:132:LEU:HD13 1.86 0.57
4:B3:313:ALA:HB3 | 4:B3:349:MET:HG2 1.85 0.57
4:B5:235:GLY:HA2 | 4:B5:318:ARG:HH11 1.69 0.57
3:C2:67:PHE:HB2 3:C2:92:LEU:HG 1.85 0.57
4:E9:100:ASN:HB2 | 3:F0:257: THR:HG21 1.86 0.57
3:F0:202:VAL:HA 3:F0:268:MET:HB2 1.87 0.57
7:e:14:LYS:HD2 7:e:45:MET:HB3 1.87 0.57
1:5:244:GLN:HG2 7:h:162:GLY:HA3 1.85 0.57
4:A1:172:SER:HB2 4:A1:205:GLU:HB2 1.87 0.57
4:C5:228:LEU:HB3 4:C5:300:MET:HE1 1.84 0.57
4:D9:248:SER:HA 4:D9:252:LYS:HG3 1.87 0.57
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Atom-1 Atom-2 distance (A) overlap (A)
4:E9:42:LEU:HD12 4:E9:356:1LE:HD11 1.86 0.57
4:A7:20:PHE:HA 4:A7:230:SER:HB2 1.87 0.57
3:B6:272: TYR:HB3 3:B6:275:1ILE:HD11 1.85 0.57
3:E4:210:TYR:CD1 4:E5:324:LYS:HD3 2.40 0.57
3:A8:76:ASP:HA 3:A8:79:ARG:HG2 1.86 0.57
3:B6:30:ILE:HG22 3:B6:36:MET:HB3 1.86 0.57
4:B7:383:ASP:HA 4:B7:386: THR:HG22 1.86 0.57
3:D2:103:PHE:HD2 | 3:D2:413:MET:HE1 1.69 0.57
4:D3:397:TRP:HH2 | 3:D4:260:VAL:HG23 1.69 0.57
4:E9:342:VAL:HG21 | 4:E9:425:TYR:HD2 1.69 0.57
6:J:338:VAL:HG13 6:J:368:LEU:HD22 1.86 0.57
3:B2:184:PRO:HA 3:B2:391:MET:HE1 1.87 0.57
4:E7:396:HIS:HA 4:E7:399: THR:HG22 1.86 0.57
4:A3:64:1LE:HD11 4:A3:123:GLU:HG3 1.86 0.57
4:B1:313:ALA:O 4:B1:349:MET:HA 2.04 0.57
3:B2:177:VAL:HG21 | 4:B3:327:ASP:HB3 1.87 0.57
3:C0:387:VAL:HA 3:C0:390:ARG:HE 1.70 0.57
4:E7:288:GLU:HA 4:E7:291:GLN:HG2 1.87 0.57
8:1:57:TYR:HA 8:1:69:ILE:HD11 1.86 0.57
3:B6:408: TYR:HB3 3:B6:413:MET:HE2 1.85 0.57
3:B8:408:TYR:HB3 | 3:B8:413:MET:HE2 1.85 0.57
4:B9:8:GLN:O 4:B9:66:MET:CB 2.52 0.57
4:D7:42:LEU:HD23 4:D7:356:1LE:HD11 1.87 0.57
3:D&:230:LEU:HD22 | 3:D8:275:ILE:HD12 1.87 0.57
4:F1:39:ASP:HA 7:x:90:PRO:HG3 1.85 0.57
4:F1:165:GLU:HG3 | 4:F1:250:LEU:HD11 1.86 0.57
6:J:298:ALA:HB3 6:J:306:LEU:HB2 1.86 0.57
7:a:113:VAL:HG22 T:a:134:ILE:HD12 1.87 0.57
7:g:14:LYS:HD3 7:g:47:LEU:HB2 1.87 0.57
7:x:126:ARG:HH12 7:x:129:MET:HB2 1.70 0.57
1:15:250:GLU:HG3 | 3:D&:225:THR:HG21 1.86 0.57
3:A0:173:PRO:HB3 | 3:A0:183:GLU:HG3 1.87 0.57
3:A0:252:VAL:HA 3:A0:255:PHE:HD1 1.70 0.57
4:A5:276:ARG:HH12 | 2:B:282:ARG:HD3 1.70 0.57
4:B1:207:LEU:HB3 | 4:B1:225:LEU:HD22 1.85 0.57
3:C2:23:LEU:HD21 3:C2:236:SER:HB2 1.87 0.57
4:D7:290: THR:HG21 | 4:D7:329:GLN:HB3 1.85 0.57
4:E7:170:PHE:HB3 4:E7:377:-MET:HE2 1.86 0.57
6:H:222:ASN:HB3 6:H:402: TRP:CZ2 2.40 0.57
6:1:217:ARG:HB3 6:1:410:ARG:HB3 1.86 0.57
8:1:66:LYS:HD2 7:n:41:ASN:HA 1.86 0.57
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Atom-1 Atom-2 distance (A) overlap (A)
7:1:65:GLN:HE21 7:1:206:PHE:HZ 1.51 0.57
4:A7:117.LEU:HA 4:A7:120:VAL:HG12 1.87 0.56
3:D8&:285:GLN:HB3 3:E2:56: THR:HA 1.87 0.56
3:E6:213:CYS:HA 3:E6:217:LEU:HD13 1.86 0.56
7:¢:75:LEU:O 7:¢:170:VAL:HA 2.05 0.56
7:u:6:PHE:HA 7:u:11:ASN:HD22 1.70 0.56
4:B1:134:GLN:HA 4:B1:165:GLU:O 2.04 0.56
3:B4:212:ILE:O 3:B4:216:ASN:HB2 2.05 0.56
3:B&:250:VAL:HG22 3:B&:352:LYS:HE3 1.87 0.56
4:C5:166: THR:HB 4:C5:199:VAL:HA 1.86 0.56
4:D3:248:SER:HA 4:D3:252:LYS:HD3 1.85 0.56
4:E7:109:GLY:HA2 | 4:E7:147:-MET:HE2 1.86 0.56
3:A2:81:GLY:HA2 5:F:82:ARG:HH12 1.70 0.56
3:A8:195:LEU:HD11 | 3:A8:428:LEU:HD21 1.86 0.56
3:B2:265:1LE:HG21 | 3:B2:313:MET:HE1 1.86 0.56
4:B9:91:VAL:HG21 | 4:B9:116:VAL:HG22 1.87 0.56
4:C1:19:LYS:HG3 4:C1:226:ASN:HB3 1.86 0.56
4:C3:248:SER:HA 4:C3:252:LYS:HD2 1.88 0.56
3:C8:408: TYR:HB3 | 3:C8:413:MET:HE2 1.87 0.56
4:D7:237:-THR:HG23 | 4:D7:241:ARG:HE 1.71 0.56
4:E5:385:PHE:HE2 4:E5:412:GLU:HB2 1.70 0.56
4:E7:313:ALA:HB3 | 4:E7:349:MET:HG2 1.87 0.56
3:ER:406:HIS:HA 3:E8:409:VAL:HG12 1.88 0.56
4:F1:42:.LEU:HG 4:F1:356:ILE:HD11 1.88 0.56
4:F1:173:PRO:HG3 4:F1:380:ARG:HD3 1.87 0.56
6:J:306:LEU:HB3 6:J:313: TRP:HB3 1.87 0.56
7:t:9:PRO:HB2 7:t:143:ILE:HG13 1.87 0.56
7:v:96:TYR:HA 7:v:108:ILE:HD11 1.86 0.56
4:B7:166: THR:HB 4:B7:199:VAL:HG22 1.87 0.56
4:C3:274: THR:HG21 | 4:C3:282:ARG:HD3 1.86 0.56
3:C8:104:ALA:HB2 3:C8:413:MET:HE1 1.87 0.56
4:C9:396:HIS:HA 4:C9:399:- THR:HG22 1.87 0.56
3:D2:318:MET:HB2 | 3:D2:376:CYS:HB3 1.88 0.56
4:D3:207:LEU:HB3 4:D3:225:LEU:HG 1.88 0.56
4:D3:330:MET:HE2 | 4:D3:349:MET:HE2 1.87 0.56
4:E3:8:GLN:HE21 4:E3:14:ASN:HA 1.69 0.56
6:K:321:PHE:HE1 6:K:343:GLU:HG3 1.70 0.56
7:n:172:VAL:HG21 7:m:204: THR:HG21 1.87 0.56
3:A6:316:CYS:HB3 3:A6:378:ILE:HG13 1.86 0.56
3:B4:268:MET:HE2 3:B4:380:ASN:HB2 1.86 0.56
4:B7:167:PHE:HD1 4:B7:202:1ILE:HD11 1.70 0.56
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Atom-1 Atom-2 distance (A) overlap (A)
4:E1:200:GLN:HG3 4:E1:266:PHE:HB2 1.86 0.56
2:B:454:LEU:HD22 4:C5:75:SER:HB3 1.86 0.56
3:C0:319:TYR:HD2 | 3:C0:323:VAL:HG11 1.69 0.56
4:C7:61:PRO:HD3 4:C7:84:LEU:HD23 1.87 0.56
3:D6:282:TYR:HD1 7:3:202:ARG:HH21 1.54 0.56
4:E9:267:-LEU-HG 4:E9:369:GLY:H 1.70 0.56
7:4:15:ARG:HG2 7:t:45:-MET:HE1 1.87 0.56
3:A4:3:GLU:HA 3:A4:51: THR:HA 1.88 0.56
4:A5:100:ASN:HB3 4:A5:103:LYS:HB2 1.87 0.56
3:A8:320:ARG:HD3 | 3:A8:360:PRO:HG3 1.86 0.56
4:C5:318:ARG:HE 4:C5:358:PRO:HD3 1.70 0.56
4:E3:163:ILE:HD11 4:E3:251:ARG:HG3 1.87 0.56
3:A6:167:LEU:HD22 | 3:A6:169:PHE:HE2 1.70 0.56
3:B0:88:HIS:HB3 3:B0:91:GLN:HG2 1.87 0.56
4:B1:173:PRO:HB3 | 4:B1:380:ARG:HD3 1.88 0.56
3:B2:203:MET:HE1 3:B2:267:PHE:HB3 1.86 0.56
4:C3:375:GLN:O 4:C3:379:LYS:HB2 2.06 0.56
3:D2:75:VAL:HG23 3:D2:92:LEU:HD12 1.88 0.56
4:E1:121:ARG:O 4:E1:124:ALA:C 2.49 0.56
3:A2:364:PRO:HB2 2:B:242:LEU:HB2 1.87 0.56
4:A3:51:TYR:HD2 4:A3:59:PHE:HB3 1.71 0.56
3:C2:430:LYS:HA 3:02:433:GLU:HG2 1.88 0.56
4:C5:226:ASN:HA 4:C5:229:VAL:HG12 1.88 0.56
3:C6:8:HIS:CD2 3:C6:17:GLY:HA3 2.40 0.56
4:D3:91:VAL:HG21 | 4:D3:116:VAL:HG22 1.88 0.56
4:D9:200:GLN:HG2 | 4:D9:268:ILE:HD12 1.88 0.56
4:E9:172:SER:HB3 4:E9:204:ASN:HB3 1.88 0.56
4:E9:334:GLN:HA 4:E9:341:PHE:HD2 1.71 0.56
6:H:398: TRP:HB2 6:1:398: TRP:HB2 1.88 0.56
R:1:67:ALA:HB3 7:n:39:PRO:HG3 1.88 0.56
7:x:96: TYR:HA 7:x:108:ILE:HD11 1.86 0.56
3:A8:296:PHE:HE1 | 3:A8:377:MET:HG3 1.70 0.56
3:B2:156:ARG:HA 3:B2:159:VAL:HG12 1.88 0.56
3:C4:194:LEU:HD21 | 3:C4:203:MET:HE1 1.87 0.56
3:C4:402:ARG:HD3 | 3:C4:405:VAL:HG11 1.88 0.56
3:C6:210: TYR:HB3 4:C7:324:LYS:HD?2 1.87 0.56
3:C8:6:SER:O 3:C8:65:CYS:HA 2.05 0.56
3:D4:234:VAL:HG21 | 3:D4:302:MET:HE1 1.88 0.56
3:D4:285:GLN:HB3 3:D8:56: THR:HA 1.88 0.56
4:E1:311:LEU:HD12 | 4:E1:342:VAL:HG11 1.88 0.56
4:F1:163:ILE:HD11 | 4:F1:251:ARG:HH11 1.71 0.56
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Atom-1 Atom-2 distance (A) overlap (A)
5:G:132:LYS:HA 5:G:136:GLN:HB2 1.87 0.56
3:B4:53:PHE:HB3 3:B4:61:HIS:HB3 1.88 0.55
4:C1:117:LEU:HG 4:C1:154:LYS:HE3 1.87 0.55
3:D0:137:MET:O 3:D0:168:ASN:HA 2.06 0.55
4:D3:219:THR:HA 3:D4:326:LYS:HD3 1.88 0.55
3:E2:195:LEU:HD11 | 3:E2:428:LEU:HD13 1.87 0.55
4:E3:164:MET:HG3 4:E3:196:ALA:HA 1.88 0.55
3:A0:81:GLY:HA3 5:E:81:TYR:HE2 1.71 0.55
4:AT7:263:1LE:HA 4:A7:367:PHE:O 2.06 0.55
3:B4:84:ARG:HD2 7:1£:98: THR:HG21 1.88 0.55
4:B5:117:LEU:HA 4:B5:120:VAL:HG12 1.88 0.55
4:B7:230:SER:HA 4:B7:233:MET:HG2 1.88 0.55
3:B8:403:ALA:HB2 4:B9:344: TRP:HZ3 1.71 0.55
3:C8:132:LEU:HD23 3:C8:134:GLY:H 1.72 0.55
4:D5:317:PHE:HD2 | 4:D5:321:MET:HE2 1.72 0.55
3:E0:183:GLU:HG2 3:E0:184:PRO:HD3 1.87 0.55
4:E5:86:ARG:HG2 4:E5:88:ASP:H 1.72 0.55
3:E&:30:ILE:HD12 3:E8:34:GLY:HA2 1.89 0.55
4:E9:104:GLY:HA2 4:E9:147-MET:HE2 1.88 0.55
7:d:9:PRO:HA 7:d:12:VAL:HG22 1.88 0.55
7:5:185:ILE:HD13 7::195:ALA:HB3 1.88 0.55
7:5:191:GLU:HB2 7:8:195:ALA:HB2 1.88 0.55
3:A8:30:ILE:HG22 3:A8:36: MET:HG2 1.88 0.55
4:B5:257:LEU:HD21 4:B5:314:SER:HB2 1.88 0.55
3:B8:70:LEU:HD12 3:BR:99:ALA:HB2 1.89 0.55
3:C0:258:ASN:HD21 | 3:C0:352:LYS:HD3 1.72 0.55
3:C2:275:ILE:HG13 | 3:C2:368:LEU:HD21 1.87 0.55
4:D1:6:HIS:O 4:D1:63:ALA:HA 2.07 0.55
4:D3:286:VAL:HG11 4:D3:326:VAL:HA 1.88 0.55
3:F0:298:PRO:HB3 3:F0:307:PRO:HD2 1.88 0.55
7:¢:149:ARG:HH11 7:¢:161:TYR:HB3 1.71 0.55
1:19:247- TYR:HE2 3:E6:81:GLY:HA3 1.71 0.55
4:AT:313:ALA:HB3 | 4:A7:349:MET:HG3 1.89 0.55
3:C0:4:VAL:HB 3:C0:52:PHE:HE1 1.71 0.55
4:C9:102:ALA:HB2 | 4:C9:403:MET:HE2 1.89 0.55
4:D1:135:1LE:O 4:D1:166: THR:HA 2.06 0.55
4:D1:309:ARG:H 4:D1:372: THR:HG22 1.71 0.55
3:D2:222:PRO:HD?2 4:D3:324:LYS:HG2 1.89 0.55
3:D2:250:VAL:HG13 | 3:D2:255:PHE:HE1 1.71 0.55
4:D9:109:GLY:HA2 | 4:D9:147:MET:HE1 1.87 0.55
3:E0:26:LEU:HD13 3:E0:364:PRO:HD2 1.88 0.55
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Atom-1 Atom-2 distance (A) overlap (A)
3:E8:398:MET:HE1 4:E9:346:PRO:HD2 1.89 0.55
6:1:379:LEU:HG 6:1:407:ILE:HD11 1.89 0.55
3:A2:213:CYS:HA 3:A2:217:LEU:HD23 1.87 0.55
3:D2:191:THR:HG21 | 3:D2:425:LEU:HD12 1.87 0.55
3:D6:136:LEU:HD13 | 3:D6:235:ILE:HD11 1.88 0.55
4:E9:139:LEU:HD11 4:E9:185:ALA:HA 1.88 0.55
7:¢:53:GLY:HA2 7:¢:62:VAL:HG21 1.89 0.55
7:v:185:ILE:HG23 7:v:192:GLY:HA2 1.89 0.55
3:B2:212:ILE:O 3:B2:216:ASN:HB2 2.06 0.55
4:B3:311:LEU:HD12 | 4:B3:342:VAL:HG11 1.87 0.55
3:B6:64:ARG:HH21 | 3:B6:128:ASN:HD21 1.53 0.55
3:CR:406:HIS:HA 3:C8:409:VAL:HG12 1.87 0.55
3:D0:271:SER:HB3 3:D0:377:-MET:HE3 1.89 0.55
3:D4:265:1LE:HG21 | 3:D4:313:MET:HE1 1.89 0.55
3:D6:259:LEU:HD21 | 3:D6:316:CYS:HB2 1.88 0.55
4:D9:67:ASP:O 4:D9:92:PHE:HA 2.07 0.55
4:E9:299:MET:HB2 4:E9:305:PRO:HD3 1.89 0.55
6:1:247:ASN:HD22 6:1:287:ILE:H 1.54 0.55
7:b:191:GLU:HB2 7:b:195:ALA:HB2 1.87 0.55
7:h:67:HIS:HD2 7:3:19:GLU:HG2 1.72 0.55
7:w:65:GLN:HA 7w:68:LEU:HD23 1.88 0.55
4:A7:330:MET:SD 4:A7:349:MET:HE2 2.47 0.55
4:B1:91:VAL:HG21 | 4:B1:116:VAL:HG22 1.89 0.55
4:C3:14:ASN:HD21 4:C3:73:MET:HE2 1.72 0.55
4:C3:19:LYS:HG3 4:C3:226:ASN:HB3 1.88 0.55
3:C4:157:LEU:HB3 3:C4:166:LYS:HZ2 1.72 0.55
3:C6:64:ARG:HG3 | 3:C6:125:LEU:HD22 1.89 0.55
3:C8:26:LEU:HD12 | 3:C8:363:VAL:HG12 1.87 0.55
4:D7:375:GLN:HB3 | 4:D7:422:TYR:HD2 1.71 0.55
4:E3:57:GLY:HA3 7:4:83:PRO:HB2 1.89 0.55
4:E9:342:VAL:HG22 4:E9:344: TRP:H 1.72 0.55
4:F1:20:PHE:HA 4:F1:230:SER:HB2 1.89 0.55
6:H:218:LEU:HD11 6:H:407:ILE:HB 1.89 0.55
7:d:73:VAL:HA 7:d:109:GLU:O 2.06 0.55
7:1:14:LYS:HG2 7:1:47:LEU:HB2 1.87 0.55
7:1:101:GLU:HG2 7:t:6:PHE:HB2 1.88 0.55
3:A0:83:TYR:HB3 3:A0:86:LEU:HB3 1.89 0.55
3:C4:7:ILE:HA 3:C4:66:VAL:HB 1.88 0.55
3:C6:259:LEU:HD13 | 3:C6:268: MET:HE2 1.89 0.55
6:H:234: THR:HG22 6:1:395:VAL:HG12 1.88 0.55
7:r:14:LYS:HD3 7r:47:-LEU:HB2 1.89 0.55
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Atom-1 Atom-2 distance (A) overlap (A)
2:A:368:GLN:O 2:A:372:SER:HB3 2.07 0.55
3:A4:265:1LE:HG12 3:A4:432:TYR:HE1 1.71 0.55
3:B2:53:PHE:HB3 3:B2:61:HIS:HB3 1.87 0.55
4:B5:16:ILE:HD11 4:B5:229:VAL:HG11 1.89 0.55
4:B9:229:VAL:HA 4:B9:300:MET:HE1 1.89 0.55
3:D4:167:LEU:HG 3:D4:200:VAL:HB 1.89 0.55
4:E5:242:PHE:HB3 4:E5:356:1ILE:HD13 1.89 0.55
4:E7:4:ILE:HD11 4:E7:240.:LEU:HD13 1.89 0.55
4:E9:20:PHE:HA 4:E£9:230:SER:HB2 1.89 0.55
3:A2:265:1ILE:HG22 | 3:A2:380:ASN:HD21 1.71 0.55
3:A8:296:PHE:HZ 3:A8:317:LEU:HD21 1.71 0.55
4:B5:249:ASP:H 4:B5:252:LYS:HB3 1.72 0.55
4:B5:383:ASP:HA | 4:B5:386: THR:HG22 1.88 0.55
3:C0:288:VAL:HG21 | 3:C0:327:ASP:HB3 1.88 0.55
3:C8:276:ILE:HD12 3:CR:281:ALA:HA 1.88 0.55
3:D0:191: THR:HG21 | 3:D0:425:LEU:HD13 1.89 0.55
4:E7:178: THR:HB 4:E7:181:GLU:HG3 1.87 0.55
6:1:378:VAL:HG23 6:1:386:MET:HE3 1.87 0.55
3:A4:219:ILE:HG12 7:¢:198:ARG:HH22 1.73 0.54
3:A4:280:LYS:HB3 3:A8:89:PRO:HG2 1.89 0.54
4:A5:318:ARG:HH12 | 4:A5:358:PRO:HB3 1.72 0.54
4:B3:8:GLN:O 4:B3:66:MET:HB3 2.07 0.54
3:C2:14:1ILE:HG13 3:C2:74:VAL:HG12 1.89 0.54
3:C2:269:LEU:HD23 | 3:C2:384:ILE:HD11 1.88 0.54
4:C3:103:LYS:HB2 4:C3:108:GLU:HG3 1.89 0.54
3:C6:134:GLY:HA3 3:C6:165:SER:HB2 1.89 0.54
4:C7:106: TYR:CD2 6:K:323:LYS:HE2 2.42 0.54
6:K:338:VAL:HG11 6:K:365:LEU:HB2 1.89 0.54
4:A1:313:ALA:O 4:A1:349:MET:HA 2.07 0.54
3:A4:234:VAL:HG21 | 3:A4:302:MET:HE1 1.89 0.54
3:A8:3:GLU:HA 3:A8:51:THR:HA 1.89 0.54
4:B1:97:ALA:HA 4:B1:103:LYS:HE3 1.88 0.54
4:C5:313:ALA:O 4:C5:349:MET:HA 2.07 0.54
4:C9:232:ALA:HB2 | 4:C9:300:MET:HE1 1.89 0.54
3:D4:212:ILE:HD11 3:D4:300:SER:HA 1.89 0.54
4:D7:198:GLU:HG2 4:D7:266:PHE:HE2 1.70 0.54
3:D8&:251:ASP:H 3:D8&:254:GLU:HB2 1.71 0.54
4:E5:68:LEU:HD21 4:E5:147:-MET:HE1 1.89 0.54
4:E9:388:MET:HG3 3:F0:347:CYS:H 1.72 0.54
4:A5:8:GLN:OE1 4:A5:17:GLY:HA3 2.08 0.54
4:A5:18:ALA:HB2 4:A5:76:VAL:HG23 1.90 0.54
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Atom-1 Atom-2 distance (A) overlap (A)
3:C2:68:LEU:HG 3:C2:149:LEU:HD21 1.89 0.54
3:C4:288:VAL:HG21 | 3:C4:327:ASP:HB3 1.89 0.54
4:C7:169:VAL:HG12 4:C7:202:ILE:HB 1.89 0.54
4:E1:107: THR:HG22 4:E1:108:GLU:H 1.72 0.54
4:E7:19:LYS:HG3 4:E7:226:ASN:HB3 1.89 0.54
3:E8:313:MET:HG3 | 3:E8:344:VAL:HG11 1.88 0.54
7:d:11:ASN:HD22 7:d:14:LYS:HE3 1.72 0.54
8:k:57:TYR:HA 8:k:69:ILE:HD11 1.88 0.54
7:w:73:VAL:HG13 7w:173:ILE:HB 1.89 0.54
3:B0:217:LEU:HD21 | 3:B0:368:LEU:HD23 1.90 0.54
4:B1:223:GLY:HA2 4:B1:226:ASN:HB2 1.88 0.54
4:B3:188:SER:O 4:B3:192:LEU:HB2 2.07 0.54
3:C0:99:ALA:HB3 3:C0:144:GLY:HA3 1.89 0.54
4:C5:374:ILE:HG22 4:C5:422:TYR:CZ 2.42 0.54
4:D7:268:1LE:HG23 | 4:D7:300:MET:HE3 1.90 0.54
4:E1:117:LEU:HA 4:E1:120:VAL:HG12 1.88 0.54
7:2:73:VAL:HA 7:2:109:GLU:O 2.07 0.54
7:q:55:LEU:HD23 7:q:132:LEU:HD13 1.89 0.54
4:A7:272:PRO:HG2 | 4:A7:361:LEU:HD13 1.89 0.54
4:A9:282:ARG:HH22 | 2:B:318:GLN:HE21 1.56 0.54
4:B1:268:1LE:HB 4:B1:300:MET:HE2 1.88 0.54
4:C1:172:SER:HB2 4:C1:205:GLU:HB2 1.88 0.54
4:C1:235:GLY:HA3 | 4:C1:366: THR:HG21 1.89 0.54
3:C6:7:ILE:HA 3:C6:66:VAL:HB 1.88 0.54
4:D9:163:1ILE:HD11 | 4:D9:251:ARG:HG2 1.90 0.54
4:D9:311:LEU:HD23 | 4:D9:342:VAL:HG21 1.88 0.54
3:E8:181:VAL:HG12 | 4:E9:256:ASN:HB2 1.89 0.54
2:B:368:GLN:O 2:B:372:SER:HB3 2.08 0.54
3:B6:332:VAL:HA 3:B6:335:ILE:HG22 1.89 0.54
3:C8:274:PRO:HG3 3:C8:374:ALA:HA 1.90 0.54
3:D4:388:PHE:HB3 | 3:D4:425:LEU:HD11 1.90 0.54
3:F0:323:VAL:HG23 | 3:F0:355:ILE:HG23 1.89 0.54
7:x:78:ALA:HB3 7:x:112:PHE:HE1 1.72 0.54
3:A6:84:ARG:HH21 7:0:95: TYR:HD2 1.54 0.54
4:C1:259:PRO:HG2 | 4:C1:311:LEU:HD21 1.89 0.54
4:D7:54:ALA:HB3 4:D7:58:ARG:HB3 1.88 0.54
3:E2:298:PRO:HB3 3:E2:307:PRO:HD2 1.89 0.54
3:E6:53:PHE:HB3 3:E6:61:HIS:HB3 1.89 0.54
3:E&:88:HIS:HD2 3:E8:89:PRO:HD2 1.72 0.54
6:H:235:TRP:HE1 6:H:400:GLY:HA3 1.72 0.54
7:b:172:VAL:HG23 7:b:180:ALA:HB3 1.90 0.54
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Atom-1 Atom-2 distance (A) overlap (A)
7:p:11:ASN:HB3 7:p:15:ARG:HH12 1.72 0.54
1:22:239:LEU:HD13 | 2:A:465:LEU:HD23 1.90 0.54
3:A2:141:VAL:HG22 3:A2:187:SER:HA 1.89 0.54
4:B3:383:ASP:HA 4:B3:386: THR:HG22 1.89 0.54
4:B5:304:ASP:HB3 4:B5:307:HIS:CE1 2.42 0.54
4:C7:362:LYS:HD2 4:C7:363:MET:HG2 1.90 0.54
4:E1:8:GLN:HE21 4:E1:14:ASN:HA 1.73 0.54
4:E7:35:- THR:HG22 7:v:83:PRO:HG3 1.89 0.54
4:E7:242:PHE:HB3 4:E7:356:1LE:HD13 1.90 0.54
4:E9:372: THR:HG22 | 4:E9:422: TYR:HE2 1.73 0.54
7:d:9:PRO:HB2 7:d:143:ILE:HG13 1.89 0.54
1:1:237:PRO:HD2 2:A:284:ARG:HH22 1.72 0.54
3:A2:301:MET:HE2 | 3:A2:307:PRO:HG3 1.90 0.54
4:A3:113:ILE:HA 4:A3:116:VAL:HG22 1.89 0.54
4:A5:91:VAL:HG21 | 4:A5:116:VAL:HG22 1.89 0.54
3:A8:407:-TRP:HE1 4:A9:258:1LE:HB 1.72 0.54
2:B:522:VAL:HG21 4:D3:276:ARG:HD3 1.89 0.54
3:B8:5:ILE:HG12 3:B8:132:LEU:HD11 1.89 0.54
3:D6:204:LEU:HD13 | 3:D6:231:ILE:HD12 1.90 0.54
3:F0:202:VAL:HG22 | 3:F0:268:MET:HG3 1.90 0.54
7:j:9:PRO:HA 7:j:12:VAL:HG22 1.90 0.54
3:A6:49:PHE:HD2 3:A6:53:PHE:HB2 1.73 0.54
4:A7:253:LEU:O 4:A7:257:LEU:HB2 2.08 0.54
3:C8:219:ILE:HG12 7:0:198:ARG:HH21 1.73 0.54
3:D6:255:PHE:O 3:D6:259:LEU:HB2 2.08 0.54
7:a:53:GLY:HA2 7:a:62:VAL:HG21 1.90 0.54
8:1:41:ALA:HB1 8:1:86:VAL:HG21 1.89 0.54
7:q:75:LEU:HD23 7:q:111:ILE:HB 1.90 0.54
7-w:78:ALA:HB3 7w:112:PHE:HE1 1.73 0.54
4:A1:257:LEU:HD11 | 4:A1:314:SER:HB2 1.90 0.53
3:B2:244:PHE:HB2 | 3:B2:356:ASN:HD21 1.72 0.53
4:B5:100:ASN:HB3 4:B5:103:LYS:HG2 1.90 0.53
4:C3:187:LEU:HD13 4:C3:190:HIS:HE1 1.73 0.53
3:C4:26:LEU:HD12 | 3:C4:363:VAL:HG12 1.90 0.53
3:C6:402:ARG:HD2 | 3:C6:405:VAL:HG11 1.88 0.53
4:D1:57:GLY:HA3 7:n:83:PRO:HB2 1.90 0.53
4:D1:77:ARG:HH21 4:D1:92:PHE:HZ 1.56 0.53
3:D4:262:TYR:HB2 3:D4:265:1LE:HG12 1.91 0.53
3:F0:258:ASN:HD21 3:F0:316:CYS:HB2 1.73 0.53
6:H:233:TYR:OH 6:1:392: ARG:HG2 2.08 0.53
6:1:338:VAL:HG11 6:1:365:LEU:HB2 1.90 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
7:d:115:LEU:HD21 7:d:145:LYS:HD3 1.90 0.53
7:g:14:LYS:HB2 7:g:47:LEU:HD12 1.90 0.53
7:p:78:ALA:HB3 7:p:112:PHE:HE1 1.73 0.53
3:B0:208:ALA:HB2 3:B0:304:LYS:HG2 1.90 0.53
4:B5:326:VAL:O 4:B5:330:MET:HG2 2.08 0.53
4:B7:35: THR:HG22 7:2:83:PRO:HG3 1.89 0.53
3:C6:5:ILE:HD13 3:C6:64:ARG:HD3 1.90 0.53
3:D0:218:ASP:HB3 7:p:194:ARG:HH22 1.73 0.53
3:D0:276:ILE:HD12 3:D0:281:ALA:HA 1.89 0.53
4:E1:2:ARG:HB3 4:E1:131:GLN:HB2 1.88 0.53
4:E5:134:GLN:HA 4:E5:165:GLU:O 2.09 0.53
3:A8:298:PRO:HG2 3:A8:308:ARG:HE 1.73 0.53
3:B0:200:VAL:HG13 | 3:B0:268:MET:HE1 1.89 0.53
4:B5:290: THR:HG21 | 4:B5:329:GLN:HB3 1.91 0.53
4:B9:169:VAL:HG12 4:B9:202:1ILE:HB 1.90 0.53
4:C9:316:MET:HB2 4:C9:366: THR:HB 1.90 0.53
4:D5:12:CYS:HB3 4:D5:138:SER:HB2 1.89 0.53
3:E8:259:LEU:HB3 3:E&:268:MET:HE1 1.89 0.53
7:t:154: TYR:HE1 7:4:158: THR:HG22 1.73 0.53
3:A6:320:ARG:HB3 | 3:A6:374:ALA:HB3 1.89 0.53
2:B:567:LEU:HD21 4:E1:228:LEU:HG 1.91 0.53
3:B4:203:MET:HE1 3:B4:267:PHE:HB3 1.89 0.53
3:C0:237:SER:HA 3:C0:320:ARG:HE 1.73 0.53
4:C3:281:TYR:CZ 4:C7:87:PRO:HD2 2.43 0.53
4:C5:73:MET:HB3 4:C5:90:PHE:HE2 1.72 0.53
4:D3:271:ALA:HB3 | 4:D3:365:VAL:HG22 1.90 0.53
4:D5:64:ILE:HD12 4:D5:119:VAL:HG12 1.90 0.53
3:D6:247:ALA:HB3 3:D6:355:ILE:HB 1.91 0.53
3:D6:254:GLU:HA | 3:D6:257: THR:HG22 1.90 0.53
6:J:379:LEU:HD11 6:J:407:ILE:HG23 1.90 0.53
7:3:134:1ILE:HD13 7:3:140:LEU:HD22 1.90 0.53
7:0:112:PHE:HB2 7:0:131: TRP:HE1 1.74 0.53
7:0:183:LEU:HD23 7:0:196:LEU:HA 1.89 0.53
7:8:72:SER:HB3 7:5:108:ILE:HG22 1.90 0.53
1:19:244:GLN:H 4:E7:320:ARG:NH2 2.06 0.53
4:A3:16:ILE:HD11 4:A3:229:VAL:HB 1.89 0.53
3:D2:7:ILE:HD11 3:D2:122:1LE:HD11 1.91 0.53
3:D2:272:TYR:HB3 3:D2:275:ILE:HD11 1.90 0.53
4:E3:183:TYR:O 4:E3:187:LEU:HB2 2.08 0.53
3:E&:5:ILE:HB 3:E&:135:PHE:HD1 1.73 0.53
6:J:386:MET:HE1 6:J:395:VAL:HG13 1.89 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
6:K:327:ALA:HA 6:K:337:VAL:HG12 1.90 0.53
7:h:183:LEU:HD13 7:h:196:LEU:HA 1.91 0.53
7:h:184:PRO:HG3 7:h:189:LEU:HD12 1.91 0.53
1:14:244:GLN:HG2 | 4:D7:320:ARG:HH21 1.72 0.53
2:A:469:GLN:HE22 4:C7:276:ARG:H 1.57 0.53
4:A1:311:LEU:HD12 | 4:A1:342:VAL:HG11 1.90 0.53
4:C3:117:LEU:HG 4:C3:154:LYS:HD2 1.90 0.53
4:C5:137:HIS:O 4:C5:168:SER:HA 2.08 0.53
3:C6:191: THR:O 3:C6:195:LEU:HB2 2.08 0.53
3:C8:200:VAL:HA 3:C8:266:HIS:HB2 1.91 0.53
3:D0:154:LEU:HB3 3:D0:197:HIS:HB3 1.89 0.53
4:D5:113:1ILE:HG13 | 4:D5:117:LEU:HD13 1.91 0.53
3:E0:284:GLU:HG2 | 3:E0:286:LEU:HD22 1.89 0.53
3:E6:5:ILE:HD13 3:E6:64:ARG:HB3 1.89 0.53
4:E9:182:PRO:HB3 4:E9:385:PHE:HA 1.91 0.53
7:h:88:LEU:HD22 7:h:185:ILE:HG21 1.91 0.53
3:A0:274:PRO:HD3 3:A0:374:ALA:HA 1.91 0.53
4:A1:248:SER:HA 4:A1:252:LYS:HG3 1.90 0.53
4:B9:215:LEU:HD21 | 4:B9:273:LEU:HB3 1.90 0.53
3:C0:14:ILE:HD11 3:C0:69:ASP:HB2 1.88 0.53
3:C0:259:LEU:HD21 | 3:C0:316:CYS:HB2 1.89 0.53
3:C2:133:GLN:HG3 3:C2:252:VAL:HB 1.90 0.53
3:C6:252:VAL:HA 3:C6:255:PHE:HB3 1.91 0.53
3:D6:90:GLU:HG3 | 3:D6:121:ARG:HH12 1.73 0.53
3:E0:280:LYS:HG2 3:E4:89:PRO:HD2 1.89 0.53
4:E5:8:GLN:HG2 4:E5:17:GLY:HA3 1.91 0.53
7:g:183:LEU:HD23 7:2:196:LEU:HA 1.91 0.53
3:A0:100:ALA:HA 4:A1:252:LYS:HD2 1.91 0.53
4:B5:11:GLN:HA 4:B5:72:THR:HG21 1.90 0.53
4:B5:39:ASP:HA 7:£:90:PRO:HG3 1.91 0.53
4:B5:134:GLN:HA 4:B5:165:GLU:O 2.09 0.53
4:B9:213:ARG:HH11 | 4:B9:297:LYS:HG2 1.73 0.53
4:C9:51:TYR:HB3 4:C9:59:PHE:HB3 1.90 0.53
3:E0:3:GLU:HA 3:E0:51: THR:HA 1.90 0.53
3:E4:167:-LEU:HD22 3:E4:200:VAL:HB 1.90 0.53
3:F0:336:LYS:HE3 3:F0:348:PRO:HB3 1.89 0.53
8:k:40:LYS:HD2 8:k:43:HIS:HB2 1.91 0.53
8:1:82:ASP:HA 8:1:85:ARG:HG2 1.91 0.53
7:r:113:VAL:HG13 7:1:141: THR:HG23 1.91 0.53
3:A6:240:ALA:HA 3:A6:243:ARG:HE 1.74 0.53
3:B6:195:LEU:HD22 | 3:B6:428:LEU:HD12 1.89 0.53
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3:B6:195:LEU:HD11 | 3:B6:264:ARG:HG3 1.90 0.53
3:B6:292: THR:HG21 | 3:B6:331:ALA:HB1 1.91 0.53
4:C1:179:VAL:HG12 | 3:C2:258:ASN:HD22 1.73 0.53
3:C6:406:HIS:HA 3:C6:409:VAL:HG12 1.90 0.53
3:D2:91:GLN:HG2 3:D2:121:ARG:HD2 1.89 0.53
3:D6:210: TYR:HA 4:D7:324:LYS:HZ2 1.73 0.53
4:E7:274:.THR:HB 4:E7:282:ARG:HH21 1.74 0.53
6:K:343:GLU:HA 6:K:359:VAL:HG21 1.90 0.53
7:1:49:LEU:HD21 7:1:144:LEU:HD21 1.91 0.53
1:18:245:SER:O 1:18:249:SER:HB3 2.09 0.53
3:A2:194:LEU:HD21 | 3:A2:203:MET:HE1 1.90 0.53
3:A4:210:TYR:HE1 4:A5:324:LYS:HA 1.73 0.53
3:A6:406:HIS:HA 3:A6:409:VAL:HG12 1.89 0.53
3:B0:402:ARG:HD3 | 3:B0:405:VAL:HG21 1.91 0.53
3:C2:168:ASN:O 3:C2:201:ALA:HA 2.09 0.53
4:C3:374:1LE:HB 4:C3:422: TYR:HE2 1.74 0.53
4:C5h:257:LEU:HD12 | 4:C5:312: THR:HG23 1.89 0.53
4:E1:272:PRO:HG2 | 4:E1:361:LEU:HD12 1.90 0.53
7:d:5:VAL:HG11 7:d:149:ARG:HD2 1.90 0.53
7:3:9:PRO:HB2 7:3:143:1ILE:HG13 1.91 0.53
7n:172:VAL:HG13 7:n:180:ALA:HB3 1.91 0.53
1:8:248:ARG:HH12 3:C0:77:GLU:HA 1.73 0.52
3:A2:275:ILE:HD12 | 3:A2:368:LEU:HD11 1.90 0.52
3:A4:30:ILE:HG22 3:A4:36: MET:HG2 1.91 0.52
4:A5:132:GLY:HA2 | 4:A5:162:ARG:HG3 1.91 0.52
4:B9:19:LYS:HA 4:B9:22:GLU:HB2 1.92 0.52
4:D3:247:ASN:C 4:D3:247:ASN:HD22 2.17 0.52
4:D5:200:GLN:HB3 | 4:D5:268:ILE:HD11 1.92 0.52
4:D7:182:PRO:HB2 4:D7:385:PHE:HB2 1.91 0.52
4:D7:296:ALA:HB2 4:D7:306:ARG:HE 1.74 0.52
3:E6:167:LEU:HD22 3:E6:200: VAL:HB 1.91 0.52
4:E7:372:THR:HG21 | 4:E7:426:GLN:HB2 1.90 0.52
7:d:78:ALA:HB3 7:d:112:PHE:HE1 1.74 0.52
7:£:191:GLU:HB2 7:1:195:ALA:HB2 1.91 0.52
7:q:73:VAL:HA 7:q:109:GLU:O 2.09 0.52
3:A0:182:VAL:HG22 | 3:A0:185:TYR:HB2 1.91 0.52
4:AT7:110:ALA:HA 4:AT:113:ILE:HG22 1.92 0.52
4:A7:268:ILE:HG23 | 4:A7:300:MET:HE3 1.91 0.52
4:B3:213:ARG:HB3 4:B3:297:LYS:HE3 1.90 0.52
4:B5:284:LEU:HD23 4:B5:362:LYS:HB3 1.90 0.52
4:C1:325:GLU:HA 4:C1:328:GLU:HG2 1.91 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
3:D6:88:HIS:HB3 3:D6:91:GLN:HG3 1.90 0.52
4:D7:259:PRO:HD2 | 4:D7:263:LEU:HD12 1.91 0.52
3:E8:319:TYR:HB3 | 3:E8:323:VAL:HG11 1.90 0.52
5:G:117:THR:HA 5:G:120:GLU:HB3 1.91 0.52
6:H:307:HIS:HB3 6:H:314:ASP:HB2 1.91 0.52
6:J:247:ASN:HB3 6:J:259:VAL:HB 1.91 0.52
7:b:53:GLY:HA2 7:b:62:VAL:HG11 1.92 0.52
4:A1:224:ASP:HB2 2:C:224: THR:HG23 1.91 0.52
4:A9:68:LEU:HB3 4:A9:96:GLY:HA2 1.89 0.52
4:A9:187:LEU:HA 4:A9:190:HIS:CE1 2.44 0.52
4:B1:2:ARG:HB3 4:B1:131:GLN:HB2 1.92 0.52
4:B1:113:ILE:HG12 | 4:B1:150:LEU:HD22 1.90 0.52
3:B2:168:ASN:O 3:B2:201:ALA:HA 2.10 0.52
4:D1:149: THR:HA 4:D1:152:ILE:HD12 1.91 0.52
3:D4:91:GLN:HG2 3:D4:121:ARG:HD2 1.92 0.52
4:D7:207:-LEU:HB3 4:D7:225:LEU:HG 1.92 0.52
4:D7:311:LEU:HD23 | 4:D7:342:VAL:HG21 1.90 0.52
4:E3:271:ALA:HB2 | 4:E3:298:ASN:HD21 1.74 0.52
7:d:68:LEU:HD23 7:d:73:VAL:HG21 1.91 0.52
8:1:50:VAL:O 8:1:54:ARG:HG2 2.09 0.52
7u:75:LEU:HD23 7u:111:ILE:HB 1.92 0.52
2:A:312:1ILE:HG23 2:A:316:LEU:HD13 1.90 0.52
3:A2:319:TYR:HB3 | 3:A2:323:VAL:HG21 1.91 0.52
4:A5:20:PHE:HA 4:A5:230:SER:HB2 1.91 0.52
4:A5:321:MET:HE3 | 4:A5:353:VAL:HG13 1.89 0.52
4:A7:281:TYR:HB3 | 4:B1:60:VAL:HG11 1.91 0.52
3:B0:76:ASP:HA 3:B0:79:ARG:HG2 1.91 0.52
4:B1:39:ASP:HA 7:d:90:PRO:HG3 1.91 0.52
3:B2:319:TYR:HB3 | 3:B2:323:VAL:HG21 1.92 0.52
4:C3:56:GLY:N 7:3:84:LYS:HZ1 2.07 0.52
3:D2:83:TYR:HD1 3:D2:86:LEU:HD13 1.73 0.52
4:D5:229:VAL:HG12 | 4:D5:233:MET:HE2 1.92 0.52
3:D6:417:GLU:HA 3:D6:420:GLU:HG3 1.91 0.52
3:D8:105:ARG:HG3 | 3:D8:411:GLU:HG3 1.92 0.52
4:E9:257:-LEU:HD21 4:E9:266:PHE:HZ 1.74 0.52
7:d:140:LEU:HA 7:d:143:ILE:HG22 1.91 0.52
7:1:51:PRO:HD2 7:r:140:LEU:HD22 1.91 0.52
1:15:247:TYR:O 1:15:251: TYR:HB2 2.10 0.52
4:A9:232:ALA:HB1 | 4:A9:268:ILE:HG21 1.91 0.52
2:B:558:ARG:HG3 3:E2:48:ALA:HB2 1.91 0.52
3:B6:208:ALA:HB2 3:B6:304:LYS:HG2 1.91 0.52
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3:C2:107:HIS:CD2 3:C2:152:LEU:HB2 2.44 0.52
4:D5:207:LEU:HB3 4:D5:225:LEU:HG 1.90 0.52
3:E0:236:SER:O 3:E0:240:ALA:HB2 2.09 0.52
4:E1:278:SER:HA 4:E1:281:TYR:HD2 1.75 0.52
3:E2:11:GLN:HG3 3:E2:74:VAL:HG21 1.90 0.52
3:E8:71:GLU:HG3 3:ER:73: THR:HG22 1.92 0.52
7:0:182:PHE:HE2 7:0:187:SER:HB3 1.74 0.52
7:u:78:ALA:HB3 7u:112:PHE:HE1 1.74 0.52
3:A0:8:HIS:HE1 3:A0:21:TRP:NE1 2.07 0.52
4:AT:232:ALA:HB2 | 4:A7:300:MET:HE1 1.90 0.52
3:B2:402:ARG:HG3 | 3:B2:405:VAL:HG11 1.92 0.52
4:B9:19:LYS:HE3 4:B9:227:HIS:HB2 1.91 0.52
3:C2:28:HIS:NE2 3:C2:243:ARG:HD2 2.24 0.52
3:C4:395:PHE:HB3 | 3:C4:422:ARG:HH22 1.74 0.52
3:E0:265:1LE:HG21 3:E0:313:MET:HE1 1.90 0.52
3:E4:318:MET:O 3:E4:375:VAL:HA 2.10 0.52
7:m:15:ARG:HA 7m:45:MET:HE1 1.92 0.52
2:A:460:HIS:HB3 4:C7:221: THR:HG21 1.92 0.52
4:A1:221:THR:HG21 | 2:C:219:LEU:HD22 1.91 0.52
4:A3:176:SER:HB2 4:A3:181:GLU:HG3 1.92 0.52
3:A8:210:TYR:HB3 4:A9:324:LYS:HE2 1.92 0.52
3:B0:167:LEU:HG 3:B0:200:VAL:HB 1.92 0.52
3:B6:217:LEU:HD11 | 3:B6:275:ILE:HG22 1.92 0.52
4:B7:192:LEU:HD21 | 4:B7:199:VAL:HG21 1.92 0.52
3:C0:21:TRP:HA 3:C0:24:PHE:HB2 1.92 0.52
3:C0:168:ASN:O 3:C0:201:ALA:HA 2.10 0.52
4:C3:311:LEU:HD13 | 4:C3:342:VAL:HG21 1.91 0.52
4:D1:139:LEU:HD11 | 4:D1:192:LEU:HD22 1.92 0.52
4:D3:289:LEU:HD13 | 4:D3:365:VAL:HG13 1.91 0.52
3:D4:3:GLU:HA 3:D4:51: THR:HA 1.90 0.52
3:D6:320:ARG:HD3 | 3:D6:360:PRO:HG3 1.91 0.52
3:E4:195:LEU:HD13 | 3:E4:428:LEU:HD12 1.91 0.52
4:E9:139:LEU:HB3 9:E9:501:GDP:H5’ 1.91 0.52
4:E9:266:PHE:HA 4:E9:369:GLY:O 2.10 0.52
7:b:64:PRO:HD2 7:b:67:HIS:CE1 2.45 0.52
1:19:244:GLN:H 4:E7:320:ARG:HH22 1.58 0.52
4:A3:207:LEU:HB3 4:A3:225:.LEU:HG 1.92 0.52
3:A4:212:ILE:HG22 | 3:A4:215:ARG:HH12 1.74 0.52
3:A6:30:ILE:HG22 3:A6:36:MET:HB2 1.92 0.52
4:A7:248:SER:HA 4:A7:252:LYS:HD2 1.92 0.52
4:B9:383:ASP:HA | 4:B9:386: THR:HG22 1.92 0.52
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4:C1:156:ARG:HH22 4:C1:197:ASP:H 1.58 0.52
4:C1:192:LEU:HD12 | 4:C1:196:ALA:HB2 1.91 0.52
5:E:131:LEU:HB3 5:E:136:GLN:HA 1.91 0.52
3:E8:259:LEU:HD21 | 3:E8:316:CYS:HB2 1.91 0.52
7m:14:LYS:HE2 7:m:45:-MET:HB3 1.91 0.52
7:0:88:LEU:HD11 7:0:185:ILE:HD13 1.91 0.52
1:19:255:PRO:HD3 7:x:178:ARG:HH21 1.74 0.52
4:B1:281:TYR:HB3 4:B5:60:VAL:HG11 1.91 0.52
4:B7:318:ARG:HD3 | 4:B7:358:PRO:HD3 1.91 0.52
3:C0:106:GLY:HA3 3:C0:148:GLY:HA3 1.90 0.52
4:C1:309:ARG:HG2 4:C1:342:VAL:HB 1.92 0.52
4:C3:40:SER:H 7:3:90:PRO:HB3 1.73 0.52
4:D1:232:ALA:HB2 | 4:D1:300:MET:HE1 1.92 0.52
3:E2:48:ALA:HB1 3:E2:243:ARG:HB3 1.92 0.52
3:E4:222:PRO:HD2 4:E5:324:LYS:NZ 2.25 0.52
4:FE7:203:ASP:HB2 4:E7:301:CYS:HA 1.92 0.52
3:E8:76:ASP:HA 3:ER:79:ARG:HB2 1.90 0.52
4:E9:187:LEU:HA 4:E9:190:HIS:CE1 2.44 0.52
4:E9:293:MET:HE3 4:E9:367:PHE:HB2 1.90 0.52
8:k:45:LYS:HG3 8:k:48:GLN:HE21 1.74 0.52
7:t:65:GLN:HE21 7:t:206:PHE:HZ 1.58 0.52
7:x:126:ARG:HH11 7:x:129:MET:HE3 1.75 0.52
1:4:254:LYS:HB3 3:B2:364:PRO:HG2 1.91 0.52
2:B:469:GLN:HE22 4:C5:217:LEU:HG 1.75 0.52
4:C9:103:LYS:HB2 4:C9:401:GLU:HG3 1.92 0.52
4:D3:8:GLN:O 4:D3:66:MET:HB3 2.10 0.52
4:D5:272:PRO:HD2 | 4:D5:361:LEU:HD13 1.92 0.52
4:D9:257:-LEU:HD11 | 4:D9:314:SER:HB2 1.91 0.52
4:E1:7:VAL:HB 4:E1:135:1ILE:HG13 1.91 0.52
3:E4:210:- TYR:HD1 4:E5:324:LYS:HD3 1.75 0.52
3:E4:219:ILE:HG13 3:E4:222:PRO:HG3 1.90 0.52
7:0:79:ASP:HB3 7:0:82:ASP:HB2 1.92 0.52
7:1:9:PRO:HA 7:t:12:VAL:HG22 1.92 0.52
4:A7:135:ILE:HB 4:A7:166:THR:HG22 1.91 0.51
3:B6:277:SER:HB3 3:B6:280:LYS:HG2 1.92 0.51
3:B6:403:ALA:HB2 4:B7:344: TRP:HZ3 1.75 0.51
4:C1:214: THR:HG21 | 4:C1:273:LEU:HD13 1.91 0.51
3:C2:81:GLY:H 3:C2:84:ARG:HG3 1.76 0.51
4:C3:136: THR:HG22 | 4:C3:167:PHE:HB2 1.92 0.51
4:E3:334:GLN:HE22 4:E3:348:ASN:N 2.08 0.51
4:E9:377T-MET:HA 4:E9:380:ARG:HG3 1.91 0.51
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7:3:93:LEU:HA 7:3:131:TRP:HZ3 1.74 0.51
4:A1:167:PHE:HD2 | 4:A1:233:MET:HE2 1.74 0.51
4:B7:358:PRO:HG2 | 4:B7:361:LEU:HD13 1.92 0.51
3:C4:24:PHE:HA 3:C4:27:GLU:HG3 1.92 0.51
3:D0:406:HIS:HA 3:D0:409:VAL:HG12 1.92 0.51
3:D8:310:GLY:HA3 3:D8:383:ALA:HB2 1.91 0.51
4:E3:334:GLN:HE21 | 4:E3:349:MET:HG2 1.74 0.51
3:E4:223: THR:HG22 3:E4:224: TYR:H 1.75 0.51
3:E6:209:1LE:HG22 | 3:E6:227:LEU:HD22 1.92 0.51
7:d:53:GLY:HA2 7:d:62:VAL:HG11 1.92 0.51
4:A5:73:MET:HA 4:A5:76:VAL:HG12 1.92 0.51
3:B2:76:ASP:HA 3:B2:79:ARG:HG2 1.92 0.51
4:B5:53:GLU:HG3 4:B5:55: THR:H 1.75 0.51
3:C2:205:ASP:HB2 3:C2:303:ALA:HA 1.93 0.51
4:C7:156:ARG:HH21 | 4:C7:160:PRO:HA 1.76 0.51
4:C7:395:LEU:HD11 | 4:C7:408:PHE:CE2 2.45 0.51
4:D1:159:TYR:HB3 | 4:D1:162:ARG:HD3 1.92 0.51
4:D5:137:HIS:HE1 4:D5:166: THR:HB 1.75 0.51
3:F0:88:HIS:CD2 3:F0:90:GLU:HG2 2.46 0.51
6:K:336: TRP:HB3 6:K:368:LEU:HD11 1.92 0.51
7:¢:75:LEU:O 7:c:170:VAL:HA 2.09 0.51
7:r:9:PRO:HA 7:r:12:VAL:HG22 1.93 0.51
4:A1:134:GLN:HA 4:A1:165:GLU:O 2.10 0.51
4:A5:117.LEU:HA 4:A5:120:VAL:HG12 1.92 0.51
4:B3:396:HIS:HA 4:B3:399: THR:HG22 1.92 0.51
4:B7:33: THR:HG23 | 4:B7:35:THR:HG23 1.93 0.51
4:C5:205:GLU:HA 4:C5:208:TYR:HB2 1.93 0.51
4:D1:137:HIS:HE1 4:D1:166: THR:HB 1.74 0.51
3:D2:283:HIS:HB2 3:D6:88:HIS:HD2 1.75 0.51
4:D9:221: THR:HG23 4:D9:223:GLY:H 1.76 0.51
3:E0:107:HIS:HD2 3:E0:152:LEU:HB2 1.76 0.51
4:E1:384:GLN:HG2 3:E2:348:PRO:HB2 1.92 0.51
3:E4:88:HIS:HB3 3:E4:91:GLN:HB2 1.93 0.51
6:K:252:PRO:HB3 6:K:416:ILE:HD13 1.92 0.51
8:1:58:LYS:HG2 7n:161:TYR:HE2 1.75 0.51
4:A9:289:LEU:HD11 | 4:A9:363:-MET:HG2 1.93 0.51
3:B4:311:LYS:H 3:B4:382: THR:HG22 1.74 0.51
4:B5:156:ARG:HD3 | 4:B5:164:MET:HG2 1.93 0.51
4:D7:221: THR:HG23 4:D7:223:GLY:H 1.76 0.51
3:E4:208:ALA:HB2 3:E4:304:LYS:HG2 1.93 0.51
3:E6:262:TYR:HB2 | 3:E6:265:1LE:HG12 1.92 0.51
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Atom-1 Atom-2 distance (A) overlap (A)
4:E9:215:LEU:HG 5:G:97:LEU:HD22 1.92 0.51
4:F1:57:GLY:HA3 7:x:83:PRO:HB2 1.92 0.51
1:9:243:ALA:HB1 4:C3:320:ARG:HH22 1.76 0.51
3:B4:230:LEU:HD22 | 3:B4:275:ILE:HD12 1.92 0.51
3:B8:102:ASN:HB3 3:B&:105:ARG:HB2 1.92 0.51
3:C2:195:LEU:HD11 | 3:C2:264:ARG:HG3 1.93 0.51
3:C4:7:ILE:HD11 3:C4:122:1LE:HD12 1.92 0.51
4:C9:180:VAL:HG22 | 3:D0:258:ASN:HD21 1.75 0.51
4:E9:235:GLY:HA2 4:E9:318:ARG:NH2 2.26 0.51
4:E9:385:PHE:CZ 4:E9:408:PHE:HB3 2.43 0.51
3:F0:222:PRO:HD2 4:F1:324:LYS:HZ1 1.76 0.51
4:F1:8:GLN:HB2 4:F1:65:LEU:HA 1.92 0.51
7:q:14:LYS:HD3 T7:q:47:LEU:HB2 1.93 0.51
7:5:53:GLY:HA2 7:8:62:VAL:HG21 1.92 0.51
7:x:95:'TYR:O 7:x:99:MET:HG2 2.11 0.51
4:A5:12:CYS:HB3 4:A5:138:SER:HB2 1.93 0.51
4:B1:377:MET:HG2 | 4:B1:380:ARG:HH21 1.75 0.51
4:B3:51:TYR:HB3 4:B3:59:PHE:HB3 1.92 0.51
3:B6:209:1ILE:HA 3:B6:212:ILE:HG22 1.93 0.51
4:B9:288:GLU:HA 4:B9:291:GLN:HG3 1.93 0.51
4:C1:103:LYS:HB2 4:C1:108:GLU:HB3 1.91 0.51
4:C1:238:CYS:HB2 4:C1:318:ARG:HD2 1.92 0.51
4:C3:138:SER:HA 4:C3:169:VAL:HB 1.92 0.51
3:C6:180:ALA:HB3 3:C6:183:GLU:HB2 1.92 0.51
3:C6:280:LYS:HB2 3:D0:88:HIS:CE1 2.43 0.51
3:E0:5:ILE:HD12 3:E0:125:LEU:HB3 1.91 0.51
6:1:307:HIS:HB3 6:1:314:ASP:HB2 1.92 0.51
6:J:300:ASN:HB2 6:J:302: VAL:HG22 1.93 0.51
7:5:50:PHE:HD1 7:5:140:LEU:HD21 1.76 0.51
4:A9:155:VAL:HG23 | 4:A9:164:MET:HE1 1.93 0.51
3:B0:102:ASN:HB2 3:B0:105:ARG:HB2 1.93 0.51
3:B0:398:MET:HE2 4:B1:346:PRO:HD2 1.92 0.51
4:B3:186: THR:HG23 | 4:B3:187:LEU:HD12 1.93 0.51
4:D5:113:ILE:HA 4:D5:116:VAL:HG12 1.93 0.51
3:D8:217:LEU:HG 3:D&:277:SER:HB3 1.91 0.51
4:E7:6:HIS:O 4:E7:63:ALA:HA 2.10 0.51
6:1:259: VAL:HG23 6:1:287:ILE:HG12 1.93 0.51
2:A:282:ARG:HH21 4:A7:276:ARG:HE 1.57 0.51
4:A3:113:ILE:HG13 | 4:A3:150:LEU:HD23 1.93 0.51
4:A3:138:SER:HA 4:A3:169:VAL:HG22 1.93 0.51
2:B:458:ARG:NH1 4:C5:221: THR:HA 2.26 0.51
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4:B3:39:ASP:HA 7:¢:90:PRO:HG3 1.93 0.51
3:B8:3:GLU:HA 3:B8:51: THR:HA 1.93 0.51
4:B9:17:GLY:HA2 4:B9:20:PHE:HB3 1.93 0.51
4:B9:318:ARG:HG2 4:B9:357:PRO:HA 1.93 0.51
3:C0:296:PHE:CE1 3:C0:377:MET:HG3 2.43 0.51
4:C1:139:LEU:HA 4:C1:145:SER:HB3 1.93 0.51
4:C5:8:GLN:HE21 4:C5:65:LEU:HG 1.75 0.51
4:D7:152:1LE:HG22 | 4:D7:195:ASN:HB3 1.92 0.51
3:E2:10:GLY:HA2 3:E2:145: THR:HG23 1.93 0.51
3:E4:313:MET:HE2 | 3:E4:382:THR:HG22 1.93 0.51
4:E7:164:MET:H 4:E7:197:ASP:HB2 1.74 0.51
4:E9:392:LYS:HA 4:E9:395:LEU:HD12 1.93 0.51
3:C0:88:HIS:HD2 3:C0:89:PRO:HD2 1.76 0.51
3:C2:188:VAL:HA | 3:C2:191:THR:HG23 1.91 0.51
4:C5:104:GLY:HA2 4:C5:109:GLY:HA3 1.92 0.51
4:C9:112:LEU:HB2 4:C9:147:-MET:HE1 1.93 0.51
4:D3:326:VAL:O 4:D3:330:MET:HG2 2.10 0.51
3:D4:180:ALA:HB3 3:D4:183:GLU:HB2 1.92 0.51
3:E2:319:TYR:HB3 | 3:E2:323:VAL:HG21 1.93 0.51
3:E4:284:GLU:HG3 | 3:E4:286:LEU:HD12 1.92 0.51
4:E5:169:VAL:HG12 4:E5:202:1LE:HB 1.93 0.51
6:H:247:ASN:HD21 6:H:287:1LE:H 1.59 0.51
3:A0:60:LYS:HE2 4:F1:281:TYR:HE1 1.76 0.50
4:A7:31:ASP:0OD1 4:A7:32:PRO:HD2 2.11 0.50
3:B0:223: THR:HG22 4:B1:322:SER:HA 1.92 0.50
3:B2:141:VAL:HG12 3:B2:187:SER:HA 1.92 0.50
4:B7:131:GLN:HE22 | 4:B7:249:ASP:HB2 1.75 0.50
3:C8:80:THR:HA 3:CR:84:ARG:HH11 1.75 0.50
4:C9:120:VAL:O 4:C9:124:ALA:CB 2.59 0.50
4:C9:210:ILE:O 4:C9:214: THR:HB 2.10 0.50
3:D6:298:PRO:HG2 | 3:D6:308:ARG:HH11 1.74 0.50
3:E0:31:GLN:HE22 7:5:104:ALA:HB2 1.75 0.50
3:E6:153:LEU:O 3:E6:157:LEU:HB2 2.11 0.50
6:J:329:PHE:HA 6:J:334:ASN:O 2.11 0.50
7:1:64:PRO:HD2 7:1:67:-HIS:CE1 2.45 0.50
7:j:140:LEU:HA 7:j:143:1LE:HG22 1.91 0.50
7:m:74:ALA:HB3 7:m:110:ILE:HD13 1.93 0.50
7:n:201:TRP:H 71:201: TRP:CD1 2.30 0.50
7:r:73:VAL:HG12 7:r:109:GLU:HB3 1.93 0.50
3:A2:149:LEU:O 3:A2:153:LEU:HB2 2.11 0.50
4:A3:257:LEU:HD21 | 4:A3:314:SER:HB2 1.92 0.50
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4:A5:30:ILE:HD11 4:A5:47:1LE:HD11 1.93 0.50
4:A5:77:ARG:HH22 2:B:265:PHE:HB3 1.75 0.50
3:B&:332:VAL:HA 3:B8:335:ILE:HG22 1.92 0.50
3:D6:88:HIS:CE1 3:D6:90:GLU:HG2 2.46 0.50
3:E0:99:ALA:HA 3:E0:110:ILE:HD11 1.93 0.50
4:E3:95: THR:HG22 4:E3:96:GLY:H 1.77 0.50
7:v:142:GLU:HA 7:v:145:LYS:HD3 1.93 0.50
4:A7:318:ARG:O 4:A7:363:MET:HA 2.11 0.50
4:B7:8:GLN:HE21 4:B7:17:GLY:HA3 1.76 0.50
3:C0:413:MET:HE2 3:C0:417:GLU:HB2 1.94 0.50
3:C6:71:GLU:HB3 3:C6:98:ASP:HB2 1.94 0.50
3:D0:88:HIS:CD2 3:D0:90:GLU:HG2 2.47 0.50
4:E3:107: THR:HG22 4:E3:108:GLU:H 1.76 0.50
3:E4:153:LEU:O 3:E4:157:LEU:HB2 2.12 0.50
7:c:10:LEU:HG 7:c:143:ILE:HG22 1.93 0.50
7:t:185:1ILE:HD13 7:4:195:ALA:HB3 1.93 0.50
1:4:244:GLN:HG2 7:2:162:GLY:HA3 1.92 0.50
3:A2:85:HIS:HB2 5:F:93:ARG:HH22 1.76 0.50
4:A7:178: THR:HB 4:A7:181:GLU:HG3 1.92 0.50
3:C2:8:HIS:HB3 3:C2:13:GLY:HA2 1.93 0.50
4:C7:100:ASN:HD21 | 4:C7:102:ALA:HB3 1.77 0.50
4:D1:256:ASN:HB2 4:D1:350:LYS:HD2 1.93 0.50
3:D6:310:GLY:HA3 3:D6:383:ALA:HB2 1.93 0.50
4:E1:66:MET:HE1 4:E1:151:LEU:HG 1.93 0.50
7:¢:99:MET:HE3 7:¢:107:LYS:HD?2 1.92 0.50
4:B1:207:LEU:HD13 | 4:B1:225:LEU:HB3 1.93 0.50
4:B5:253:LEU:HD12 | 4:B5:316:MET:HE3 1.93 0.50
4:C1:20:PHE:HA 4:C1:23:VAL:HG12 1.93 0.50
3:E2:212:ILE:HG23 | 3:E2:216:ASN:HD22 1.77 0.50
3:E2:238:LEU:HD11 | 3:E2:378:ILE:HD11 1.94 0.50
3:E4:274:PRO:HG3 3:E4:374:ALA:HA 1.91 0.50
3:E6:49:PHE:HB2 3:E6:53:PHE:HB2 1.94 0.50
3:E6:238:LEU:HD12 | 3:E6:318:MET:HES3 1.92 0.50
4:E7:139:LEU:HB2 4:E7:171:PRO:HD3 1.93 0.50
3:F0:12:ALA:HB3 3:F0:140:ALA:HB2 1.93 0.50
7:3:10:LEU:HD11 7:3:144:LEU:HD23 1.94 0.50
7:p:110:1ILE:HB 7:p:131:TRP:CG 2.46 0.50
7:1:115:LEU:HG 7:r:167:VAL:HG11 1.94 0.50
3:A0:254:GLU:HA | 3:A0:257:THR:HG22 1.94 0.50
3:A6:217:LEU:HD11 | 3:A6:275:ILE:HG13 1.94 0.50
4:A7:91:VAL:HG21 | 4:A7:116:VAL:HG22 1.94 0.50
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3:A8:24:PHE:HA 3:A8:27:GLU:HG2 1.94 0.50
4:B7:138:SER:HA 4:B7:169:VAL:HG22 1.93 0.50
4:C1:100:ASN:HB3 4:C1:103:LYS:HG2 1.93 0.50
4:C5:100:ASN:H 4:C5:142:GLY:HA3 1.77 0.50
3:C6:396:ASP:HB3 | 3:C6:422:ARG:HH12 1.77 0.50
4:C7:187:LEU:HD21 | 4:C7:403:MET:HE3 1.93 0.50
4:D9:113:1ILE:HA 4:D9:116:VAL:HG12 1.93 0.50
4:D9:253:LEU:HD21 | 4:D9:316:MET:HE1 1.92 0.50
3:E4:298:PRO:HB3 3:E4:307:PRO:HD2 1.93 0.50
4:F9:190:HIS:CE1 4:F9:191:GLN:HG2 2.47 0.50
4:E9:360:GLY:HA2 5:G:108:SER:C 2.37 0.50
4:F1:248:SER:HA 4:F1:252:LYS:HD3 1.94 0.50
7:h:142:GLU:O 7:h:146:ARG:HG2 2.10 0.50
8:k:25:ARG:HB3 7m:23:LEU:HD11 1.93 0.50
1:0:245:SER:HB3 4:A5:42:LEU:HD21 1.94 0.50
1:5:247- TYR:HE2 3:B4:81:GLY:HA3 1.77 0.50
4:A9:30:ILE:HD11 4:A9:47:1LE:HD11 1.94 0.50
3:B&:109: THR:HG22 | 3:B&:110:ILE:HG23 1.92 0.50
3:C2:137:MET:HE1 | 3:C2:154:LEU:HD11 1.94 0.50
3:D0:3:GLU:HA 3:D0:51:THR:HA 1.92 0.50
3:D0:195:LEU:HD11 | 3:D0:428:LEU:HD12 1.93 0.50
3:D4:395:PHE:HE2 | 3:D4:422:ARG:HB2 1.77 0.50
3:E0:406:HIS:HA 3:E0:409:VAL:HG12 1.94 0.50
3:E2:98:ASP:HB3 3:E2:100:ALA:H 1.77 0.50
3:E6:169:PHE:HZ 3:E6:238:LEU:HD22 1.77 0.50
3:E&:136:LEU:HD22 | 3:E8:169:PHE:HE1 1.76 0.50
3:F0:414:GLU:HG3 3:F0:416:GLY:H 1.77 0.50
8:k:21:TYR:CZ 8:k:87:ARG:HD2 2.45 0.50
2:A:312:ILE:HA 2:A:315:LEU:HB2 1.93 0.50
3:A8:212:ILE:HG12 | 3:A8:275:ILE:HD11 1.93 0.50
2:B:278:GLN:HB3 2:B:282:ARG:NH2 2.27 0.50
3:B4:68:LEU:HD22 | 3:B4:153:LEU:HD11 1.93 0.50
4:B9:171:PRO:HG2 4:B9:185:ALA:HB2 1.92 0.50
4:B9:236:VAL:HA 4:B9:316:MET:HE3 1.94 0.50
3:C6:329:ASN:HA 3:C6:332:VAL:HG22 1.94 0.50
3:C8:68:LEU:HD23 | 3:CR:153:LEU:HD11 1.93 0.50
3:D4:7:.1ILE:HD11 3:D4:135:PHE:HD2 1.76 0.50
4:D7:257:LEU:HD11 | 4:D7:368:VAL:HG13 1.93 0.50
3:D&:296:PHE:HE2 | 3:D&:317:LEU:HD21 1.75 0.50
3:E0:11:GLN:HG3 3:E0:74:VAL:HG21 1.94 0.50
4:E3:334:GLN:HE22 4:E3:348:ASN:H 1.60 0.50
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3:F0:113:GLU:HG2 3:F0:114:ILE:HG12 1.94 0.50
7:1:183:LEU:HD13 7:1:196:LEU:HA 1.94 0.50
7:n:151:MET:HB2 7:1n:163:SER:HB3 1.92 0.50
1:3:247: TYR:HE2 3:B0:81:GLY:HA3 1.77 0.50
3:A0:26:LEU:HD21 2:C:241:ARG:HH22 1.77 0.50
3:A0:214:ARG:HG3 3:A0:220:GLU:HA 1.94 0.50
3:C0:311:LYS:H 3:C0:382: THR:HG22 1.76 0.50
3:C2:277:SER:O 3:C2:281:ALA:HB2 2.11 0.50
4:C3:113:ILE:HD11 4:C3:151:LEU:HB3 1.94 0.50
3:C6:88:HIS:HD2 3:C6:89:PRO:HD2 1.77 0.50
3:D0:259:LEU:HD21 | 3:D0:316:CYS:HB2 1.92 0.50
3:D8:204:LEU:HD22 | 3:D8:302:MET:HE2 1.93 0.50
4:E1:49:VAL:HG21 4:E1:241:ARG:HG2 1.93 0.50
4:E1:405:GLU:HA 4:E1:408:PHE:HD?2 1.75 0.50
4:E5:163:1ILE:HG21 4:E5:250:LEU:HB3 1.94 0.50
8:k:53:VAL:HA 8:k:154:LEU:HD21 1.93 0.50
7:m:64:PRO:HD2 7:m:67:HIS:CE1 2.47 0.50
7:4:78:ALA:HB3 7:t:112:PHE:HE1 1.76 0.50
3:A4:210:TYR:HE2 | 3:A4:227:LEU:HD11 1.76 0.49
3:A6:319:TYR:HD1 | 3:A6:375:VAL:HG22 1.77 0.49
3:A8:5:ILE:HG12 3:A8:132:LEU:HD11 1.94 0.49
3:B8:183:GLU:HG3 | 3:B8:184:PRO:HD3 1.93 0.49
4:C1:398:TYR:HB3 4:C1:408:PHE:HZ 1.77 0.49
3:C8:142:GLY:HA2 3:C8:183:GLU:HG3 1.94 0.49
3:C&:212:ILE:HD11 3:C8:300:SER:HA 1.93 0.49
3:D0:177:VAL:HB 4:D1:327:ASP:HB3 1.94 0.49
3:D2:3:GLU:HA 3:D2:51:THR:HA 1.93 0.49
3:D2:154:LEU:HB3 3:D2:197:HIS:HB3 1.93 0.49
3:E6:215:ARG:HH21 | 3:E6:299:ALA:HB1 1.77 0.49
6:K:360:PRO:HB3 6:K:392:ARG:HA 1.94 0.49
7:m:50:PHE:HZ 7:m:75:LEU:HD21 1.75 0.49
71:96:TYR:HE1 7:1n:109:GLU:HA 1.76 0.49
7:p:129:MET:HE3 7:p:131:TRP:HE1 1.77 0.49
1:16:254:LYS:HB3 3:E0:364:PRO:HG2 1.94 0.49
4:B1:135:1ILE:HB 4:B1:166: THR:HG22 1.93 0.49
4:B5:292:GLN:HG3 | 4:B5:298:ASN:HD22 1.76 0.49
3:B6:26:LEU:HD21 3:B6:364:PRO:HD3 1.94 0.49
4:B9:248:SER:HA 4:B9:252:LYS:HE2 1.95 0.49
4:C7:190:HIS:HA 4:C7:193:VAL:HG12 1.94 0.49
3:D0:395:PHE:HZ 3:D0:418:PHE:HB3 1.77 0.49
4:E1:274: THR:HG21 4:E1:279:GLN:HA 1.94 0.49
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7:a:55:LEU:HG 7:a:132:.LEU:HD12 1.93 0.49
7:h:78:ALA:HB3 7:h:112:PHE:HE1 1.77 0.49
7:0:90:PRO:HA 7:0:93:LEU:HD12 1.94 0.49
7:w:140:LEU:HA 7:-w:143:ILE:HG22 1.93 0.49
3:A0:234:VAL:HG21 | 3:A0:302:MET:HE1 1.93 0.49
3:A4:277:SER:O 3:A4:281:ALA:CB 2.60 0.49
4:B3:117:LEU:HA 4:B3:120:VAL:HG12 1.94 0.49
4:B3:215:LEU:HB3 | 4:B3:217:LEU:HD13 1.95 0.49
4:B7:272:PRO:HG3 | 4:B7:284:LEU:HD11 1.95 0.49
4:C3:202:ILE:HD11 4:C3:268:ILE:HD12 1.94 0.49
4:D3:237:THR:HG23 | 4:D3:241:ARG:HE 1.77 0.49
4:D9:11:GLN:HB2 4:D9:72: THR:HG21 1.92 0.49
3:E0:132:LEU:HB3 3:E0:164:LYS:HE3 1.95 0.49
3:E4:259:LEU:HD11 | 3:E4:316:CYS:HB2 1.94 0.49
4:E9:313:ALA:HB3 | 4:E9:349:MET:HE1 1.93 0.49
3:F0:195:LEU:HD12 | 3:F0:428:LEU:HD22 1.94 0.49
7:1:119:ARG:HH22 7:1:137:GLU:HG2 1.77 0.49
1:18:247:- TYR:HE2 3:E4:81:GLY:HA3 1.77 0.49
1:8:244:GLN:HB3 1:8:248:ARG:HB2 1.94 0.49
3:A6:122:ILE:HG21 | 3:A6:157:LEU:HD21 1.94 0.49
3:A6:311:LYS:HE3 | 3:A6:344:VAL:HG12 1.93 0.49
4:A7:232:ALA:HB1 | 4:A7:268:ILE:HD13 1.94 0.49
4:A9:256:ASN:ND2 4:A9:350:LYS:HD3 2.27 0.49
3:B0:283:HIS:HE1 3:B4:85:HIS:0O 1.94 0.49
3:B6:335:ILE:HD12 3:B6:338:LYS:HD3 1.95 0.49
4:B9:200:GLN:HG2 | 4:B9:268:1LE:HD11 1.94 0.49
4:C1:8:GLN:HB2 4:C1:65:LEU:HA 1.94 0.49
4:C5:201:VAL:HG21 | 4:C5:374:1LE:HD13 1.94 0.49
4:C9:286:VAL:HG22 | 4:C9:363:MET:HE1 1.93 0.49
4:D3:100:ASN:HB2 4:D3:103:LYS:HB2 1.93 0.49
4:D3:286:VAL:HB 4:D3:325:GLU:HG3 1.94 0.49
3:E2:326:LYS:HG3 3:E2:327:ASP:N 2.27 0.49
4:E9:379:LYS:HB2 4:E9:419:VAL:HG11 1.94 0.49
3:F0:236:SER:O 3:F0:240:ALA:HB2 2.12 0.49
7:¢:185:1LE:HG23 7:2:192:GLY:HA2 1.93 0.49
7:1:18:ASN:HA 7:1:21:ARG:HG2 1.93 0.49
7u:7:ALA:HB3 7u:161:TYR:HE1 1.75 0.49
3:A0:395:PHE:HZ 3:A0:418:PHE:HB3 1.78 0.49
3:A6:28:HIS:CE1 3:A6:243:ARG:HD2 2.48 0.49
4:B7:8:GLN:OE1 4:B7:65:LEU:HG 2.11 0.49
3:B&:217:LEU:HD21 | 3:B&:368:LEU:HD23 1.94 0.49
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4:C1:42:LEU:HD21 4:C1:356:ILE:HG13 1.94 0.49
4:C3:271:ALA:HB2 | 4:C3:298:ASN:HD21 1.77 0.49
3:D0:204:LEU:HD22 | 3:D0:231:ILE:HG12 1.95 0.49
4:D3:178: THR:H 3:D4:352:LYS:HA 1.76 0.49
4:D5:34:GLY:HA3 4:D5:58:ARG:HD2 1.94 0.49
4:D7:100:ASN:HB3 4:D7:103:LYS:HB2 1.94 0.49
7:h:5:VAL:HG11 7:h:149:ARG:HD2 1.94 0.49
7:m:110:ILE:HB 7m:131:TRP:CG 2.48 0.49
3:A2:258:ASN:ND2 3:A2:352:LYS:HE3 2.28 0.49
3:A2:398:MET:HE3 | 4:A3:345:ILE:HG12 1.95 0.49
3:A6:135:PHE:HB2 3:A6:166:LYS:HA 1.94 0.49
4:A7:292:GLN:HG2 | 4:A7:298:ASN:HD22 1.77 0.49
4:A9:130:LEU:HG 4:A9:162:ARG:HD2 1.95 0.49
4:B5:97:ALA:HA 4:B5:103:LYS:HE2 1.93 0.49
3:C2:225:THR:HA 3:C2:228:ASN:HB2 1.94 0.49
4:C3:87:PRO:HA 4:C3:90:PHE:HD2 1.78 0.49
3:C8:204:LEU:HD13 | 3:C&:231:ILE:HG12 1.93 0.49
4:E3:198:GLU:HG2 4:E3:266:PHE:HE2 1.77 0.49
3:E4:318:MET:HB2 3:E4:376:CYS:HB3 1.92 0.49
4:F1:77:ARG:HH22 4:F1:92:PHE:HZ 1.61 0.49
7:0:5:VAL:HG11 7:0:149:ARG:HD3 1.94 0.49
7:p:14:LYS:HD3 T7:p:47:LEU:HD22 1.93 0.49
1:18:244:GLN:HE21 7-w:162:GLY:HA3 1.77 0.49
3:A0:89:PRO:HD3 4:F1:281:TYR:CD2 2.48 0.49
4:A1:105:HIS:CD2 4:A1:150:LEU:HB2 2.47 0.49
3:B4:3:GLU:HA 3:B4:51: THR:HA 1.95 0.49
3:B4:195:LEU:HD11 | 3:B4:428:LEU:HD12 1.95 0.49
3:B&:5:ILE:HD12 3:B&:125:LEU:HD23 1.94 0.49
4:C1:64:ILE:HD13 4:C1:120:VAL:HG22 1.95 0.49
4:C1:211:CYS:HA 4:C1:215:LEU:HB2 1.94 0.49
3:C6:292: THR:HG21 | 3:C6:331:ALA:HB1 1.94 0.49
4:D1:147-MET:HA 4:D1:150:LEU:HB3 1.95 0.49
4:E1:374:1ILE:HD11 4:E1:422:TYR:CZ 2.47 0.49
4:A5:330:MET:SD 4:A5:349:MET:HE2 2.53 0.49
4:B7:267:LEU:HD13 | 4:B7:371:SER:HB3 1.95 0.49
3:C2:145:THR:O 3:C2:149:LEU:HB3 2.11 0.49
4:C9:290: THR:HG21 | 4:C9:329:GLN:HB3 1.94 0.49
3:D0:176:GLN:HB3 | 4:D1:331:LEU:HD13 1.94 0.49
4:D1:91:VAL:HG11 | 4:D1:116:VAL:HG22 1.94 0.49
4:D3:232:ALA:HB2 | 4:D3:300:MET:HE1 1.94 0.49
4:D9:207:LEU:HB3 4:D9:225:LEU:HG 1.93 0.49
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3:E6:69:ASP:O 3:E6:94:SER:HA 2.13 0.49
4:E7:130:LEU:HB3 4:E7:162:ARG:HE 1.77 0.49
3:ER:26:LEU:HD12 | 3:E8:363:VAL:HG12 1.94 0.49
5:F:132:LYS:HA 5:F:136:GLN:HB2 1.94 0.49
4:F1:314:SER:HB3 4:F1:350:LYS:HB3 1.95 0.49
7:¢:8:SER:HB2 7:e:147:HIS:HA 1.95 0.49
7:q:170:VAL:HG13 7:q:183:LEU:HB2 1.94 0.49
2:B:508: TYR:HE1 4:D3:75:SER:HA 1.78 0.49
3:B0:49:PHE:HD2 3:B0:53:PHE:HB2 1.77 0.49
3:B4:238:LEU:HD12 | 3:B4:318:MET:HE3 1.95 0.49
4:B9:382:SER:HB2 4:B9:415:MET:HE3 1.93 0.49
4:C3:8:GLN:HB2 4:C3:65:LEU:HA 1.95 0.49
3:D6:240:ALA:HA 3:D6:243:ARG:HB2 1.95 0.49
4:D9:164:MET:H 4:D9:197:ASP:HB2 1.76 0.49
3:E4:270:SER:HA 3:E4:377:-MET:O 2.13 0.49
7:d:10:LEU:HG 7:d:143:ILE:HG12 1.95 0.49
7:w:55:LEU:HD22 7-w:111:ILE:HG12 1.95 0.49
3:A0:265:ILE:HG22 | 3:A0:380:ASN:HD21 1.77 0.49
4:A1:70:PRO:HA 4:A1:73:MET:HE2 1.94 0.49
4:A5:361:LEU:HD23 2:B:285:GLN:HB2 1.95 0.49
4:B3:152:1ILE:HG23 | 4:B3:164:MET:HE1 1.95 0.49
3:C0:174:SER:HB3 3:C0:177:VAL:O 2.13 0.49
4:C1:2:ARG:HD3 4:C1:131:GLN:HG3 1.95 0.49
4:C1:405:GLU:HA 4:C1:408:PHE:HD2 1.77 0.49
4:C3:236:VAL:HG13 | 4:C3:237:THR:HG23 1.95 0.49
3:C4:288:VAL:HA 3:C4:291:ILE:HG22 1.93 0.49
3:C4:296:PHE:HE1 3:C4:377:MET:HG3 1.77 0.49
4:D5:136: THR:HA 4:D5:167:PHE:O 2.11 0.49
3:E4:28:HIS:CE1 3:E4:243:ARG:HD2 2.48 0.49
3:F0:203:-MET:HE1 3:F0:267:PHE:HB3 1.95 0.49
4:F1:260:PHE:HB2 | 4:F1:263:LEU:HD13 1.94 0.49
5:G:136:GLN:HG3 5:G:137:TRP:CD1 2.48 0.49
7n:89:LEU:HD11 7n:129:-MET:HG2 1.95 0.49
2:A:571:MET:HG3 2:A:572:1LE:HG12 1.94 0.48
4:A1:128:ASP:H 5:F:169:ARG:HH22 1.61 0.48
4:A3:26%:1LE:HG23 | 4:A3:300:MET:HE3 1.95 0.48
4:A5:57:GLY:HA3 7:a:83:PRO:HB2 1.94 0.48
3:A6:360:PRO:HG3 | 3:A6:374:ALA:HB2 1.95 0.48
4:A9:10:GLY:HA2 | 4:A9:143: THR:HG23 1.95 0.48
3:B0:219:ILE:HG22 7:1:198:ARG:NH2 2.28 0.48
4:B5:4:1ILE:HD11 4:B5:240:LEU:HD13 1.94 0.48
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Atom-1 Atom-2 distance (A) overlap (A)
4:B5:6:HIS:O 4:B5:63:ALA:HA 2.13 0.48
4:C7:36:TYR:HD2 8:1:48:GLN:HB3 1.78 0.48
3:C8:180:ALA:HB3 3:C8:183:GLU:HB2 1.95 0.48
4:C9:256:ASN:HB2 4:C9:350:LYS:HE2 1.94 0.48
3:D4:272:TYR:HA 3:D4:375:VAL:O 2.12 0.48
4:D7:318:ARG:HG2 | 4:D7:354:CYS:HB3 1.95 0.48
4:D9:246:LEU:HB3 4:D9:353:VAL:H 1.78 0.48
4:E1:398:TYR:HB3 4:E1:408:PHE:HZ 1.78 0.48
4:E3:311:LEU:HD23 | 4:E3:342:VAL:HG11 1.95 0.48
4:E7:317:PHE:CD1 4:E7:321:MET:HE1 2.47 0.48
3:E8:157:LEU:O 3:E8:160:ASP:C 2.56 0.48
7:n:110:ILE:HB 7:1n:131:TRP:CG 2.48 0.48
4:A3:337:ASN:HB3 | 4:A3:340:TYR:HB2 1.96 0.48
3:B4:403:ALA:HB2 4:B5:344: TRP:HZ3 1.77 0.48
3:B6:9:VAL:HG12 3:B6:146:GLY:HA2 1.95 0.48
4:C3:156:ARG:HH22 4:C3:197:ASP:N 2.10 0.48
3:C4:394:LYS:HE2 4:C5:346:PRO:HB2 1.95 0.48
3:E0:191: THR:HG21 | 3:E0:425:LEU:HD13 1.94 0.48
3:E&8:30:ILE:HD13 3:E&:53:PHE:HE1 1.78 0.48
4:F1:64:1LE:HG12 4:F1:119:VAL:HG12 1.94 0.48
6:1:247:ASN:ND2 6:1:287:ILE:H 2.11 0.48
7:v:78:ALA:HB3 7:v:112:PHE:HE1 1.78 0.48
1:12:246:CYS:O 1:12:250:GLU:HG2 2.13 0.48
1:14:247:TYR:O 1:14:251: TYR:HB2 2.14 0.48
2:A:262:LYS:HB3 4:A3:218: THR:HB 1.95 0.48
3:A2:70:LEU:HD12 | 3:A2:145:THR:HG22 1.94 0.48
3:A2:195:LEU:HD21 | 3:A2:264:ARG:HH21 1.77 0.48
4:A5:215:LEU:HD21 | 4:A5:273:LEU:HD22 1.96 0.48
3:A8:403:ALA:HB2 4:A9:344: TRP:HZ3 1.79 0.48
4:B3:91:VAL:HG21 | 4:B3:116:VAL:HG22 1.94 0.48
4:B3:284:LEU:HD23 4:B3:362:LYS:HB2 1.95 0.48
4:B5:272:PRO:HG3 | 4:B5:284:LEU:HD11 1.94 0.48
4:B9:103:LYS:HA 4:B9:107:- THR:HG22 1.95 0.48
4:C3:293:MET:HA | 4:C3:298:ASN:HD22 1.77 0.48
3:D0:5:1ILE:HD12 3:D0:125:LEU:HB3 1.95 0.48
4:D1:8:GLN:HG2 4:D1:17:GLY:HA3 1.96 0.48
5:E:137:TRP:HH2 3:F0:362:VAL:HG11 1.77 0.48
3:F0:5:ILE:HD12 3:F0:125:LEU:HB3 1.96 0.48
4:F1:199:VAL:HG13 4:F1:265:PHE:HA 1.95 0.48
6:J:287:1LE:HB 6:J:296:LEU:HD11 1.95 0.48
7:¢:85:CYS:HA 7:¢:168:PRO:HG3 1.94 0.48
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Atom-1 Atom-2 distance (A) overlap (A)
7m:99:MET:HE3 7:m:107:LYS:HD2 1.95 0.48
4:B7:248:SER:HA 4:B7:252:LYS:HE2 1.95 0.48
3:C6:217:LEU:HA 3:C6:277:SER:HB2 1.94 0.48
3:D6:31:GLN:HE22 7:q:104:ALA:HB2 1.77 0.48
3:D8&:167:LEU:HG 3:D8:200:VAL:HB 1.94 0.48
4:F1:40:SER:HB3 4:F1:43:GLN:HE21 1.77 0.48
6:1:215:PHE:HB2 6:1:230: TRP:CD1 2.48 0.48
6:K:247:ASN:HD22 6:K:287:ILE:H 1.61 0.48
7:3:42: TYR:HD1 7:3:45:MET:HE2 1.78 0.48
3:A8:255:PHE:O 3:A8:259:LEU:HB3 2.13 0.48
4:A9:11:GLN:HG2 4:A9:72: THR:HG21 1.96 0.48
2:B:465:LEU:HD21 4:C5:359:LYS:HB3 1.94 0.48
3:B0:104:ALA:HB2 | 3:B0:413:MET:HE2 1.95 0.48
4:B3:257:LEU:HD21 | 4:B3:314:SER:HB2 1.96 0.48
3:B&:189:LEU:HD11 | 3:B8:418:PHE:HD1 1.79 0.48
3:C0:75:VAL:HG21 3:C0:94:SER:HB3 1.96 0.48
4:C1:267:LEU:HD23 | 4:C1:301:CYS:HB3 1.94 0.48
3:C2:313:MET:HE1 3:C2:346: TRP:HZ2 1.77 0.48
4:C7:293:-MET:HE3 4:C7:367:PHE:HB2 1.95 0.48
4:C9:27:GLU:HA 4:C9:359:LYS:HD2 1.94 0.48
3:E4:195:LEU:HD21 | 3:E4:264:ARG:HH22 1.77 0.48
4:F1:45:GLU:HG2 4:F1:46:ARG:HG2 1.95 0.48
5:G:123:PRO:HG2 7:-w:101:GLU:HB3 1.94 0.48
6:J:247:ASN:HD22 6:J:248:1LE:N 2.11 0.48
7:b:97:ARG:O 7:b:101:GLU:HG3 2.14 0.48
1:17:246:CYS:0O 1:17:250:GLU:HG2 2.13 0.48
3:A0:316:CYS:SG 3:A0:378:ILE:HB 2.54 0.48
4:B7:134:GLN:HA 4:B7:165:GLU:O 2.14 0.48
4:B9:113:ILE:HG13 | 4:B9:117:LEU:HD23 1.96 0.48
4:D1:113:ILE:HG13 | 4:D1:117:LEU:HD23 1.94 0.48
3:D&:388:PHE:HB3 | 3:D8:425:LEU:HD11 1.96 0.48
3:E6:105:ARG:HA 3:E6:109: THR:OG1 2.14 0.48
3:E&:408:TYR:HB3 3:E8:413:MET:HB2 1.95 0.48
3:F0:5:ILE:HD13 3:F0:64:ARG:HD3 1.96 0.48
7:e:50:PHE:HD2 7:¢:65:GLN:HG3 1.78 0.48
3:A0:247:ALA:HB3 3:A0:355:ILE:HB 1.96 0.48
3:A0:294:SER:HA 3:A0:297:GLU:HG3 1.94 0.48
4:A1:112:LEU:HD12 | 4:A1:115:SER:HB3 1.95 0.48
4:B1:113:ILE:HG13 | 4:B1:117:LEU:HD23 1.96 0.48
3:B2:3:GLU:HA 3:B2:51: THR:HA 1.95 0.48
3:B6:172: TRP:HH2 3:B6:191: THR:HB 1.78 0.48
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3:C0:323:VAL:HB 3:C0:355:ILE:HG12 1.95 0.48
3:C4:195:LEU:HD21 3:C4:264:ARG:HE 1.78 0.48
3:D0:205:ASP:HB2 3:D0:303:ALA:HA 1.94 0.48
4:F1:221: THR:HG23 4:F1:223:GLY:H 1.79 0.48
7:b:78:ALA:HB3 7:b:112:PHE:HE1 1.78 0.48
7:2:184:PRO:HB2 7:2:189:LEU:HB2 1.96 0.48
1:17:247- TYR:HE2 3:E2:81:GLY:HA3 1.78 0.48
4:A1:189:VAL:HA 4:A1:192:LEU:HB2 1.95 0.48
3:A2:373:ARG:HH22 | 2:B:257:ILE:HD11 1.79 0.48
4:A5:101:TRP:HE1 4:A5:188:SER:HB3 1.79 0.48
4:A7:113:ILE:HG13 | 4:A7:117:LEU:HD23 1.94 0.48
3:B4:265:1ILE:HG22 | 3:B4:380:ASN:HD21 1.78 0.48
3:C2:102:ASN:HB3 3:C2:105:ARG:HB2 1.96 0.48
3:C4:66:VAL:HG12 3:C4:68:LEU:HD23 1.96 0.48
4:C7:20:PHE:HA 4:C7:230:SER:HB2 1.94 0.48
3:D2:30:ILE:HG22 3:D2:36: MET:HG2 1.94 0.48
3:D6:272:TYR:HB3 3:D6:275:ILE:HD11 1.96 0.48
3:E4:310:GLY:HA3 3:E4:383:ALA:HB2 1.95 0.48
4:E9:273:LEU:HD11 | 4:E9:298:ASN:HD21 1.78 0.48
7:j:119:ARG:HH21 7:3:136:LEU:HD23 1.78 0.48
3:A4:7:ILE:HG21 3:A4:153:LEU:HD21 1.96 0.48
3:B0:141:VAL:HB 3:B0:173:PRO:HD3 1.95 0.48
4:B3:100:ASN:HB3 4:B3:103:LYS:HG2 1.96 0.48
4:B7:200:GLN:HG2 4:B7:266:PHE:HB2 1.96 0.48
4:B9:396:HIS:HA 4:B9:399: THR:HG22 1.96 0.48
4:C1:310: TYR:HA 4:C1:371:SER:HA 1.95 0.48
3:C2:251:ASP:H 3:C2:254:GLU:HB3 1.77 0.48
3:C2:359:PRO:HB3 3:C2:372:MET:HA 1.94 0.48
4:C5:215:LEU:HD21 | 4:C5:273:LEU:HD22 1.95 0.48
4:C5:220:PRO:HD2 3:C6:326:LYS:HG3 1.94 0.48
4:C7:32:PRO:HB3 4:C7:81:PHE:HA 1.94 0.48
4:D3:272:PRO:HG3 | 4:D3:284:LEU:HD21 1.95 0.48
3:ER8:269:LEU:HD21 | 3:E8:384:ILE:HG12 1.95 0.48
7:1:42:TYR:HD2 7:1:45:MET:HE2 1.78 0.48
7:m:113:VAL:HG22 7:m:134:ILE:HD11 1.95 0.48
1:10:245:SER:HA 4:C9:320:ARG:HH12 1.78 0.48
3:A2:136:LEU:HD22 | 3:A2:169:PHE:HE2 1.77 0.48
3:A2:288:VAL:HG21 | 3:A2:327:ASP:HB3 1.95 0.48
4:A5:53:GLU:HG3 4:A5:55:THR:H 1.78 0.48
3:A6:221:ARG:HA 4:A7:324:LYS:HG3 1.95 0.48
4:B1:421:GLU:HA 4:B1:424:GLN:HG2 1.96 0.48
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Atom-1 Atom-2 distance (A) overlap (A)
3:B4:156:ARG:HA 3:B4:159:VAL:HG12 1.95 0.48
3:B4:406:HIS:HA 3:B4:409:VAL:HG12 1.96 0.48
3:B8:398:MET:HE3 4:B9:345:1LE:HG23 1.96 0.48
4:B9:202:ILE:HD12 4:B9:300:MET:HE2 1.95 0.48
3:C2:402:ARG:HD2 | 3:C2:405:VAL:HG21 1.95 0.48
4:C7:91:VAL:HG11 | 4:C7:116:VAL:HG12 1.96 0.48
4:E1:215:LEU:HD21 | 4:E1:273:LEU:HD22 1.94 0.48
3:E2:70:LEU:HD12 3:E2:145:THR:HB 1.96 0.48
4:E5:288:GLU:HA 4:E5:291:GLN:HG3 1.96 0.48
4:E9:302:ALA:HB1 4:E9:374:.1LE:HD11 1.96 0.48
7:0:9:PRO:HA 7:0:12:VAL:HG12 1.96 0.48
1:10:248:ARG:HH22 | 3:C8:80:THR:HG23 1.79 0.47
1:13:247:- TYR:HE2 3:D4:81:GLY:HA3 1.79 0.47
4:A1:362:LYS:HG3 | 4:A1:363:MET:HG2 1.96 0.47
4:C3:183:TYR:O 4:C3:187:LEU:HB2 2.14 0.47
4:D5:138:SER:HA 4:D5:169:VAL:HG22 1.96 0.47
4:D9:113:ILE:HG13 | 4:D9:117:LEU:HD13 1.96 0.47
4:D9:293:MET:HE1 4:D9:315:ALA:HB2 1.95 0.47
3:E0:223:THR:HA 4:E1:323: THR:HG22 1.96 0.47
3:E8:119:LEU:HD22 | 3:E8:156:ARG:HH11 1.78 0.47
6:J:392:ARG:HD2 6:K:233: TYR:HD2 1.78 0.47
7:r:14:LYS:HD3 7:r:47-LEU:HD12 1.95 0.47
4:A1:128:ASP:HB3 5:F:160:MET:HE1 1.95 0.47
4:A9:217.LEU:HB2 4:A9:220:PRO:HG3 1.95 0.47
3:B0:32:PRO:HA 3:B0:86:LEU:HD12 1.95 0.47
3:B2:332:VAL:HA 3:B2:335:ILE:HG22 1.96 0.47
4:C1:388:MET:HG3 3:C2:347:CYS:HA 1.97 0.47
4:C7:248:SER:HA 4:C7:252:LYS:HD2 1.96 0.47
4:D5:8:GLN:HG2 4:D5:17:GLY:HA3 1.95 0.47
3:D6:26:LEU:HD12 | 3:D6:363:VAL:HG12 1.96 0.47
3:E6:106:GLY:HA3 3:E6:148:GLY:HA3 1.96 0.47
3:E6:298:PRO:HB2 3:E6:306:ASP:HB2 1.95 0.47
3:ER:224:TYR:HB2 | 4:E9:245:GLN:HE21 1.77 0.47
4:E9:224:ASP:0O 4:E9:228:LEU:HD12 2.14 0.47
3:F0:225: THR:O 3:F0:229:ARG:HG2 2.14 0.47
6:1:222: ASN:HD22 6:1:402: TRP:NE1 2.10 0.47
7:a:82:ASP:HB3 7:a:85:CYS:HB3 1.96 0.47
7:4:18:ASN:HD21 7:1:46:ASP:H 1.59 0.47
7:1:63:ILE:HD11 7:£:132:LEU:HD11 1.96 0.47
8:k:73:TYR:HB2 8:k:92:TRP:HE1 1.78 0.47
4:A7:97:ALA:HB3 4:A7:143: THR:HB 1.95 0.47
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2:B:224: THR:O 2:B:228:LEU:HB2 2.13 0.47
4:B1:15:GLN:HB3 4:B1:226:ASN:HD21 1.79 0.47
4:B7:265:PHE:HB3 4:B7:374:1ILE:HD13 1.95 0.47
4:C3:422:TYR:HA 4:C3:425: TYR:CE1 2.50 0.47
4:D3:215:LEU:HD11 | 4:D3:273:LEU:HD22 1.97 0.47
3:D4:88:HIS:CE1 3:D4:90:GLU:HG3 2.49 0.47
3:D&:3:GLU:HA 3:D8:51:THR:HA 1.95 0.47
3:D8:98:ASP:HB3 3:D8:100:ALA:H 1.79 0.47
3:E0:403:ALA:HB2 4:E1:344: TRP:HZ3 1.80 0.47
4:E3:186: THR:HA 4:E3:189:VAL:HG12 1.96 0.47
4:E5:113:1ILE:HA 4:E5:116:VAL:HG12 1.96 0.47
3:E6:161:TYR:HD2 3:E6:164:LYS:HG3 1.80 0.47
3:E8:181:VAL:HG12 4:E9:350:LYS:HE3 1.95 0.47
7:m:73:VAL:HB 7m:173:ILE:HB 1.96 0.47
7m:111:ILE:HD13 7m:132:LEU:HB2 1.97 0.47
7:4:97:ARG:HH22 7v:161:TYR:HD1 1.60 0.47
3:A0:104:ALA:HB1 3:A0:411:GLU:OE2 2.15 0.47
3:A0:270:SER:HB2 3:A0:378:ILE:HG12 1.97 0.47
3:B6:407:TRP:O 3:B6:411:GLU:HB2 2.14 0.47
4:C1:259:PRO:HD2 | 4:C1:263:LEU:HD12 1.95 0.47
4:C5:107: THR:HG22 4:C5:108:GLU:H 1.79 0.47
3:C6:24:PHE:HA 3:C6:27:GLU:HG2 1.96 0.47
4:C9:8:GLN:HE21 4:C9:65:LEU:HG 1.78 0.47
4:C9:318:ARG:HA 4:C9:354:CYS:HB3 1.95 0.47
4:E9:143: THR:HA 4:E9:147-MET:HG2 1.96 0.47
3:F0:274:PRO:HD3 | 3:F0:375:VAL:HG12 1.96 0.47
5:G:116:GLU:O 5:G:120:GLU:CB 2.63 0.47
7:v:12:VAL:HG12 7:v:15:ARG:HH22 1.78 0.47
1:11:254:LYS:HB2 3:D0:26:LEU:HD21 1.96 0.47
3:A0:274:PRO:HB3 | 3:A0:291:1LE:HG22 1.96 0.47
3:A4:194:.LEU:HG 3:A4:267:PHE:HE1 1.80 0.47
4:A5:66:MET:HE1 4:A5:147:-MET:HG3 1.97 0.47
3:B4:191: THR:HA 3:B4:194:LEU:HG 1.97 0.47
3:B6:363:VAL:HG23 | 3:B6:366:GLY:HA3 1.96 0.47
3:C0:319:TYR:CE1 | 3:C0:375:VAL:HG12 2.49 0.47
3:C6:27:GLU:HB3 3:C6:361: THR:HG21 1.96 0.47
4:D1:164:MET:HB3 | 4:D1:164:MET:HE2 1.82 0.47
4:D3:177:ASP:HB2 3:D4:353:CYS:H 1.79 0.47
4:D3:316:MET:HG2 | 4:D3:352:SER:HB2 1.95 0.47
4:E5:51:TYR:HE1 4:E5:84:LEU:HD21 1.78 0.47
4:E5:272:PRO:HG2 | 4:E5:361:LEU:HD13 1.96 0.47
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Atom-1 Atom-2 distance (A) overlap (A)
3:F0:70:LEU:H 3:F0:145: THR:HG21 1.78 0.47
4:F1:19:LYS:HE3 4:F1:223:GLY:HA2 1.96 0.47
4:F1:51:TYR:HB3 4:F1:59:PHE:HB3 1.96 0.47
4:F1:167:PHE:CD2 4:F1:233:-MET:-HE2 2.50 0.47
6:K:259:VAL:HG22 6:K:265:VAL:HG22 1.95 0.47
8:k:45:LYS:HD2 8:k:129:PRO:HG3 1.96 0.47
8:1:38:PHE:HB3 8:1:128:ILE:HG13 1.97 0.47
7:m:55:LEU:HD22 7m:111:ILE:HD12 1.96 0.47
7m:111:ILE:HD13 7:m:132:LEU:HB2 1.96 0.47
7:0:110:ILE:HB 7:0:131:TRP:CG 2.49 0.47
7:r:115:LEU:HD11 7:1:145:LYS:HZ1 1.79 0.47
4:A1:73:MET:HA 4:A1:76:VAL:HG12 1.95 0.47
3:A2:234:VAL:HG21 | 3:A2:302:MET:HE1 1.95 0.47
3:B0:140:ALA:HA 3:B0:171:SER:HB3 1.95 0.47
4:B1:285:SER:O 4:B1:289:LEU:HB2 2.14 0.47
3:B2:280:LYS:HG2 3:B6:88:HIS:HE1 1.80 0.47
3:B6:306:ASP:HB3 3:B6:309:HIS:CE1 2.50 0.47
3:C0:270:SER:HB3 3:C0:378:ILE:HG23 1.95 0.47
4:C1:274:THR:HG21 | 4:C1:282:ARG:HE 1.80 0.47
4:C3:171:PRO:HG2 | 4:C3:185:ALA:HB2 1.95 0.47
4:C3:325:GLU:O 4:C3:329:GLN:HB2 2.14 0.47
3:C4:222:PRO:HD2 4:C5:324:LYS:HD3 1.97 0.47
4:C9:42:LEU:HD13 4:C9:356:ILE:HD11 1.96 0.47
3:D0:202:VAL:HG12 | 3:D0:268: MET:HB2 1.96 0.47
4:E7:290:THR:HA 4:E7:293:MET:HG2 1.96 0.47
4:E9:270:PHE:HE1 | 4:E9:361:LEU:HD22 1.80 0.47
7:a:142:GLU:HA 7:a:145:LYS:HG2 1.97 0.47
8:k:17:GLN:HB3 8:k:21:TYR:H 1.79 0.47
1:11:248:ARG:HH12 | 4:D1:42:LEU:HD13 1.80 0.47
1:15:239:LEU:HD11 | 4:D9:360:GLY:HA2 1.96 0.47
3:A0:210:TYR:HD1 | 3:A0:222:PRO:HG2 1.79 0.47
3:A2:83:TYR:HB3 3:A2:86:LEU:HB3 1.95 0.47
4:A3:117:LEU:HA 4:A3:120:VAL:HG12 1.95 0.47
4:A5:16:1ILE:HA 4:A5:226:ASN:HB3 1.96 0.47
4:A7:471LE:HG13 4:A7:51:TYR:HB2 1.95 0.47
3:A8:167:LEU:HG 3:A8:200:VAL:HB 1.97 0.47
4:A9:313:ALA:O 4:A9:349:MET:HA 2.15 0.47
3:C0:417:GLU:HA 3:C0:420:GLU:HG3 1.97 0.47
3:C4:259:LEU:HD13 | 3:C4:316:CYS:HB2 1.96 0.47
3:C6:208:ALA:HB2 3:C6:304:LYS:HB2 1.96 0.47
4:C7:2:ARG:HH21 4:C7:240:LEU:HA 1.80 0.47
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Atom-1 Atom-2 distance (A) overlap (A)
4:C7:105:HIS:HA 4:C7:150:LEU:HD22 1.97 0.47
3:D2:204:LEU:HD23 | 3:D2:209:ILE:HD11 1.95 0.47
4:D3:309:ARG:H 4:D3:372: THR:HG22 1.78 0.47
4:D7:135:1LE:HB 4:D7:166:THR:HG22 1.96 0.47
3:D8&:99:ALA:O 3:D&:102: ASN:HB2 2.15 0.47
3:D&:272:TYR:HB3 3:D&:275:ILE:HD11 1.96 0.47
4:E3:288:GLU:HA 4:E3:291:GLN:HG2 1.97 0.47
4:E5:91:VAL:HG21 | 4:E5:116:VAL:HG23 1.96 0.47
3:ER:31:GLN:HB2 5:G:125:ARG:HH22 1.80 0.47
3:E8:225: THR:O 3:ER:229:ARG:HG2 2.14 0.47
4:E9:318:ARG:NH1 4:E9:358:PRO:HG3 2.23 0.47
3:F0:169:PHE:HZ 3:F0:238:LEU:HD13 1.78 0.47
4:F1:131:GLN:HG2 | 4:F1:240:LEU:HD21 1.95 0.47
6:H:308: TRP:HB2 6:H:313: TRP:CZ3 2.50 0.47
7:d:172:VAL:HG23 7:d:180:ALA:HB3 1.96 0.47
7:1:141:THR:O 7:4:145:LYS:HG3 2.15 0.47
8:k:112:PRO:HD?2 8:k:127:ALA:HB3 1.96 0.47
7:n:41:ASN:HB2 7:n:44:ASP:HB2 1.97 0.47
7:5:9:PRO:HA 7:5:12:VAL:HG22 1.97 0.47
7:4:53:GLY:HA2 7:t:62:VAL:HG11 1.97 0.47
7:4:96: TYR:HA 7:4:108:ILE:HD11 1.96 0.47
7:x:165: THR:HB 7:x:182:PHE:HZ 1.79 0.47
3:A0:118:SER:O 3:A0:122:ILE:HG12 2.15 0.47
4:A1:31:ASP:OD1 4:A1:32:PRO:HD2 2.14 0.47
3:A2:254:GLU:HA | 3:A2:257:THR:HG22 1.96 0.47
3:B2:72:PRO:O 3:B2:76:ASP:HB3 2.15 0.47
4:C3:56:GLY:H 7:3:84:LYS:HZ1 1.62 0.47
4:C9:255:VAL:HG13 | 4:C9:256:ASN:OD1 2.15 0.47
4:D9:50:PHE:HD2 4:D9:241:ARG:HD3 1.78 0.47
3:E0:407:TRP:HE1 4:E1:258:1LE:HG13 1.80 0.47
3:E2:288:VAL:HG13 | 3:E2:319:TYR:CE2 2.50 0.47
6:J:397:GLY:HA3 6:K:399:VAL:HA 1.97 0.47
7:1:15:ARG:O 7:1:19:GLU:HG3 2.15 0.47
7:q:10:LEU:-HG 7:q:143:ILE:HG22 1.97 0.47
7:w:55:LEU:HB3 7:w:132:LEU:HD13 1.97 0.47
7:x:170:VAL:HG23 7:x:183:LEU:HB2 1.97 0.47
1:15:247: TYR:HE1 3:D&:81:GLY:HA3 1.80 0.47
2:A:517:ALA:HB2 2:A:523:ASP:HB2 1.97 0.47
3:A2:210:TYR:CE1 4:A3:324:LYS:HA 2.50 0.47
3:A2:311:LYS:HZ3 3:A2:342:GLN:HB3 1.79 0.47
4:A5:289:LEU:HD13 | 4:A5:365:VAL:HG23 1.97 0.47

Continued on next page...




Page 113

Full wwPDB EM Validation Report

EMD-72719, 9YA3

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
3:B0:398:MET:HE1 | 4:B1:345:1LE:HG23 1.97 0.47
3:B2:212:ILE:HG22 | 3:B2:275:1LE:HD11 1.97 0.47
4:B7:299:MET:HE3 | 4:B7:305:PRO:HG3 1.97 0.47
3:C0:23:LEU:HA 3:C0:26:LEU:HD12 1.96 0.47
3:C0:115:VAL:HG21 | 3:C0:152:LEU:HD22 1.97 0.47
4:C1:388:-MET:HB2 | 3:C2:348:PRO:HD2 1.97 0.47
4:C3:281:TYR:CE2 4:C7:86:ARG:HG3 2.50 0.47
3:C6:265:1ILE:HG23 | 3:C6:432: TYR:HE1 1.80 0.47
4:D3:215:LEU:HB3 | 4:D3:217:LEU:HD13 1.96 0.47
3:D8&:204:LEU:HD13 | 3:D8:231:ILE:HG12 1.97 0.47
3:D8&:347:CYS:SG 3:D8:350:GLY:HA3 2.55 0.47
4:E5:396:HIS:HA 4:E5:399: THR:HG22 1.95 0.47
3:F0:269:LEU:HD21 | 3:F0:384:ILE:HG12 1.96 0.47
7:d:50:PHE:HD2 7:d:65:GLN:HG3 1.80 0.47
7:1:113:VAL:HG12 7:1:145:LYS:HZ3 1.80 0.47
7n:182:PHE:HE2 7:1n:187:SER:HB3 1.79 0.47
4:AT7:21: TRP:HA 4:AT:24:.1LE:HG22 1.96 0.47
4:B7:421:GLU:HA 4:B7:424:GLN:HG2 1.96 0.47
3:C2:191:THR:HG21 | 3:C2:425:LEU:HD13 1.96 0.47
3:D0:108:TYR:CE2 | 3:D0:413:MET:HG2 2.50 0.47
4:D9:421:GLU:HA 4:D9:424:GLN:HG2 1.97 0.47
4:E1:284:LEU:HG 4:E1:363:MET:HE2 1.96 0.47
4:E9:262:ARG:HB3 4:E9:418:LEU:HA 1.97 0.47
4:F1:117:LEU:HA 4:F1:120:VAL:HG12 1.97 0.47
6:J:365:LEU:HD13 6:J:378:VAL:HG21 1.97 0.47
6:K:344:ILE:HD11 6:K:368:LEU:HD13 1.97 0.47
7:m:74:ALA:HA 7m:171:ILE:O 2.15 0.47
7:x:150: VAL:HG13 7:x:165: THR:HG23 1.97 0.47
3:A4:231:ILE:O 3:A4:235:ILE:HG12 2.15 0.46
4:A5:7:-VAL:HG23 4:A5:64:1LE:HB 1.96 0.46
4:B1:183:TYR:O 4:B1:187:LEU:HB2 2.15 0.46
4:B1:334:GLN:HE22 4:B1:347:ASN:HA 1.80 0.46
4:B3:36: TYR:HE2 4:B3:39:ASP:H 1.63 0.46
3:B6:70:LEU:HD12 3:B6:99:ALA:HB2 1.96 0.46
4:B7:66:MET:-HE2 | 4:B7:116:VAL:HG21 1.98 0.46
3:C2:323:VAL:HB 3:C2:355:ILE:HG12 1.97 0.46
4:C3:171:PRO:HB3 4:C3:181:GLU:HG2 1.96 0.46
3:D4:137:-MET:HE3 3:D4:154:LEU:HG 1.97 0.46
7:d:74:ALA:HB2 7:d:172:VAL:HG12 1.96 0.46
7:1:9:PRO:HA 7:1:12:VAL:HG22 1.97 0.46
7:3:77T:PHE:CD2 7:j:150:VAL:HG11 2.50 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
7:p:129:MET:HE3 7:p:131:TRP:NE1 2.30 0.46
7:x:79:ASP:HB2 7:x:167:-VAL:HG21 1.97 0.46
4:A3:318:ARG:O 4:A3:363:MET:HA 2.15 0.46
4:AT7:64:1LE:HD12 4:A7:119:VAL:HG12 1.96 0.46
4:B1:238:CYS:HB3 4:B1:318:ARG:NH1 2.30 0.46
3:C0:427:ALA:HA 3:C0:430:LYS:HZ2 1.80 0.46
3:C2:243:ARG:HH21 | 3:C2:320:ARG:HH21 1.63 0.46
4:C5:412:GLU:HA 4:C5:415:-MET:HB2 1.96 0.46
3:D0:27:GLU:HB2 | 3:D0:361:THR:HG21 1.95 0.46
4:D3:405:GLU:HA 4:D3:408:PHE:HD2 1.80 0.46
3:D8:141:VAL:HG12 3:D8&:187:SER:HA 1.96 0.46
5:E:125:ARG:HH22 3:F0:31:GLN:HG3 1.80 0.46
4:E1:391:ARG:HD3 3:E2:346: TRP:CD1 2.50 0.46
4:E3:135:1ILE:HG21 4:E3:152:1ILE:HD11 1.97 0.46
3:E4:387:VAL:HG12 | 3:E4:390:ARG:NH2 2.30 0.46
4:E5:187:LEU:HA 4:E5:190:HIS:CE1 2.50 0.46
3:E6:122:1LE:HG21 | 3:E6:157:LEU:HD11 1.97 0.46
3:E6:141:VAL:HB 3:E6:173:PRO:HD3 1.97 0.46
7:4:172:VAL:HG11 7:£:204:- THR:HG21 1.97 0.46
8:1:145:ASN:H 8:1:153:VAL:HG11 1.80 0.46
7:w:185:ILE:HG23 7:w:192:GLY:HA2 1.97 0.46
3:A2:7:ILE:HG21 3:A2:137:MET:HE2 1.97 0.46
4:A7:167:PHE:CE2 | 4:A7:233:-MET:HG2 2.51 0.46
4:B1:318:ARG:O 4:B1:363:MET:HA 2.15 0.46
3:B2:101:ASN:HB3 | 3:B2:182:VAL:HG11 1.97 0.46
3:C0:205:ASP:HB2 3:C0:303:ALA:HA 1.97 0.46
3:C2:334:THR:HA | 3:C2:337:THR:HG22 1.98 0.46
3:C4:207:GLU:HA 3:C4:210:TYR:HB2 1.97 0.46
3:C6:318:MET:O 3:C6:375:VAL:HA 2.15 0.46
4:D3:57:GLY:HA3 7:0:83:PRO:HB2 1.98 0.46
3:D6:225: THR:HA 3:D6:228:ASN:HB2 1.98 0.46
3:E2:244:PHE:HB2 | 3:E2:356:ASN:HD21 1.80 0.46
4:E5:20:PHE:CZ 4:E5:24:1ILE:HD11 2.51 0.46
4:E7:200:GLN:HG2 | 4:E7:268:1LE:HD11 1.98 0.46
3:E8:31:GLN:HG3 3:E8:33:ASP:HB2 1.97 0.46
3:F0:262: TYR:HB2 3:F0:265:ILE:HG12 1.98 0.46
6:1:259: VAL:HG13 6:1:284: VAL:HG23 1.97 0.46
7:x:184:PRO:HB2 7:x:189:LEU:HB2 1.98 0.46
1:18:254:LYS:HE3 3:E4:364:PRO:HG2 1.95 0.46
2:A:467:PRO:HD2 4:C7:361:LEU:HD11 1.96 0.46
4:A1:349:MET:HE2 | 4:A1:349:MET:HB3 1.90 0.46
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4:A3:152:ILE:HG13 | 4:A3:164:MET:HE1 1.97 0.46
3:B0:255:PHE:O 3:B0:259:LEU:HB2 2.15 0.46
3:B2:252:VAL:HA 3:B2:255:PHE:HD?2 1.81 0.46
4:C1:313:ALA:HB1 4:C1:367:PHE:HE1 1.80 0.46
3:C2:213:CYS:HA 3:C2:217:LEU:HD13 1.98 0.46
4:C5:206:ALA:HB2 4:C5:302:ALA:HB2 1.98 0.46
3:C8:101:ASN:HD22 | 4:C9:256:ASN:HD21 1.63 0.46
4:C9:191:GLN:HA 4:C9:194:GLU:HG2 1.96 0.46
3:D0:88:HIS:NE2 3:D0:90:GLU:HG2 2.31 0.46
3:D4:223: THR:HG22 3:D4:224: TYR:H 1.80 0.46
5:E:82:ARG:HH12 5:E:91:ALA:HB3 1.80 0.46
3:E6:221:ARG:HD2 | 4:E7:325:GLU:OE2 2.16 0.46
3:E8:113:GLU:HG3 3:E8:114:ILE:HG12 1.98 0.46
3:F0:390:ARG:HD3 3:F0:393:HIS:CE1 2.51 0.46
6:1:327:ALA:HA 6:1:337:VAL:HG12 1.98 0.46
7:1:78:ALA:HB3 7:1:112:PHE:HE1 1.79 0.46
3:A2:96:LYS:HE2 4:A3:1:MET:HA 1.98 0.46
4:A9:11:GLN:HE22 2:B:306:ARG:HE 1.64 0.46
4:A9:171:PRO:HG2 | 4:A9:185:ALA:HB2 1.97 0.46
3:B0:3:GLU:HG3 3:B0:132:LEU:HD13 1.96 0.46
3:B6:271:SER:HB3 3:B6:377:MET:HE3 1.97 0.46
3:C0:136:LEU:HD23 | 3:C0:167:LEU:HB2 1.97 0.46
3:C2:277:SER:O 3:C2:281:ALA:CB 2.63 0.46
4:C5:121:ARG:O 4:C5h:125:GLU:HB2 2.15 0.46
3:C6:274:PRO:HB3 | 3:C6:371:VAL:HG11 1.98 0.46
4:D3:172:SER:HB3 4:D3:176:SER:HB3 1.96 0.46
3:D4:164:LYS:HD3 3:D4:164:LYS:HA 1.75 0.46
6:H:392:ARG:HH21 6:1:234: THR:HG22 1.81 0.46
7:b:99:MET:HE1 7:b:201: TRP:CD2 2.51 0.46
7:2:88:LEU:HD23 7:2:168:PRO:HB2 1.98 0.46
7n:67:HIS:ND1 7:p:19:GLU:HG3 2.30 0.46
7:m:117:ARG:NH1 7m:121:ALA:H 2.14 0.46
7:5:42: TYR:HA 7:5:45:MET:HG2 1.97 0.46
7:t:140:LEU:HA 7:t:143:ILE:HG22 1.98 0.46
7:u:55:LEU:HB3 7:u:63:ILE:HG23 1.98 0.46
1:15:254:LYS:HB2 3:D&:26:LEU:HD21 1.97 0.46
1:2:254:LYS:HB2 3:A8:26:LEU:HD21 1.98 0.46
3:A8:255:PHE:O 3:A8:259:LEU:CB 2.64 0.46
3:A8:398:MET:HE2 | 4:A9:345:ILE:HG23 1.98 0.46
3:B0:96:LYS:HE2 4:B1:129:CYS:HB3 1.97 0.46
4:B9:392:LYS:HD2 | 4:B9:395:LEU:HD22 1.98 0.46
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3:C8:181:VAL:HG12 | 4:C9:256:ASN:HB3 1.98 0.46
4:C9:32:PRO:HA 4:C9:84:LEU:HD11 1.98 0.46
3:D0:168:ASN:O 3:D0:201:ALA:HA 2.16 0.46
4:D1:51:TYR:HB3 4:D1:59:PHE:HB3 1.97 0.46
3:E0:240:ALA:HB1 | 3:E0:356:ASN:HD22 1.80 0.46
3:E2:225:THR:O 3:E2:229:ARG:HG2 2.16 0.46
4:E5:342:VAL:HG23 | 4:E5:345:ILE:HG22 1.98 0.46
4:E7:77:ARG:HH22 4:E7:92:PHE:HZ 1.64 0.46
3:E8:28:HIS:CE1 3:E8:49:PHE:HA 2.50 0.46
3:E8:319:TYR:HB2 3:ER:355:1LE:HA 1.98 0.46
7:b:77:PHE:CD1 7:b:150:VAL:HG11 2.50 0.46
7:h:15:ARG:O 7:h:19:GLU:HG3 2.16 0.46
8:1:112:PRO:HG2 8:1:127:ALA:HB3 1.97 0.46
3:A6:53:PHE:HB3 3:A6:61:HIS:HB3 1.97 0.46
4:B5:152:1LE:HG23 | 4:B5:164:MET:HE2 1.96 0.46
3:B6:329:ASN:HA 3:B6:332:VAL:HG12 1.98 0.46
4:C7:20:PHE:HB2 4:C7:233:MET:HE3 1.97 0.46
3:D2:30:ILE:HB 3:D2:34:GLY:HA2 1.98 0.46
4:D5:68:LEU:HD12 4:D5:143: THR:HB 1.98 0.46
4:D7:378:PHE:HD1 4:D7:415:MET:HE3 1.81 0.46
3:D8:398:MET:HE2 | 4:D9:345:ILE:HG23 1.97 0.46
4:E3:313:ALA:HB3 4:E3:349:MET:SD 2.55 0.46
4:F9:212:PHE:HA 4:E9:217:-LEU:HD22 1.97 0.46
4:F1:65:LEU:HB2 4:F1:90:PHE:HD1 1.81 0.46
7:b:172:VAL:HB 7:b:204: THR:HG21 1.98 0.46
7:e:78:ALA:HB3 7:e:112:PHE:HE1 1.79 0.46
7:1:96:TYR:HA 7:1:108:ILE:HD11 1.96 0.46
7:8:78:ALA:HB3 7:5:112:PHE:HE1 1.81 0.46
4:A1:139:LEU:HA 4:A1:145:SER:HB2 1.98 0.46
4:A9:259:PRO:HG2 | 4:A9:311:LEU:HD21 1.98 0.46
4:B1:101: TRP:CD1 4:B1:145:SER:HG 2.34 0.46
3:B6:278:ALA:HB1 7:1:200:ASP:HB3 1.98 0.46
3:C0:16:ILE:HG13 3:C0:228:ASN:HB3 1.97 0.46
4:C3:342:VAL:HG12 4:C3:345:ILE:H 1.81 0.46
4:C5:77:ARG:HH22 4:C5:92:PHE:HE1 1.62 0.46
3:D6:408:TYR:HB3 | 3:D6:413:MET:HE2 1.98 0.46
3:D8:53:PHE:HB3 3:D8&:61:HIS:HB3 1.96 0.46
4:E1:167:PHE:HZ 4:E1:236:VAL:HG21 1.81 0.46
3:E2:259:LEU:HD21 | 3:E2:316:CYS:HB2 1.97 0.46
4:E3:215:LEU:HD21 | 4:E3:273:LEU:HD22 1.97 0.46
4:E3:323: THR:HA 4:E3:326:VAL:HG12 1.97 0.46
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3:E8:259:LEU:HD11 | 3:E8:316:CYS:HB2 1.98 0.46
4:E9:19:LYS:HZ3 4:E9:223:GLY:HA2 1.80 0.46
4:F9:19:LYS:NZ 4:E9:223:GLY:HA2 2.30 0.46
4:F¥1:207:LEU:HB3 4:F1:225:.LEU:HG 1.97 0.46
7:g:18:ASN:HD22 7:2:46:ASP:H 1.64 0.46
7m:56:LYS:HG2 7:n:62:VAL:HG12 1.98 0.46
2:A:496:PRO:HD3 4:D1:215:LEU:HD12 1.98 0.46
4:A5:313:ALA:HB3 | 4:A5:349:MET:HG3 1.97 0.46
3:B2:265:ILE:HG22 | 3:B2:380:ASN:HD21 1.81 0.46
3:B4:5:ILE:HB 3:B4:135:PHE:HD1 1.81 0.46
3:B4:310:GLY:HA3 3:B4:383:ALA:HB2 1.97 0.46
4:B7:169:VAL:HG12 4:B7:202:ILE:HB 1.97 0.46
4:B7:172:SER:HB2 4:B7:205:GLU:HG3 1.97 0.46
4:B7:334:GLN:HE21 | 4:B7:349:MET:HG2 1.81 0.46
4:B9:238:CYS:SG 4:B9:318:ARG:HD2 2.55 0.46
4:B9:324:LYS:O 4:B9:328:GLU:HG3 2.16 0.46
3:C0:188:VAL:HA 3:C0:191: THR:HG23 1.97 0.46
3:C4:390:ARG:HH21 | 3:C4:391:MET:HE1 1.81 0.46
3:C6:32:PRO:HG2 8:1:64:GLY:N 2.31 0.46
4:C7:30:ILE:HG12 4:C7:36:TYR:HA 1.98 0.46
4:C7:328:GLU:HA 4:C7:331:LEU:HG 1.97 0.46
4:C9:135:ILE:O 4:C9:166: THR:HA 2.16 0.46
3:D0:115:VAL:HG21 | 3:D0:152:LEU:HD23 1.97 0.46
3:D2:318:MET:O 3:D2:375:VAL:HA 2.16 0.46
3:D4:142:GLY:HA2 3:D4:186:ASN:HB2 1.97 0.46
3:D6:6:SER:O 3:D6:65:CYS:HA 2.15 0.46
4:D7:179:VAL:HG23 | 3:D8:350:GLY:HA2 1.97 0.46
3:D8:195:LEU:HD11 | 3:D8:264:ARG:HG3 1.98 0.46
3:E4:156:ARG:HA 3:E4:159:VAL:HG12 1.98 0.46
4:F1:292:GLN:NE2 | 4:F1:298:ASN:HD21 2.12 0.46
7:¢:11:ASN:O 7:¢:15:ARG:HG3 2.16 0.46
7:m:12:VAL:HA 7:m:15:ARG:HG2 1.98 0.46
7:0:191:GLU:HG3 7:0:195:ALA:HB2 1.98 0.46
3:A0:319:TYR:HB3 | 3:A0:323:VAL:HG21 1.98 0.46
4:A1:117:-LEU:HA 4:A1:120:VAL:HG12 1.96 0.46
3:A2:306:ASP:HB3 3:A2:309:HIS:CE1 2.50 0.46
3:A4:33:ASP:0D2 7:a:103:GLY:HA2 2.16 0.46
4:A5:66:MET:HE2 4:A5:147:-MET:HE3 1.97 0.46
4:A7:8:GLN:HG3 4:A7:14:ASN:HA 1.96 0.46
4:A9:288:GLU:HA 4:A9:291:GLN:HG3 1.98 0.46
4:B3:97:ALA:HA 4:B3:103:LYS:HE2 1.96 0.46
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4:B3:166: THR:O 4:B3:200:GLN:HB2 2.16 0.46
3:B6:119:LEU:HG 3:B6:156:ARG:HG2 1.98 0.46
4:B7:294:PHE:HZ 4:B7:349:MET:-HE2 1.81 0.46
4:C5:19:LYS:HD2 4:C5h:19:LYS:HA 1.77 0.46
4:C9:9:GLY:HA2 4:C9:66:MET:HG3 1.97 0.46
4:C9:397: TRP:HZ2 3:D0:260:VAL:HB 1.81 0.46
4:D5:155:VAL:HG12 | 4:D5:164:MET:HE1 1.98 0.46
4:D9:169:VAL:HG22 | 4:D9:202:ILE:HD11 1.97 0.46
3:E2:259:LEU:HB3 3:E2:268:MET:HE3 1.97 0.46
4:E7:113:1LE:HA 4:E7:116:VAL:HG12 1.97 0.46
3:E8:119:LEU:HD22 | 3:E8:156:ARG:HD3 1.97 0.46
3:F0:332:VAL:HG22 3:F0:351:PHE:CG 2.51 0.46
7:g:111:ILE:HG12 7:g:132:LEU:HB2 1.97 0.46
7:r:78:ALA:HB3 7:r:112:PHE:HE1 1.80 0.46
7:w:185:ILE:HD12 7:w:193:ASP:H 1.81 0.46
4:A1:317:PHE:HE1 4:A1:330:MET:HE1 1.81 0.45
4:A3:187:LEU:HA 4:A3:190:HIS:CE1 2.51 0.45
4:A5:192:LEU:HG 4:A5:199:VAL:HG21 1.97 0.45
4:A5:406:MET:O 4:A5:410:GLU:HB2 2.16 0.45
3:A6:231:ILE:O 3:A6:235:ILE:HG12 2.16 0.45
3:B0:225:THR:O 3:B0:229:ARG:HG2 2.15 0.45
4:B9:66:MET:HG2 4:B9:147:MET:HE1 1.97 0.45
4:C3:178:THR:O 4:C3:181:GLU:HG3 2.15 0.45
3:C4:208:ALA:O 3:C4:212:ILE:HG12 2.16 0.45
3:D6:189:LEU:HD11 | 3:D6:418:PHE:HE1 1.81 0.45
4:E9:169:VAL:HA 4:E9:202:1LE:HD13 1.98 0.45
3:F0:137:MET:HB3 3:F0:168:ASN:HB3 1.97 0.45
7:q:79:ASP:HB3 7:q:82:ASP:HB2 1.97 0.45
7:r:154: TYR:HE2 7:1:158: THR:HG22 1.81 0.45
3:A6:270:SER:HA 3:A6:377:MET:O 2.16 0.45
4:AT7:67:ASP:HB2 4:AT7:73:MET:HE2 1.98 0.45
4:B1:271:ALA:HB3 4:B1:365:VAL:HB 1.97 0.45
4:B5:284:LEU:HD12 4:B5:284:LEU:HA 1.84 0.45
4:C3:135:ILE:HG21 4:C3:152:ILE:HD11 1.98 0.45
4:C5:20:PHE:HA 4:C5:230:SER:HB2 1.98 0.45
3:C6:105:ARG:HA 3:C6:109: THR:HB 1.98 0.45
3:C6:396:ASP:HB3 3:C6:422:ARG:NH1 2.31 0.45
3:D2:76:ASP:HA 3:D2:79:ARG:HG2 1.98 0.45
4:D3:164:MET:HB2 4:D3:197:ASP:H 1.82 0.45
3:D4:178:SER:HB3 4:D5:347:ASN:ND2 2.30 0.45
3:D4:413:MET:HE3 | 3:D4:413:MET:HB2 1.82 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
4:E1:186: THR:HA 4:E1:189:VAL:HG12 1.97 0.45
4:E3:151:LEU:O 4:E3:155:VAL:HG12 2.16 0.45
4:E3:405:GLU:HA 4:E3:408:PHE:HD?2 1.80 0.45
3:E4:5:ILE:HG13 3:E4:132:LEU:HD11 1.98 0.45
4:E7:178: THR:HG22 4:E7:180:VAL:H 1.81 0.45
4:E7:221: THR:HG23 4:E7:223:GLY:H 1.81 0.45
3:E&:154:LEU:HD12 3:E8:197:HIS:HB3 1.99 0.45
4:F1:282:ARG:HH12 | 4:F1:288:GLU:HB3 1.80 0.45
6:1:399: VAL:H 6:1:404:PHE:HE2 1.65 0.45
7:q:97:ARG:NH2 7:s:5:VAL:HB 2.32 0.45
4:A3:245:GLN:HB2 4:A3:353:VAL:HB 1.97 0.45
3:A4:227:LEU:O 3:A4:231:ILE:HG12 2.15 0.45
4:B1:318:ARG:HE 4:B1:358:PRO:HD3 1.80 0.45
3:B4:397:LEU:HD22 | 4:B5:346:PRO:HD3 1.98 0.45
4:B5:169:VAL:HG12 4:B5:202:1LE:HB 1.97 0.45
4:B5:241:ARG:HG3 | 4:B5:242:PHE:CD2 2.51 0.45
4:B7:290: THR:HA 4:B7:293:MET:HE2 1.98 0.45
3:B8:207:GLU:HA 3:B8:210: TYR:HB2 1.97 0.45
4:C1:135:ILE:HG21 4:C1:152:ILE:HD11 1.97 0.45
4:C3:34:GLY:HA2 4:C3:58:ARG:NH1 2.31 0.45
3:C6:17:GLY:HA2 3:C6:20:CYS:HB2 1.98 0.45
3:CR:240:ALA:HA | 3:C8:243:ARG:HH21 1.80 0.45
3:E0:157:LEU:HB3 3:E0:166:LYS:HD3 1.98 0.45
3:E0:317:LEU:HD22 | 3:E0:319:TYR:HE1 1.81 0.45
4:E5:175:VAL:HG12 | 3:E6:329:ASN:HB3 1.97 0.45
3:E8:66:VAL:HG21 3:ER:122:1LE:HG13 1.97 0.45
6:H:397:GLY:HA3 6:1:401:CYS:H 1.81 0.45
7:3:144:LEU:HD22 7:3:148:PHE:HE2 1.81 0.45
7:n:83:PRO:HA 7:n:86:ALA:HB3 1.99 0.45
4:A1:99:ASN:HA 4:A1:142:GLY:H 1.80 0.45
3:A2:320:ARG:HG3 | 3:A2:360:PRO:HG3 1.98 0.45
4:A5:139:LEU:HB3 4:A5:171:PRO:HD3 1.99 0.45
3:A6:325:PRO:HA 3:A6:328:VAL:HB 1.99 0.45
2:B:241:ARG:HD2 2:B:241:ARG:HA 1.72 0.45
4:B5:57:GLY:HA3 7:1:83:PRO:HB2 1.98 0.45
3:B&:210:TYR:CD2 4:B9:324:LYS:HG2 2.51 0.45
4:B9:33: THR:HG23 | 4:B9:35:THR:HG23 1.98 0.45
3:C0:137:MET:O 3:C0:168:ASN:HA 2.16 0.45
3:C0:406:HIS:CG 4:C1:261:PRO:HG3 2.52 0.45
3:C0:432: TYR:HA 3:C0:435:VAL:HG12 1.98 0.45
4:C3:382:SER:HB2 4:C3:415:-MET:HE1 1.97 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
4:C5:112:LEU:HB2 | 4:C5:147:MET:HE1 1.97 0.45
3:E0:176:GLN:HG2 | 3:E0:177:VAL:HG23 1.98 0.45
3:E4:238:LEU:HD12 | 3:E4:318:MET:HES3 1.98 0.45
4:E5:5:VAL:HG23 4:E5:130:LEU:HD11 1.98 0.45
4:E9:246:LEU:HD12 4:E9:246:LEU:HA 1.82 0.45
4:E9:296:ALA:HB2 4:E9:306:ARG:HB2 1.97 0.45
7:a:172:VAL:HG23 7:a:180:ALA:HB3 1.98 0.45
7:g:170:VAL:HG23 7:2:183:LEU:HB2 1.98 0.45
7:r:183:LEU:HD23 7:1:196:LEU:HA 1.99 0.45
1:16:247: TYR:HB3 3:E0:77:GLU:OE2 2.16 0.45
4:A1:66:MET:HE1 4:A1:147:MET:HG2 1.98 0.45
3:A2:15:GLN:HG3 3:A2:228:ASN:ND2 2.31 0.45
3:A4:195:LEU:HD12 | 3:A4:428:LEU:HD22 1.98 0.45
4:A5:317:PHE:HB3 | 4:A5:321:MET:HE1 1.98 0.45
4:A9:113:ILE:HD12 4:A9:113:ILE:HA 1.88 0.45
3:B2:377-MET:HE2 3:B2:379:SER:HB3 1.98 0.45
3:B8:99:ALA:HA 3:B8:110:ILE:HD11 1.99 0.45
3:C0:132:LEU:HD23 3:C0:164:LYS:HE2 1.98 0.45
3:C6:291:1ILE:HD12 | 3:C6:375:VAL:HG13 1.99 0.45
3:C8:11:GLN:HA 3:CR:74:VAL:HG11 1.98 0.45
4:C9:14:ASN:HD22 4:C9:73:MET:HE1 1.80 0.45
3:D2:88:HIS:CD2 3:D2:89:PRO:HD2 2.51 0.45
3:D4:84:ARG:HD3 7:p:98:THR:HG21 1.98 0.45
4:D5:180:VAL:HG13 | 4:D5:184:ASN:HD21 1.82 0.45
3:D6:140:ALA:HA 3:D6:171:SER:HB3 1.97 0.45
3:D6:388:PHE:HB3 | 3:D6:425:LEU:HD11 1.98 0.45
4:D7:20:PHE:HA 4:D7:230:SER:HB2 1.98 0.45
4:D7:253:LEU:HD12 | 4:D7:350:LYS:HZ1 1.82 0.45
4:D9:7:VAL:HG22 4:D9:64:1LE:HB 1.99 0.45
3:E2:53:PHE:HB3 3:E2:61:HIS:HB3 1.98 0.45
3:E4:282:TYR:HD2 3:E4:283:HIS:CE1 2.34 0.45
4:E9:44.LEU:HD13 4:E9:47:1ILE:HG21 1.98 0.45
4:E9:190:HIS:HB2 4:E9:414:ASN:OD1 2.17 0.45
4:E9:377:-MET:HE2 | 4:E9:380:ARG:HH21 1.82 0.45
7:a:78:ALA:HB3 7:a:112:PHE:HE1 1.80 0.45
7m:97:ARG:O 7:m:101:GLU:HG3 2.17 0.45
7:0:63:ILE:HB 7:0:67:HIS:CD2 2.51 0.45
3:A0:217:LEU:HD23 | 3:A0:367:ASP:HB3 1.98 0.45
3:B6:147:SER:HB2 3:B6:190:SER:HB2 1.98 0.45
4:B7:186: THR:HG22 | 4:B7:411:ALA:HB1 1.98 0.45
3:C2:103:PHE:HD2 | 3:C2:413:MET:HE1 1.81 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
3:C2:104:ALA:HB2 | 3:C2:413:MET:HE3 1.98 0.45
4:C3:163:ILE:HD13 4:C3:250:LEU:HG 1.98 0.45
4:C5:372:THR:HA 4:05:422:TYR:CZ 2.51 0.45
3:C6:282: TYR:HB2 7:n:202:ARG:NH2 2.32 0.45
3:C8:2:ARG:HG2 3:C8:51:THR:HG22 1.99 0.45
3:C8:200:VAL:HG11 | 3:C8:255:PHE:HE2 1.80 0.45
3:CR:272: TYR:HA 3:C8:375:VAL:O 2.16 0.45
3:CR:273:ALA:HA 3:CR:275:1LE:HG13 1.99 0.45
4:D3:378:PHE:HD1 4:D3:415:MET:HE3 1.81 0.45
4:D5:164:MET:HB3 4:D5:197:ASP:H 1.82 0.45
4:D7:7:VAL:HB 4:D7:135:1LE:HA 1.98 0.45
3:E2:312:TYR:HD2 3:E2:341:1LE:HG23 1.82 0.45
4:E3:200:GLN:HG2 4:E3:266:PHE:HB2 1.98 0.45
4:E3:282:ARG:HH12 | 4:E3:292:GLN:HE21 1.65 0.45
3:E6:71:GLU:HB3 3:E6:98:ASP:HB3 1.98 0.45
3:E8:15:GLN:HB3 3:ER:228:ASN:ND2 2.31 0.45
3:E8:220:GLU:HG2 3:ER:221:ARG:HG3 1.98 0.45
7:4:117:ARG:HH12 7:£:152:LYS:HE2 1.82 0.45
7:4:170:VAL:HG23 7:1:183:LEU:HB2 1.99 0.45
7:1:110:ILE:HB 7:1:131:TRP:CG 2.51 0.45
7:1:112:PHE:CG 7:1:129:MET:HE1 2.51 0.45
7:0:68:LEU:HB3 7:0:73:VAL:HG21 1.98 0.45
1:3:239:LEU:HB2 2:A:317:ARG:HH22 1.80 0.45
4:A1:284:LEU:HD12 4:A1:284:LEU:HA 1.79 0.45
3:A2:363:VAL:HA 3:A2:364:PRO:HD3 1.85 0.45
3:A6:174:SER:HB3 3:A6:207:GLU:H 1.82 0.45
3:A6:205:ASP:HB2 3:A6:303:ALA:HA 1.98 0.45
4:A9:65:LEU:HB3 4:A9:73:MET:HE1 1.98 0.45
4:B5:395:LEU:HD11 | 4:B5:408:PHE:CE2 2.51 0.45
3:B&:401:LYS:HD?2 4:B9:344: TRP:CD2 2.51 0.45
3:C0:273:ALA:O 3:C0:375:VAL:HG22 2.17 0.45
3:C6:90:GLU:HB3 | 3:C6:121:ARG:HH11 1.82 0.45
3:C6:137:MET:SD 3:C6:154:LEU:HD11 2.57 0.45
4:C9:159:TYR:HB3 | 4:C9:162:ARG:HD3 1.98 0.45
4:D1:271:ALA:HA 4:D1:273:LEU:HG 1.97 0.45
3:D2:112:LYS:HD3 3:D2:112:LYS:HA 1.74 0.45
4:D3:134:GLN:HG3 | 4:D3:165:GLU:OE2 2.17 0.45
4:D9:2:ARG:HB3 4:D9:131:GLN:HB2 1.99 0.45
4:E1:121:ARG:O 4:E1:124:ALA:O 2.34 0.45
4:E3:64:ILE:HD13 4:E3:120:VAL:HG22 1.98 0.45
4:E9:117:-LEU:O 4:E9:121:ARG:HB2 2.17 0.45
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Atom-1 Atom-2 distance (A) overlap (A)
4:E9:273:LEU:HD12 | 4:E9:292:GLN:HG2 1.99 0.45
3:F0:292:THR:HG21 | 3:F0:331:ALA:HB1 1.98 0.45
7:1:93:LEU:HA 7:1:131: TRP:HZ3 1.82 0.45
7:3:115:LEU:HD21 7:3:145:LYS:HZ2 1.81 0.45
3:A2:221:ARG:HA 4:A3:324:LYS:HE3 1.99 0.45
4:A7:20:PHE:HB2 4:A7:233:MET:HE3 1.99 0.45
4:A7:65:LEU:HB3 4:A7:73:MET:HE1 1.99 0.45
4:A9:39:ASP:HA 7:¢:90:PRO:HG3 1.99 0.45
4:B1:68:LEU:HA 4:B1:93:GLY:HA3 1.99 0.45
4:B3:220:PRO:HD2 3:B4:326:LYS:HD3 1.98 0.45
3:B4:175:PRO:HB3 3:B4:390:ARG:NE 2.32 0.45
3:C0:107:HIS:HA 3:C0:152:LEU:HD11 1.98 0.45
3:C0:191:THR:HA 3:C0:194:LEU-HG 1.98 0.45
4:C5:155:VAL:HA 4:C5:158:GLU:HG2 1.99 0.45
3:C8:288:VAL:HG13 | 3:C8:319:TYR:HE2 1.82 0.45
3:D2:75:VAL:HG13 3:D2:79:ARG:HH12 1.82 0.45
4:D3:86:ARG:HG2 4:D3:88:ASP:H 1.81 0.45
4:D3:229:VAL:HG12 | 4:D3:233:MET:HE3 1.99 0.45
4:D5:237:THR:HG23 | 4:D5:241:ARG:HE 1.81 0.45
5:E:125:ARG:HH22 3:F0:31:GLN:HA 1.81 0.45
3:E8:360:PRO:HG2 | 3:E&:371:VAL:HG23 1.98 0.45
3:E8:408:TYR:HD2 | 3:E8:413:MET:HG3 1.82 0.45
4:E9:64:1LE:HD13 4:E9:120:VAL:HG22 1.99 0.45
3:F0:316:CYS:O 3:F0:377:MET:HA 2.17 0.45
7:£:9:PRO:HG3 7:1:146:ARG:HH21 1.81 0.45
8:k:14:LYS:HA 8:k:23:PRO:HA 1.98 0.45
7n:92:LEU:HD11 7:n:170:VAL:HG11 1.99 0.45
1:0:255:PRO:HG3 7:¢:178:ARG:HD3 1.98 0.45
4:A1:376:GLU:O 4:A1:380:ARG:HG2 2.16 0.45
4:AT7:64:1LE:HD12 4:AT:64:1LE:HG23 1.83 0.45
4:B7:396:HIS:HA 4:B7:399: THR:HG22 1.98 0.45
3:C4:207:GLU:HA 3:C4:210: TYR:HD2 1.82 0.45
4:C9:21: TRP:HA 4:C9:24:1ILE:HG22 1.97 0.45
4:D1:87:PRO:HA 4:D1:90:PHE:HD2 1.82 0.45
4:D1:313:ALA:HB1 4:D1:367:PHE:HE1 1.81 0.45
3:D6:316:CYS:O 3:D6:377:-MET:HA 2.17 0.45
4:D7:34:GLY:HA3 4:D7:58:ARG:HD2 1.99 0.45
4:D7:151:LEU:O 4:D7:155:VAL:HG12 2.17 0.45
4:E9:8:GLN:HB2 4:E9:65:LEU:HG 1.99 0.45
4:E9:398:TYR:O 4:E9:402:GLY:CA 2.60 0.45
3:F0:390:ARG:HA 3:F0:393:HIS:CE1 2.52 0.45
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6:H:215:PHE:HB3 6:H:230: TRP:CZ3 2.52 0.45
6:1:252:PRO:HB3 6:1:416:ILE:HG12 1.99 0.45
714:71:LYS:HG2 7:h:39:PRO:HG3 1.99 0.45
7:1:75:LEU:HD23 7:1£:111:ILE:HB 1.99 0.45
7:2:18:ASN:HA 7:¢:21:ARG:HB3 1.99 0.45
7:1:84:LYS:HG3 7:1:168:PRO:HD3 1.99 0.45
7:q:201: TRP:CD1 7:q:201:TRP:H 2.34 0.45
7:w:15:ARG:O 7:w:19:GLU:HG3 2.15 0.45
1:7:248:ARG:HH22 4:B9:42:LEU:HD22 1.81 0.45
3:A0:204:LEU:HD11 | 3:A0:231:ILE:HD13 1.99 0.45
4:A3:54:ALA:HB3 4:A3:58:ARG:HB3 1.99 0.45
4:A3:173:PRO:HB3 | 4:A3:380:ARG:HD3 1.98 0.45
3:B2:301:MET:HE1 3:B2:305:CYS:0O 2.17 0.45
3:B8:75:VAL:HG21 3:B8:94:SER:HB2 1.99 0.45
3:C0:313:MET:HE3 3:C0:382: THR:HB 1.99 0.45
3:C2:175:PRO:HB3 3:C2:390:ARG:NH1 2.32 0.45
4:C3:134:GLN:HG3 4:C3:165:GLU:HB2 1.98 0.45
4:C5:130:LEU:HG 4:C5:162:ARG:HH12 1.83 0.45
3:C6:222:PRO:HD2 4:C7:324:LYS:HB3 1.99 0.45
4:D1:97:ALA:HA 4:D1:103:LYS:HD2 1.98 0.45
3:D4:68:LEU:HD23 | 3:D4:153:LEU:HD11 1.99 0.45
3:E4:172:TRP:HZ3 | 3:E4:194:LEU:HD21 1.82 0.45
3:E4:237:SER:HA 3:E4:320:ARG:HH11 1.81 0.45
4:E5:100:ASN:HB2 4:E5:103:LYS:HG3 1.98 0.45
6:1:221:LEU:HD21 6:1:245:PHE:HB2 1.99 0.45
6:1:386:MET:HA 6:1:394:VAL:O 2.17 0.45
7:0:55:LEU:HD11 7:0:111:ILE:HD12 1.98 0.45
1:19:248:ARG:HH21 | 4:E7:42:LEU:HD11 1.82 0.44
2:A:370:LEU:HD21 | 4:B9:215:LEU:HD22 1.98 0.44
4:A1:206:ALA:HB2 4:A1:302:ALA:HB2 1.99 0.44
3:A2:325:PRO:HA 3:A2:328:VAL:HG22 1.99 0.44
3:A6:279:GLU:OE2 7:d:198:ARG:HD2 2.17 0.44
4:B1:215:LEU:HD11 | 4:B1:273:LEU:HD22 1.99 0.44
3:B2:2:ARG:HG2 3:B2:51: THR:HG22 1.99 0.44
4:B3:313:ALA:O 4:B3:349:MET:HA 2.17 0.44
4:B5:392:LYS:NZ 4:B5:395:LEU:HD22 2.32 0.44
4:C1:116:VAL:HG11 | 4:C1:151:LEU:HD21 1.98 0.44
4:C3:187:LEU:HD13 4:C3:190:HIS:CE1 2.52 0.44
3:C6:185: TYR:O 3:C6:189:LEU:HB2 2.17 0.44
3:C6:253:- THR:HA 3:C6:256:GLN:HG3 1.99 0.44
4:C7:313:ALA:O 4:C7:349:MET:HA 2.16 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
4:C7:349:MET:HE2 | 4:C7:349:MET:HB2 1.56 0.44
3:C8:209:ILE:HG23 | 3:C8:230:LEU:HD23 1.98 0.44
3:D0:6:SER:O 3:D0:65:CYS:HA 2.17 0.44
3:D2:217:LEU:HD21 | 3:D2:368:LEU:HD23 1.98 0.44
3:D&:217:LEU:HB3 3:D8&:219:ILE:HG13 2.00 0.44
3:E0:100:ALA:HA 4:E1:252:LYS:HG2 1.98 0.44
4:E1:171:PRO:HB3 4:E1:181:GLU:HG2 1.99 0.44
4:E1:284:LEU:HB3 4:E5:55:-THR:HG21 1.97 0.44
4:E5:98:GLY:O 3:E6:257: THR:HG21 2.17 0.44
3:F0:259:LEU:HD23 3:F0:259:LEU:HA 1.88 0.44
3:F0:381:SER:HB2 3:F0:384:ILE:HG13 1.98 0.44
6:K:221:LEU:HB2 6:K:227:LEU:HD23 1.99 0.44
7:¢c:152:LYS:HE2 7:¢:152:LYS:HB3 1.74 0.44
7:m:4:PRO:HG3 7:m:179:GLU:HB2 1.99 0.44
7:n:194:ARG:NH2 7:n:198:ARG:HE 2.15 0.44
2:A:469:GLN:HB2 4:C7:217:LEU:HD12 1.98 0.44
3:A0:181:VAL:HG22 | 4:A1:256:ASN:HB3 1.99 0.44
3:A2:104:ALA:O 3:A2:108:TYR:HB2 2.17 0.44
3:A4:217:LEU:HD11 | 3:A4:275:1LE:HG22 1.98 0.44
4:B7:4:.1LE:HD11 4:B7:240:LEU:HD22 1.99 0.44
3:B8:193:SER:HA 3:B8:196:GLU:HG2 2.00 0.44
4:B9:188:SER:O 4:B9:192:LEU:HB2 2.17 0.44
4:B9:316:-MET:HE1 | 4:B9:368:VAL:HG23 1.99 0.44
4:C1:156:ARG:HH12 | 4:C1:197:ASP:HB2 1.82 0.44
4:C3:173:PRO:HD2 4:C3:205:GLU:HB2 1.99 0.44
4:C3:269:GLY:HA2 | 4:C3:300:MET:HE3 2.00 0.44
3:C6:213:CYS:HA 3:C6:217:LEU:HD13 1.99 0.44
4:D1:61:PRO:HD2 4:D1:85:PHE:HA 1.98 0.44
4:D3:98:GLY:O 3:D4:257:-THR:HG21 2.17 0.44
4:D7:124:ALA:HB1 | 4:D7:130:LEU:HD22 1.99 0.44
5:E:103:LEU:HD11 | 4:F1:228:LEU:HD23 1.99 0.44
3:E0:156:ARG:HA 3:E0:159:VAL:HG12 1.98 0.44
4:E1:242:PHE:HB3 4:E1:356:1ILE:HD12 2.00 0.44
3:E4:407: TRP:CG 4:E5:255:VAL:HG23 2.52 0.44
4:E9:314:SER:HA 4:E9:350:LYS:HB2 1.99 0.44
6:K:222:ASN:HB3 6:K:402: TRP:CE2 2.52 0.44
7:1:9:PRO:HB2 7:1:143:1ILE:HG23 1.99 0.44
7:1:129:MET:HE2 7:1:131:TRP:NE1 2.31 0.44
7:0:194:ARG:HH22 7:0:198:ARG:NH1 2.14 0.44
7:p:7:ALA:HB3 7:p:161:TYR:HE1 1.81 0.44
7:q:183:LEU:HD22 7:q:198:ARG:HB2 1.98 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
4:A1:67:ASP:HB3 4:A1:73:MET:HE1 1.99 0.44
4:A1:167:PHE:CE2 | 4:A1:233:MET:HG3 2.52 0.44
4:A3:64:1LE:HD12 4:A3:119:VAL:HG12 1.98 0.44
3:A4:70:LEU:HD12 3:A4:145:THR:HB 1.99 0.44
3:A6:11:GLN:HG3 3:A6:74:VAL:HG21 2.00 0.44
4:A7:139:LEU:HD11 | 4:A7:192:LEU:HD22 2.00 0.44
4:B3:77:ARG:HH22 4:B3:92:PHE:HZ 1.65 0.44
4:B3:293:MET:HG3 | 4:B3:367:PHE:HB2 1.99 0.44
4:B5:396:HIS:HA 4:B5:399: THR:HG22 1.99 0.44
3:B6:398:MET:HG2 | 3:B6:403:ALA:HB3 1.99 0.44
4:B7:179:VAL:HG12 | 3:B&:258:ASN:0OD1 2.16 0.44
4:B9:299:MET:HE3 | 4:B9:305:PRO:HG3 1.99 0.44
3:C6:31:GLN:HG3 3:C6:33:ASP:H 1.81 0.44
4:C7:193:VAL:HA 4:C7:264:HIS:CE1 2.52 0.44
3:D0:225:THR:O 3:D0:229:ARG:HG3 2.17 0.44
3:D0:320:ARG:HH12 | 3:D0:360:PRO:HA 1.82 0.44
3:D4:259:LEU:HB3 3:D4:268:MET:HE1 1.98 0.44
3:D6:407:TRP:O 3:D6:411:GLU:HG2 2.18 0.44
4:E1:151:LEU:O 4:E1:155:VAL:HG12 2.16 0.44
3:E2:5:ILE:HD13 3:E2:64:ARG:HB3 1.98 0.44
4:E3:317:PHE:HB3 4:E3:321:MET:SD 2.58 0.44
3:E4:275:ILE:HD12 | 3:E4:368:LEU:HD11 1.99 0.44
4:E5:173:PRO:HB3 4:E5:380:ARG:HD3 1.98 0.44
4:E9:173:PRO:HB3 4:E9:380:ARG:NH2 2.33 0.44
4:F1:282:ARG:NH1 4:F1:288:GLU:HB3 2.32 0.44
7:d:112:PHE:H 7:d:133:SER:HA 1.81 0.44
7:d:184:PRO:HB2 7:d:189:LEU:HB3 1.99 0.44
7:1:110:ILE:O 7:1:131: TRP:HB2 2.16 0.44
7:p:53:GLY:HA2 7:p:62:VAL:HG21 1.99 0.44
2:A:316:LEU:C 2:A:317:ARG:HG2 2.43 0.44
3:A0:208:ALA:HB2 3:A0:304:LYS:HG2 1.99 0.44
4:A1:309:ARG:HH21 4:A1:426:GLN:C 2.26 0.44
3:A2:207:GLU:HA 3:A2:210:TYR:HB2 1.99 0.44
3:A6:292:THR:HG21 | 3:A6:331:ALA:HB1 1.97 0.44
4:A7:267:LEU:HD21 | 4:A7:374:1LE:HG12 1.99 0.44
4:A7:294:.PHE:CE2 | 4:A7:333:VAL:HG11 2.52 0.44
4:A9:267:LEU:HD21 | 4:A9:374:ILE:HG22 1.99 0.44
4:A9:349:MET:HB2 | 4:A9:349:MET:HE3 1.65 0.44
2:B:222:HIS:ND1 2:B:225:ALA:HB3 2.32 0.44
2:B:522:VAL:HG11 4:D3:276:ARG:HA 1.98 0.44
4:C3:20:PHE:CZ 4:C3:24:1LE:HG13 2.53 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
4:C3:199:VAL:HG23 4:C3:264:HIS:CD2 2.53 0.44
3:D0:173:PRO:HB2 | 3:D0:391:MET:HE1 1.99 0.44
3:D0:332:VAL:HG13 | 3:D0:351:PHE:CD2 2.53 0.44
4:D3:21:TRP:HA 4:D3:24:1LE:HG22 1.99 0.44
3:E0:189:LEU:HD11 | 3:E0:418:PHE:HD1 1.82 0.44
3:E0:255:PHE:O 3:E0:259:LEU:HB2 2.18 0.44
3:E4:12:ALA:HB3 3:E4:140:ALA:HB2 1.99 0.44
6:H:266:GLY:HA2 6:H:276:1LE:HD13 2.00 0.44
3:A0:2:ARG:HA 3:A0:131:GLY:HA3 1.98 0.44
3:A0:88:HIS:H 3:A0:91:GLN:HE21 1.64 0.44
3:C0:398:MET:HB2 | 4:C1:346:PRO:HD2 2.00 0.44
3:C6:403:ALA:HB2 4:C7:344: TRP:HZ3 1.83 0.44
3:CR:188:VAL:O 3:CR:421:ALA:HB1 2.18 0.44
3:D4:271:SER:H 3:D4:377-MET:HB3 1.82 0.44
3:D8:88:HIS:HB3 3:D8:91:GLN:HG2 1.99 0.44
3:D8&:175:PRO:HB3 | 3:D8:390:ARG:HD?2 1.98 0.44
4:E1:299:MET:HE1 4:E1:367:PHE:HE2 1.82 0.44
3:E4:71:GLU:HB3 3:E4:98:ASP:HB3 2.00 0.44
3:E6:272:TYR:HD2 3:E6:275:ILE:HD11 1.82 0.44
4:E7:256:ASN:ND2 4:E7:350:LYS:HD3 2.33 0.44
4:E9:267.:LEU:HD11 | 4:E9:367:PHE:HD2 1.81 0.44
3:F0:311:LYS:NZ 3:F0:347:CYS:HB2 2.32 0.44
7:h:23:LEU:HD23 7:h:38:LEU:HD21 1.99 0.44
7:q:115:LEU:HG 7:q:167:VAL:HG11 1.99 0.44
1:0:237:PRO:HD2 2:B:284:ARG:HH22 1.83 0.44
1:15:256:LEU:HD22 3:D8:29:GLY:HA2 1.99 0.44
3:B6:282: TYR:HE2 3:C0:85:HIS:HB3 1.82 0.44
4:C7:259:PRO:HG2 | 4:C7:311:LEU:HD23 1.99 0.44
3:D0:218:ASP:HB3 7:p:194:ARG:NH2 2.32 0.44
3:D4:75:VAL:HG11 3:D4:94:SER:HB2 2.00 0.44
4:D9:60: VAL:HG11 4:D9:86:ARG:HB2 2.00 0.44
4:E3:51:TYR:HB3 4:E3:59:PHE:HB3 2.00 0.44
4:E3:395:LEU:HD23 4:E3:395:LEU:HA 1.85 0.44
3:E6:247:ALA:HB3 3:E6:355:.1LE:HB 1.99 0.44
3:E6:406:HIS:HA 3:E6:409:VAL:HG22 2.00 0.44
3:E6:425:LEU:HD12 3:E6:425:LEU:HA 1.84 0.44
4:E7:252:LYS:HE3 4:E7:350:LYS:HZ1 1.83 0.44
3:E8:222:PRO:HD2 4:E9:324:LYS:HE3 1.99 0.44
4:E9:256:ASN:O 4:E9:256:ASN:ND2 2.47 0.44
4:E9:289:LEU:O 4:E9:293:MET:HG3 2.17 0.44
3:F0:69:ASP:HA 3:F0:145: THR:HG21 2.00 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
8:k:13:VAL:HG13 8:k:24:VAL:HB 2.00 0.44
R:1:17:GLN:HE22 R:1:22:VAL:HG12 1.83 0.44
8:1:134:ILE:HD12 &:1:138:GLY:HA2 1.99 0.44
7:u:72:SER:HB3 7:u:108:ILE:HG22 1.98 0.44
1:11:247- TYR:HE2 3:D0:81:GLY:HA3 1.83 0.44
2:A:467:PRO:HG2 4:C7:270:PHE:HE2 1.82 0.44
3:A0:102:ASN:HD22 | 3:A0:104:ALA:HB3 1.82 0.44
4:B3:272:PRO:HG3 | 4:B3:284:LEU:HD11 2.00 0.44
4:C1:3:GLU:HB3 4:C1:130:LEU:HA 1.99 0.44
4:C3:5:VAL:HB 4:C3:133:PHE:HD1 1.82 0.44
4:C3:289:LEU:HD23 | 4:C3:365:VAL:HG12 2.00 0.44
3:C4:137:MET:HE3 | 3:C4:154:LEU:HD22 1.99 0.44
3:C4:234:VAL:HG22 | 3:C4:272:TYR:HB2 2.00 0.44
3:C4:269:LEU:HB2 3:C4:384:1LE:HD11 2.00 0.44
3:C6:26:LEU:HD23 3:C6:26:LEU:HA 1.89 0.44
3:C6:70:LEU:HD12 | 3:C6:145: THR:HG23 2.00 0.44
3:C6:237:SER:HA 3:C6:320:ARG:HD2 1.99 0.44
4:C7:86:ARG:HG2 4:C7:88:ASP:H 1.82 0.44
4:C9:117:LEU:HD21 4:C9:154:LYS:HB3 2.00 0.44
3:D&:405:VAL:HG13 | 3:D8:418:PHE:HE2 1.83 0.44
4:D9:381:VAL:HB 4:D9:415:MET:HE1 1.99 0.44
3:E8:32:PRO:HD2 5:G:125:ARG:NH2 2.33 0.44
3:E8:320:ARG:HH21 | 3:E8:358:GLN:HG3 1.83 0.44
4:E9:256:ASN:HB2 4:F9:350:LYS:HE3 2.00 0.44
4:E9:360:GLY:HA3 5:G:100:TYR:HD2 1.83 0.44
3:F0:228:ASN:HA 3:F0:231:ILE:HG22 1.98 0.44
4:F1:172:SER:OG 4:F1:205:GLU:HG3 2.18 0.44
6:1:290:ASP:HB2 6:1:297: TRP:CD1 2.53 0.44
7:c:112:PHE:HB2 7:c:131:TRP:HE1 1.82 0.44
7:g:78:ALA:HB3 7:g:112:PHE:HE1 1.82 0.44
7:1:72:SER:O 7:1:108:ILE:HA 2.18 0.44
7:1:144:LEU:HD22 7:1:148:PHE:HE1 1.83 0.44
7:m:175:SER:H 7:m:178:ARG:NH1 2.16 0.44
7:m:72:SER:HB2 7m:108:ILE:HG22 1.99 0.44
7:q:97:ARG:HH21 7:s:T:ALA:H 1.64 0.44
2:A:490:HIS:ND1 2:A:493:LYS:HG2 2.33 0.44
4:A3:316:MET:HB2 | 4:A3:366: THR:HG22 1.99 0.44
4:A3:372:THR:HG21 | 4:A3:426:GLN:HG2 2.00 0.44
3:A6:200:VAL:HG13 | 3:A6:268:MET:HE2 1.99 0.44
4:A7:42:LEU:HD22 | 4:A7:356:ILE:HD11 1.99 0.44
3:A8:69:ASP:O 3:A8:94:SER:HA 2.18 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
4:B1:313:ALA:HB3 | 4:B1:349:MET:HB3 2.00 0.44
4:B3:73:MET:HA 4:B3:76:VAL:HG12 1.99 0.44
3:B6:318:MET:HE3 | 3:B6:318:MET:HB3 1.86 0.44
3:B8:168:ASN:HD22 | 3:B&:198: THR:HG21 1.83 0.44
3:B8:417:GLU:HA 3:B8:420:GLU:HG2 2.00 0.44
3:C2:135:PHE:HZ 3:C2:157:LEU:HD21 1.83 0.44
3:02:386:GLU:HA 3:C2:389:SER:HB2 1.99 0.44
4:C3:293:MET:HA 4:C3:298:ASN:ND2 2.33 0.44
4:C7:39:ASP:HA 8:1:54:ARG:HH22 1.83 0.44
3:D0:335:1LE:HG23 3:D0:341:ILE:HD12 1.98 0.44
3:D2:319:TYR:HB3 | 3:D2:323:VAL:HG21 2.00 0.44
4:D5:42:LEU:HD13 4:D5:356:ILE:HD11 1.98 0.44
4:D7:117.LEU:HD21 | 4:D7:154:LYS:HG2 2.00 0.44
5:E:127:ARG:HE 3:F0:365:GLY:HA3 1.83 0.44
3:E2:100:ALA:O 4:E3:255:VAL:HG11 2.17 0.44
4:E7:24:ILE:HG23 4:E7:28:HIS:HD?2 1.83 0.44
3:F0:223: THR:HG23 3:F0:225: THR:H 1.83 0.44
4:F1:44:LEU:HA 4:F1:47.1LE:HB 2.00 0.44
4:F1:399:THR:HG22 | 4:F1:403:-MET:HG3 2.00 0.44
6:H:344:1LE:HD11 6:H:368:LEU:HD13 2.00 0.44
6:H:344:1LE:HG22 6:H:359:VAL:HG22 1.99 0.44
7:w:95:TYR:O 7:-w:99:MET:HG2 2.18 0.44
1:10:250:GLU:HG3 | 3:CR:229:ARG:HH21 1.83 0.44
4:A9:2:ARG:HD3 4:A9:240:LEU:HD23 1.99 0.44
4:B1:16:ILE:HG22 4:B1:226:ASN:OD1 2.18 0.44
4:B3:212:PHE:HZ 3:B4:326:LYS:HG3 1.83 0.44
3:B6:255:PHE:O 3:B6:259:LEU:HB2 2.17 0.44
4:B7:321:MET:HE2 | 4:B7:363:MET:HE3 2.00 0.44
2:C:224:THR:O 2:C:228:LEU:CB 2.56 0.44
4:C3:156:ARG:HH22 4:C3:197:ASP:H 1.66 0.44
4:C9:148:GLY:O 4:C9:152:ILE:HG12 2.18 0.44
4:D1:101: TRP:HE3 4:D1:403:MET:HE1 1.83 0.44
4:D3:6:HIS:CE1 4:D3:8:GLN:HG2 2.53 0.44
3:E6:175:PRO:HG3 3:E6:390:ARG:CZ 2.47 0.44
5:G:115: THR:HG22 5:G:118:ARG:HG2 2.00 0.44
6:1:321:PHE:HE2 6:1:337:VAL:HG23 1.82 0.44
6:J:300:ASN:HD21 6:J:306:LEU:HD11 1.83 0.44
7:¢:9:PRO:HA 7:e:12:VAL:HG22 2.00 0.44
7:¢:139:PRO:O 7:e:143:ILE:HG12 2.18 0.44
4:A1:293:MET:HE3 | 4:A1:367:PHE:CD1 2.52 0.43
3:A2:27:GLU:CD 3:A2:243:ARG:HH12 2.26 0.43
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3:A2:244:PHE:CG 3:A2:358:GLN:HG3 2.53 0.43
4:A9:102:ALA:HB2 4:A9:398:TYR:HD1 1.83 0.43
4:B3:156:ARG:HA 4:B3:156:ARG:HD2 1.76 0.43
4:B3:252:LYS:HB3 4:B3:350:LYS:NZ 2.33 0.43
4:B7:100:ASN:HD21 | 4:B7:397:TRP:HB3 1.83 0.43
3:C0:12:ALA:HB2 10:C0:501:GTP:C5 2.53 0.43
3:C0:84:ARG:HH12 7:1:95: TYR:HD1 1.66 0.43
3:C2:53:PHE:HB3 3:C2:61:HIS:HB3 2.00 0.43
3:C6:224:TYR:CD2 | 4:C7:323: THR:HG21 2.52 0.43
4:C7:287:PRO:O 4:C7:291:GLN:HG2 2.17 0.43
3:C8:72:PRO:HD2 4:C9:2:ARG:HH21 1.82 0.43
4:D7:163:1LE:HG21 4:D7:250:LEU:HB3 1.99 0.43
3:E4:220:GLU:C 3:E4:222:PRO:HD3 2.43 0.43
4:E9:250:LEU:HA 4:E9:253:LEU-HG 1.99 0.43
3:F0:276:ILE:HG12 3:F0:284:GLU:OE2 2.18 0.43
6:K:284:VAL:HA 6:K:300:ASN:HA 2.00 0.43
7:a:172:VAL:HB 7:a:204: THR:HG21 2.00 0.43
7:¢c:15:ARG:HG2 7.c:45:MET:HE1 2.00 0.43
7:3:72:SER:HB3 7:3:108:1ILE:HG22 2.00 0.43
7:x:71:LYS:HD3 7:x:106:GLN:HG2 1.99 0.43
4:A3:309:ARG:H 4:A3:372: THR:HG22 1.83 0.43
3:A4:175:PRO:HA 3:A4:390:ARG:HD2 2.01 0.43
3:A6:328:VAL:HG21 | 3:A6:355:ILE:HD11 2.00 0.43
4:AT7:11:GLN:HA 4:AT7:72:THR:HG21 1.99 0.43
4:A7:36:TYR:HE2 7:b:90:PRO:HG2 1.83 0.43
2:B:565:ASP:HB3 2:B:571:MET:HG2 2.01 0.43
3:B0:53:PHE:HB3 3:B0:61:HIS:HB3 2.00 0.43
4:B1:155:VAL:HA 4:B1:158:GLU:HG3 2.00 0.43
4:B1:230:SER:HA 4:B1:233:MET:HG2 1.99 0.43
4:B1:406:MET:O 4:B1:410:GLU:HG2 2.17 0.43
3:B6:3:GLU:HA 3:B6:51: THR:HA 2.00 0.43
4:B9:35: THR:HG22 7:h:83:PRO:HG3 2.00 0.43
3:C2:422:ARG:HH22 | 3:C2:425:LEU:HD23 1.83 0.43
4:C9:117:LEU:HD23 | 4:C9:121:ARG:HH12 1.83 0.43
4:C9:374:1ILE:HD11 4:C9:422:TYR:CZ 2.54 0.43
4:D1:349:MET:HB3 | 4:D1:349:MET:HE2 1.74 0.43
3:D2:241:SER:HB2 3:D2:249:ASN:HB2 2.00 0.43
4:D3:66:MET:HA 4:D3:91:VAL:HG23 1.99 0.43
4:D9:229:VAL:HG12 | 4:D9:233:MET:HE3 1.99 0.43
4:E3:299:MET:HE1 4:E3:367:PHE:HE2 1.82 0.43
6:K:386:MET:HG2 6:K:395:VAL:HG22 2.00 0.43
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Atom-1 Atom-2 distance (A) overlap (A)
7:b:67:-HIS:HD2 7:d:23:LEU:HD22 1.83 0.43
7:e:56:LYS:HE2 7:e:60:ASN:HB2 2.00 0.43
7:¢:64:PRO:HD2 7:e:67:HIS:CE1 2.53 0.43
7:e:110:ILE:O 7:e:131: TRP:HB2 2.18 0.43
7:1:100:ASN:HB3 7:h:6:PHE:CE1 2.54 0.43
7:2:79:ASP:HB3 7:g:167:VAL:HG21 2.00 0.43
8:k:61:ASN:HB3 8:k:62:PHE:H 1.66 0.43
7:p:74:ALA:HB2 7:p:172:VAL:HG12 2.00 0.43
2:A:469:GLN:HE22 4:C7:276:ARG:N 2.16 0.43
4:A1:16:ILE:HG13 4:A1:233:MET:HE1 1.99 0.43
4:A5:248:SER:HA 4:A5:252:LYS:HD2 1.99 0.43
4:A5:321:MET:HG2 | 4:A5:363:MET:HE3 1.99 0.43
3:A6:90:GLU:HB3 3:A6:121:ARG:NH1 2.33 0.43
2:B:209:PHE:HD1 2:B:211:GLN:HG3 1.82 0.43
4:B1:27:GLU:HA 4:B1:359:LYS:HD3 2.00 0.43
4:B5:3:GLU:HA 4:B5:49:VAL:HA 1.99 0.43
3:B&:181:VAL:HG22 | 4:B9:256:ASN:OD1 2.17 0.43
4:C1:169:VAL:HG22 | 4:C1:202:ILE:HD11 1.99 0.43
4:C3:208:TYR:O 4:C3:212:PHE:HB2 2.18 0.43
3:C6:181:VAL:HG23 | 4:C7:350:LYS:HB2 2.00 0.43
3:CR:272: TYR:HA 3:C8:376:CYS:HA 2.01 0.43
3:C8:407:TRP:CG | 4:C9:255:VAL:HG23 2.53 0.43
4:C9:272:PRO:HD3 4:C9:364:SER:HB2 2.00 0.43
4:D3:253:LEU:HG 4:D3:257:LEU:HD12 1.99 0.43
4:D9:284:LEU:HD23 | 4:D9:362:LYS:HG2 2.01 0.43
3:E2:21: TRP:CZ3 3:E2:52:PHE:HB3 2.53 0.43
3:E2:275:ILE:HG23 | 3:E2:368:LEU:HD21 2.00 0.43
3:E4:405:VAL:HA 3:E4:408:TYR:CZ 2.53 0.43
4:E7:256:ASN:HD22 | 4:E7:350:LYS:HD3 1.83 0.43
3:ER:273:ALA:HA 3:ER:275:1LE:HG13 1.98 0.43
3:E8:313:MET:O 3:E8:350:GLY:HA3 2.19 0.43
4:E9:333:VAL:HG13 | 4:E9:341:PHE:CE2 2.53 0.43
7:3:111:ILE:HD13 7:3:132:LEU:HB2 2.00 0.43
3:A6:12:ALA:HB3 3:A6:140:ALA:HB2 2.00 0.43
3:A6:230:LEU:HG 3:A6:275:ILE:HD11 2.01 0.43
4:AT7:282:ARG:HG2 | 4:B1:86:ARG:HH12 1.83 0.43
3:B6:274:PRO:HG3 | 3:B6:286:LEU:HD12 1.99 0.43
3:B&:21:TRP:CZ2 3:B&:65:CYS:HB2 2.53 0.43
3:C0:220:GLU:HB3 | 3:C0:221:ARG:HD2 1.99 0.43
3:C2:132:LEU:HD22 | 3:C2:164:LYS:HD?2 2.00 0.43
3:D0:60:LYS:HG3 3:D0:62:VAL:HG23 2.00 0.43
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3:D0:276:1LE:HD13 | 3:D0:286:LEU:HD11 2.00 0.43
4:D1:7:-VAL:HG11 4:D1:151:LEU:HD11 2.00 0.43
3:D4:140:ALA:HA 3:D4:171:SER:HB3 2.01 0.43
4:D5:167:PHE:CE2 | 4:D5:233:MET:HG2 2.53 0.43
4:D5:240:LEU:HD21 | 4:D5:249:ASP:HB2 2.00 0.43
4:D7:171:PRO:HB3 | 4:D7:181:GLU:HG2 2.01 0.43
3:D8:69:ASP:0O 3:D8:94:SER:HA 2.18 0.43
3:E2:21:TRP:CZ2 3:E2:65:CYS:HB3 2.53 0.43
4:E5:309:ARG:HH21 4:E5:342:VAL:HA 1.84 0.43
3:E6:204:LEU:HD22 | 3:E6:209:ILE:HD11 2.01 0.43
7:¢:105:ASN:HB2 7:¢:39:PRO:HG2 2.00 0.43
7:1:200:ASP:O 7:n:204: THR:HG22 2.19 0.43
3:A8:306:ASP:HB3 3:A8:309:HIS:CE1 2.53 0.43
2:B:371:ARG:NH2 4:B7:231:ALA:HB2 2.34 0.43
2:B:506:PHE:CG 3:D4:245:ASP:HB3 2.54 0.43
3:B0:292: THR:HG21 | 3:B0:331:ALA:HB1 1.99 0.43
4:B1:198:GLU:HG2 4:B1:266:PHE:HE2 1.83 0.43
3:B6:201:ALA:HB3 3:B6:267:PHE:HD1 1.83 0.43
3:B8&:265:ILE:HG12 3:B8:432: TYR:HE1 1.83 0.43
3:C2:115:VAL:HG21 | 3:C2:152:LEU:HD22 2.00 0.43
3:C4:30:ILE:HG21 3:C4:53:PHE:HE2 1.83 0.43
4:C7:102:ALA:HB2 4:CT7:403:MET:SD 2.59 0.43
4:C9:293:-MET:HE2 | 4:C9:365:VAL:HG11 2.00 0.43
4:D1:229:VAL:HG12 | 4:D1:233:MET:HE3 2.00 0.43
3:D6:156:ARG:HA | 3:D6:159:VAL:HG12 2.00 0.43
3:E2:288:VAL:HB 3:E2:327:ASP:HB3 1.99 0.43
4:E9:309:ARG:HB2 | 4:E9:426:GLN:HG2 2.00 0.43
4:F1:273:LEU:HD23 4:F1:273:LEU:HA 1.92 0.43
6:1:250:HIS:CE1 6:1:256: LEU:HD13 2.53 0.43
7m:71:LYS:HG2 7:m:109:GLU:OE1 2.19 0.43
3:A0:269:LEU:HD12 | 3:A0:301:MET:HE3 2.00 0.43
4:A3:272:PRO:HD3 | 4:A3:289:LEU:HD11 2.00 0.43
3:A6:319:TYR:HD2 | 3:A6:355:ILE:HG13 1.83 0.43
4:A7:274:THR:HG22 | 4:A7:282:ARG:HE 1.84 0.43
4:A9:156:ARG:HD3 | 4:A9:164:MET:HE3 2.00 0.43
3:B4:236:SER:O 3:B4:240:ALA:HB2 2.17 0.43
3:B6:75:VAL:HG13 3:B6:92:LEU:HB3 2.01 0.43
4:B7:183:TYR:HA 4:B7:385:PHE:HE2 1.83 0.43
3:C2:259:LEU:HB3 3:C2:268:MET:HE1 2.00 0.43
4:C5:290: THR:HA 4:C5:293:MET:HE2 2.00 0.43
3:C6:76:ASP:HA 3:C6:79:ARG:HB2 2.01 0.43
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3:C8:402:ARG:HA 3:C8:402:ARG:HD3 1.80 0.43
4:D1:396:HIS:HA 4:D1:399: THR:HG22 2.00 0.43
3:E2:168:ASN:O 3:E2:201:ALA:HA 2.19 0.43
3:E8:225: THR:HG23 5:G:120:GLU:OE2 2.18 0.43
4:F1:318:ARG:HG2 4:F1:354:CYS:HB3 2.00 0.43
4:A3:10:GLY:O 4:A3:14:ASN:HB2 2.18 0.43
4:A9:330:MET:HE2 | 4:A9:349:MET:HE2 2.00 0.43
3:B6:405:VAL:HG13 | 3:B6:418:PHE:HE2 1.82 0.43
3:B&:139:ASN:O 3:B&:170:CYS:HA 2.18 0.43
4:C3:32:PRO:HB3 4:C3:81:PHE:CG 2.53 0.43
4:C3:316:MET:HE2 | 4:C3:366: THR:HG23 2.01 0.43
3:C6:103:PHE:HB3 | 3:C6:189:LEU:HD23 2.01 0.43
4:D1:288:GLU:HA 4:D1:291:GLN:HG2 2.00 0.43
3:D2:267:PHE:HB2 | 3:D2:384:ILE:HD12 1.99 0.43
3:D6:377:-MET:HE3 | 3:D6:377:MET:HB3 1.92 0.43
3:E0:323:VAL:HG22 | 3:E0:373:ARG:HG2 2.01 0.43
4:E1:42:LEU:HD22 4:E1:356:1ILE:HD11 1.99 0.43
4:E1:187.:LEU:HD21 | 4:E1:403:MET:HE1 2.00 0.43
4:E1:219:THR:HA 3:E2:326:LYS:NZ 2.34 0.43
3:E2:395:PHE:HD2 | 3:E2:422:ARG:HH11 1.67 0.43
4:E5:61:PRO:HD3 4:E5:84:LEU:HG 1.99 0.43
4:E9:296:ALA:HA 4:E9:305:PRO:HG2 2.01 0.43
6:H:299:1LE:HD11 6:H:305:LEU:HD13 2.01 0.43
6:H:306:LEU:HD22 6:H:313:TRP:HB3 2.00 0.43
6:J:376:LEU:HD23 6:J:388:LEU:HD22 2.00 0.43
7:2:142:GLU:O 7:2:146:ARG:HG2 2.19 0.43
8:1:53:VAL:HG13 8:1:92: TRP:HH2 1.84 0.43
7:q:53:GLY:HA2 7:q:62:VAL:HG21 2.01 0.43
7:r:55:LEU:HD21 7:r:68:LEU:HD11 1.99 0.43
3:A0:21: TRP:HZ3 3:A0:52:PHE:HB3 1.84 0.43
3:A0:70:LEU:HD12 | 3:A0:145:THR:HG22 1.99 0.43
3:A2:72:PRO:O 3:A2:76:ASP:HB2 2.19 0.43
4:A5:309:ARG:O 4:A5:372: THR:HG22 2.19 0.43
3:A6:301:MET:HE3 | 3:A6:301:MET:HB3 1.81 0.43
3:B0:269:LEU:HD22 | 3:B0:303:ALA:HB3 2.01 0.43
3:B2:154:LEU:HB3 3:B2:197:HIS:HB3 2.01 0.43
4:B3:153:SER:HA 4:B3:195:ASN:HD22 1.84 0.43
3:B&:72:PRO:HG2 4:B9:46:ARG:HH21 1.84 0.43
3:C0:189:LEU:HD11 | 3:C0:418:PHE:HD2 1.82 0.43
3:C0:212:ILE:HG22 | 3:C0:275:ILE:HD13 2.01 0.43
4:C5:108:GLU:HG2 | 4:C5:111:GLU:HG3 2.01 0.43
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4:C5:213:ARG:HD2 4:C5:297:LYS:HG2 2.01 0.43
4:C5:266:PHE:HD2 | 4:C5:368:VAL:HG12 1.84 0.43
3:C6:31:GLN:NE2 8:1:65:GLU:HG2 2.29 0.43
4:D1:138:SER:HA 4:D1:169:VAL:HG22 2.00 0.43
4:D1:140:GLY:HA2 4:D1:184:ASN:HB2 1.99 0.43
3:D4:306:ASP:HB3 3:D4:309:HIS:CE1 2.54 0.43
4:D5:113:ILE:HG12 4:D5:154:LYS:HD3 2.00 0.43
3:E0:275:ILE:HG23 | 3:E0:368:LEU:HD21 2.01 0.43
4:E1:100:ASN:HB3 4:E1:103:LYS:HB3 2.01 0.43
3:E2:174:SER:HB3 3:E2:177:VAL:O 2.18 0.43
6:J:258:ALA:HB3 6:J:273:PHE:HE1 1.84 0.43
6:K:323:LYS:HB3 6:K:323:LYS:HE3 1.78 0.43
6:K:386:MET:HA 6:K:394:VAL:O 2.19 0.43
7:0:77:PHE:CD2 7:0:150:VAL:HG21 2.54 0.43
7:q:141: THR:O 7:q:145:LYS:HG3 2.18 0.43
1:13:247:TYR:HA 1:13:251:TYR:HD1 1.84 0.43
3:A2:247:ALA:HB3 3:A2:355:ILE:HB 2.01 0.43
4:A3:6:HIS:HB3 4:A3:21:TRP:HZ2 1.84 0.43
4:A3:318:ARG:NH1 | 4:A3:358:PRO:HG3 2.34 0.43
4:A9:200:GLN:HB3 | 4:A9:268:ILE:HD11 2.01 0.43
4:B3:134:GLN:HA 4:B3:165:GLU:O 2.19 0.43
3:C0:120:ASP:0O 3:C0:124:LYS:HG2 2.19 0.43
4:C1:318:ARG:HG2 4:C1:357:PRO:HA 2.00 0.43
3:C2:188:VAL:HG23 | 3:C2:425:LEU:HD22 2.01 0.43
4:C5:27:GLU:HA 4:C5:359:LYS:HD3 2.01 0.43
4:C5:195:ASN:C 4:C5:195:ASN:HD22 2.27 0.43
4:C5:388:-MET:HE3 | 4:C5:388:MET:HB2 1.91 0.43
3:C6:318:MET:HB2 | 3:C6:376:CYS:HB3 1.99 0.43
4:C9:87:PRO:HA 4:C9:90:PHE:HD2 1.84 0.43
3:D0:136:LEU:HD23 3:D0:138:PHE:HZ 1.84 0.43
4:D1:165:GLU:HG2 | 4:D1:250:LEU:HD21 2.01 0.43
4:D1:326:VAL:O 4:D1:330:MET:HG2 2.19 0.43
3:D4:137:MET:O 3:D4:168:ASN:HA 2.19 0.43
3:D4:319:TYR:HB3 | 3:D4:323:VAL:HG21 2.01 0.43
4:D7:389:PHE:CE2 | 4:D7:395:LEU:HD11 2.53 0.43
4:D9:148:GLY:O 4:D9:152:ILE:HG12 2.18 0.43
3:E2:194:.LEU:HD12 | 3:E2:198: THR:HG21 2.00 0.43
3:E6:223: THR:HG22 3:E6:225: THR:H 1.84 0.43
3:E6:250:VAL:HG21 | 3:E6:318:MET:HE1 2.01 0.43
4:E9:167:PHE:CE2 4:E9:233:MET:HG2 2.53 0.43
4:F1:102:ALA:HB1 4:F1:401:GLU:OE2 2.19 0.43

Continued on next page...




Page 134

Full wwPDB EM Validation Report

EMD-72719, 9YA3

Continued from previous page...

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

7:j:56:LYS:HD2 7:7:60:ASN:HA 2.01 0.43
8:1:61:ASN:OD1 :1:67:ALA:HA 2.18 0.43
7:m:63:1LE:HG22 7:0:16:ARG:HD2 2.00 0.43
3:A4:407:TRP:CE3 4:A5:255:VAL:HA 2.54 0.43
4:A5:201:VAL:HG21 | 4:A5:374:ILE:HD11 2.01 0.43
4:B1:95:-THR:HG21 | 4:B1:108:GLU:HG2 2.00 0.43
3:C0:296:PHE:CE2 3:C0:335:ILE:HG21 2.53 0.43
4:C9:221: THR:HG23 4:C9:223:GLY:H 1.83 0.43
4:D1:286:VAL:HG11 4:D1:326:VAL:HA 2.01 0.43
3:D2:276:ILE:HD12 3:D2:281:ALA:HA 2.01 0.43
4:D5:248:SER:HA 4:D5:252:LYS:HD3 2.00 0.43
4:D7:313:ALA:O 4:D7:349:MET:HA 2.19 0.43
4:E1:170:PHE:CD2 | 4:E1:201:VAL:HG13 2.54 0.43
4:E3:20:PHE:HA 4:E3:230:SER:OG 2.19 0.43
3:E4:271:SER:HB3 3:E4:301:MET:HE2 2.00 0.43
4:E5:36:TYR:HE1 7:u:90:PRO:HG2 1.83 0.43
4:E9:19:LYS:HA 4:F9:22:GLU:HB2 2.00 0.43
3:F0:265:ILE:HG13 | 3:F0:435:VAL:HG21 2.01 0.43
4:F1:113:ILE:HA 4:F1:116:VAL:HG12 1.99 0.43
6:H:296:LEU:HB3 6:H:308: TRP:HB3 1.99 0.43
7:¢:119:ARG:HH12 7:¢:137:GLU:HB3 1.83 0.43
7:1:10:LEU:HD12 7:1:147:HIS:CG 2.54 0.43
7:j:84:LYS:HB2 7:j:168:PRO:HD3 2.00 0.43
7:r:63:ILE:HD11 7:r:132:LEU:HD13 2.01 0.43
7-w:14:LYS:HD2 7-w:45:MET:HG2 2.01 0.43
3:A0:210:TYR:CD1 | 3:A0:222:PRO:HG2 2.54 0.42
3:A2:51:THR:OG1 3:A2:243:ARG:HG2 2.19 0.42
3:A2:286:LEU:HD22 | 3:A2:371:VAL:HG11 2.00 0.42
4:A5:207:LEU:HB3 4:A5:225:.LEU:HG 2.00 0.42
3:A6:156:ARG:HA 3:A6:159:VAL:HG12 2.01 0.42
3:A6:185:TYR:HA 3:A6:395:PHE:HE?2 1.84 0.42
4:A9:98:GLY:O 3:B0:257:-THR:HG21 2.18 0.42
2:B:464:LYS:HG2 2:B:465:LEU:H 1.84 0.42
2:B:519:LEU:HB3 4:D3:360:GLY:HA3 2.00 0.42
3:B8:64:ARG:HH21 | 3:B8:128:ASN:HD22 1.66 0.42
4:B9:320:ARG:HA 4:B9:320:ARG:HD2 1.79 0.42
3:C0:145: THR:HG23 | 3:C0:149:LEU:HD22 2.00 0.42
4:C3:239:CYS:HB2 4:C3:354:CYS:HB2 2.00 0.42
3:C4:285:GLN:OE1 3:CR:56:THR:HA 2.19 0.42
3:D2:191:THR:O 3:D2:195:LEU:HB2 2.19 0.42
3:D2:304:LYS:HD2 3:D2:304:LYS:HA 1.76 0.42
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3:D4:88:HIS:HE1 3:D4:90:GLU:HG3 1.83 0.42
3:D8:397:LEU:HD23 | 4:D9:346:PRO:HD3 2.01 0.42
4:D9:139:LEU:HD11 | 4:D9:192:LEU:HD22 2.00 0.42
3:E2:403:ALA:HB2 4:E3:344: TRP:HZ3 1.84 0.42
4:E5:6:HIS:CE1 4:E5:8:GLN:HE21 2.37 0.42
3:E6:3:GLU:OFE1 3:E6:129:CYS:HB3 2.19 0.42
3:E8:119:LEU:HA 3:E8:122:1LE:HB 2.01 0.42
3:E8:228:ASN:HA 3:E8:231:ILE:HG22 2.00 0.42
6:H:303:GLY:HA3 6:H:323:LYS:HG3 2.01 0.42
6:J:344:1LE:HD13 6:J:376:LEU:HD21 2.01 0.42
7:1:68:LEU:HA 7:£:71:LYS:HE3 2.01 0.42
7:n:78:ALA:HA 7:n:167:VAL:HG13 2.01 0.42
7:p:82:ASP:HB3 7:p:85:CYS:HB3 2.00 0.42
7:v:146:ARG:HD3 7:v:156:VAL:HG11 2.01 0.42
7:x:140:LEU:HA 7:x:143:ILE:HG22 2.00 0.42
3:A0:408:TYR:O 3:A0:411:GLU:HG3 2.19 0.42
4:A1:113:ILE:HA 4:A1:116:VAL:HG12 2.01 0.42
3:A6:234:VAL:HG21 | 3:A6:302:MET:HE1 2.00 0.42
3:B0:335:ILE:HG23 3:B0:341:ILE:HD11 2.00 0.42
4:B1:273:LEU:HD23 4:B1:273:LEU:HA 1.92 0.42
3:B2:174:SER:HB3 3:B2:207:GLU:HG2 2.01 0.42
4:B5:24:ILE:HD13 4:B5:24:1ILE:HA 1.93 0.42
3:B&:76:ASP:HA 3:B8:79:ARG:HD2 2.00 0.42
3:C0O:7:ILE:HG13 3:C0:66:VAL:HG12 2.01 0.42
4:C3:136: THR:HG21 | 4:C3:233:MET:HE3 2.00 0.42
4:C3:398: TYR:HD2 4:C3:408:PHE:HZ 1.68 0.42
4:C7:406:-MET:HE3 | 4:C7:406:MET:HB3 1.89 0.42
3:C8:153:LEU:O 3:C8:157:LEU:HB3 2.19 0.42
3:D0:285:GLN:HB3 3:D4:56: THR:HA 2.01 0.42
4:D1:240:LEU:HD11 4:D1:250:LEU:H 1.85 0.42
3:D2:431:ASP:HA 3:D2:434:GLU:HG3 2.01 0.42
3:E0:395:PHE:HE2 3:E0:422:ARG:HB2 1.84 0.42
4:E3:316:MET:HE1 | 4:E3:368:VAL:HG21 2.01 0.42
3:E4:430:LYS:0O 3:E4:434:GLU:HG2 2.19 0.42
4:E7:49:VAL:HG11 4:E7:241:ARG:HG2 2.01 0.42
3:E8:413:MET:HB3 3:ER:417:GLU:OE2 2.20 0.42
4:E9:311:LEU:HD23 4:E9:422:TYR:CZ 2.54 0.42
6:H:218:LEU:HD23 6:H:230: TRP:CZ3 2.52 0.42
7:1:14:LYS:O 7:1:18:ASN:HB2 2.20 0.42
7:p:113:VAL:HG22 7:p:134:ILE:HD12 2.01 0.42
7:q:194:ARG:HH12 7:q:198:ARG:NH1 2.17 0.42
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7:u:170:VAL:HG23 7:u:183:LEU:HB2 2.01 0.42
7:v:9:PRO:HA 7:v:12:VAL:HG22 2.01 0.42
7:-w:84:LYS:HB2 7:w:168:PRO:HD3 2.01 0.42
3:A4:36:MET:HE2 3:A4:36:MET:HB3 1.98 0.42
3:B0:209:1ILE:HA 3:B0:212:ILE:HG22 2.00 0.42
3:B2:70:LEU:HD13 3:B2:110:ILE:HG23 2.00 0.42
3:B2:402:ARG:HD3 3:B2:402:ARG:HA 1.85 0.42
3:B4:9:VAL:HG21 3:B4:149:LEU:HB3 2.01 0.42
3:B8:246:GLY:HA2 3:B8:357:TYR:HD1 1.84 0.42
3:C0:14:ILE:HD12 3:C0:67:PHE:HB3 2.00 0.42
3:C2:79:ARG:HA 3:C2:87:PHE:HZ 1.84 0.42
3:C2:119:LEU:HG 3:C2:156:ARG:HD3 2.00 0.42
3:C2:243:ARG:NH2 | 3:C2:320:ARG:HH21 2.17 0.42
4:C3:31:ASP:H 4:C3:36:TYR:HB3 1.84 0.42
3:D0:141:VAL:HG21 | 3:D0:172:TRP:CE3 2.54 0.42
4:D3:202:1ILE:HD13 | 4:D3:229:VAL:HG13 2.01 0.42
4:D5:49:VAL:HG21 4:D5:241:ARG:HG2 2.00 0.42
3:D6:388:PHE:HB2 3:D6:429:GLU:OE2 2.19 0.42
4:D7:193:VAL:HA 4:D7:264:HIS:CE1 2.54 0.42
4:E1:232:ALA:HB1 4:E1:268:1ILE:HG21 2.00 0.42
4:E1:256:ASN:HD22 | 4:E1:350:LYS:HD2 1.85 0.42
3:E6:315:CYS:HB2 3:E6:377:-MET:HE2 2.00 0.42
3:F0:70:LEU:HD13 3:F0:110:ILE:HG23 2.00 0.42
6:J:300:ASN:ND2 6:J:306:LEU:HD11 2.34 0.42
7:e:49:LEU:HD21 T:e:144:LEU:HD21 2.00 0.42
4:A3:31:ASP:0OD1 4:A3:32:PRO:HD2 2.20 0.42
4:A5:68:LEU:HB3 4:A5:96:GLY:HA2 2.01 0.42
4:A5:358:PRO:HG2 | 4:A5:361:LEU:HB2 2.00 0.42
4:A9:198:GLU:HG2 4:A9:266:PHE:HE2 1.84 0.42
3:B2:240:ALA:HB1 | 3:B2:356:ASN:HD22 1.83 0.42
4:B3:133:PHE:O 4:B3:164:MET:HA 2.18 0.42
3:B&:269:LEU:HD21 | 3:B&:305:CYS:HB3 2.00 0.42
4:C1:136: THR:HG22 | 4:C1:167:PHE:HB2 2.01 0.42
4:C3:35:'THR:HB 7:3:83:PRO:HG3 2.01 0.42
4:C3:313:ALA:HB1 4:C3:367:PHE:CZ 2.54 0.42
3:C4:147:SER:HB2 3:C4:190:SER:HB3 2.02 0.42
4:C7:356:ILE:HA 4:C7:357:PRO:HD3 1.87 0.42
4:C7:415:-MET:HE3 | 4:C7:415:MET:HB3 1.84 0.42
3:D0:269:LEU:HD11 | 3:D0:303:ALA:HB2 2.00 0.42
4:D3:89:ASN:HA 4:D3:119:VAL:HG21 2.02 0.42
4:E1:180:VAL:HA 4:E1:388:MET:HE1 2.01 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
4:E5:6:HIS:O 4:E5:63:ALA:HA 2.20 0.42
3:E6:407: TRP:CG 4:E7:255:VAL:HG23 2.55 0.42
3:E6:425:LEU:O 3:E6:429:GLU:HG2 2.19 0.42
3:E8:70:LEU:HD22 3:E8:110:1ILE:HG22 2.00 0.42
4:E9:170:PHE:HE1 4:E9:185:ALA:HB1 1.84 0.42
3:F0:53:PHE:HB3 3:F0:61:HIS:HB3 2.01 0.42
3:F0:211:ASP:HA 3:F0:214:ARG:HB3 2.00 0.42
6:1:315:LYS:HA 6:1:315:LYS:HE3 2.01 0.42
6:K:376:LEU:HD23 6:K:388:LEU:HD22 2.00 0.42
7:b:77:PHE:CD2 7:b:150: VAL:HG21 2.55 0.42
7:3:96: TYR:HE1 7:3:109:GLU:HA 1.85 0.42
8:1:79:ASP:HB3 8:1:82:ASP:HB2 2.01 0.42
8:1:132:ILE:HG12 8:1:143:ARG:HD3 2.00 0.42
7:1:64:PRO:HD2 7:r:67:HIS:CD2 2.55 0.42
3:B0:139:ASN:HD21 | 3:B0:168:ASN:HD21 1.68 0.42
4:B5:207:LEU:HB3 4:B5:225:LEU:HG 2.00 0.42
4:B9:186: THR:HG22 | 4:B9:415:MET:HE1 2.02 0.42
4:C3:8:GLN:O 4:C3:66:MET:HB3 2.20 0.42
3:C4:122:ILE:HD13 | 3:C4:157:LEU:HD21 2.01 0.42
3:C4:231:ILE:O 3:C4:235:1LE:HG12 2.19 0.42
3:C6:84:ARG:HE 8:1:59: THR:HG21 1.84 0.42
3:C6:231:1LE:O 3:C6:235:ILE:HG12 2.20 0.42
4:D3:28:HIS:CE1 4:D3:241:ARG:HD2 2.54 0.42
4:F1:120:VAL:O 4:E1:124:ALA:HB3 2.20 0.42
4:E5:179:VAL:HG22 | 3:E6:350:GLY:HA2 2.00 0.42
3:E6:189:LEU:HD21 | 3:E6:413:MET:HES3 2.01 0.42
4:E7:260:PHE:HB2 | 4:E7:263:LEU:HD13 2.00 0.42
3:E8:100:ALA:O 4:E9:255:VAL:HG11 2.19 0.42
4:E9:256:ASN:HD22 4:E£9:256:ASN:C 2.24 0.42
4:F¥1:133:PHE:HZ 4:F1:159:TYR:HD2 1.66 0.42
7:¢:79:ASP:HB3 7:¢:82:ASP:HB2 2.02 0.42
7:£:49:LEU:HD22 7:1:50:PHE:CE1 2.54 0.42
7:2:110:ILE:O 7:2:131: TRP:HB2 2.19 0.42
7:1:98: THR:HA 7:1:101:GLU:HG3 2.00 0.42
8:1:85:ARG:HG3 8:1:86:VAL:HG23 2.01 0.42
4:A1:91:VAL:HB 4:A1:112:LEU:HD11 2.01 0.42
3:A2:3:GLU:HG2 3:A2:132:LEU:HD13 2.02 0.42
4:A9:19:LYS:HD3 4:A9:19:LYS:HA 1.81 0.42
4:A9:268:1LE:HA 4:A9:367:PHE:O 2.19 0.42
4:B1:19:LYS:HA 4:B1:19:LYS:HD3 1.79 0.42
4:B3:318:ARG:O 4:B3:363:MET:HA 2.19 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
3:B4:309:HIS:HE1 3:B4:386:GLU:HG2 1.84 0.42
3:B4:334: THR:HA | 3:B4:337:THR:HG22 2.02 0.42
4:B7:113:ILE:HA 4:B7:116:VAL:HG12 2.02 0.42
3:C0:227:LEU:HD23 3:C0:227:LEU:H 1.85 0.42
3:C4:114:ILE:HD12 | 3:C4:117:LEU:HD12 2.01 0.42
3:CR:4:VAL:HG23 3:CR:135:PHE:HA 2.02 0.42
4:D7:212:PHE:HZ 3:D8&:326:LYS:HD2 1.85 0.42
4:E1:101:TRP:CE3 | 4:E1:187:LEU:HD23 2.54 0.42
4:E3:318:ARG:O 4:FE3:363:MET:HA 2.20 0.42
4:E5:20:PHE:HA 4:E5:23:VAL:HG22 2.01 0.42
4:E7:226:ASN:HA 4:E7:229:VAL:HG12 2.02 0.42
4:E9:200:GLN:HG3 | 4:E9:266:PHE:HD2 1.85 0.42
5:F:178:PRO:HB2 5:F:179:ARG:HD2 2.00 0.42
3:F0:398:MET:SD 4:F1:345:1ILE:HA 2.59 0.42
4:F1:211:CYS:HA 4:F1:215:LEU:HB3 2.01 0.42
7:3:129:MET:HE2 7:j:131: TRP:CZ2 2.55 0.42
&:1:50:VAL:HA 8:1:53:VAL:HG12 2.02 0.42
7:m:2:SER:HB2 7m:42:TYR:CZ 2.54 0.42
1:14:256:LEU:HD23 1:14:256:LEU:HA 1.87 0.42
3:A0:149:LEU:HD12 3:A0:149:LEU:HA 1.93 0.42
3:A2:67:PHE:HB2 3:A2:92:LEU:HD23 2.01 0.42
3:A4:57:GLY:H 2:C:254:GLY:H 1.67 0.42
4:AT7:68:LEU:HD23 4:AT7:68:LEU:HA 1.91 0.42
3:A8:71:GLU:HG2 3:A8:73: THR:H 1.85 0.42
4:B1:169:VAL:HG12 4:B1:202:ILE:HB 2.02 0.42
3:B2:198: THR:HG21 | 3:B2:201:ALA:HB2 2.02 0.42
3:B4:51: THR:HG21 | 3:B4:243:ARG:HG2 2.02 0.42
4:B5:113:ILE:HA 4:B5:116:VAL:HG12 2.01 0.42
3:B6:285:GLN:HB3 3:C0:56:THR:HA 2.01 0.42
4:B9:102:ALA:HB1 4:B9:401:GLU:HB2 2.01 0.42
2:C:238:HIS:HD2 7:a:165: THR:HG21 1.84 0.42
4:C1:28:HIS:NE2 4:C1:241:ARG:HD2 2.34 0.42
4:C3:374:1ILE:HB 4:C3:422:TYR:CE2 2.55 0.42
3:C4:296:PHE:HZ 3:C4:317:LEU:HD11 1.85 0.42
3:C4:296:PHE:CD1 | 3:C4:377:MET:HE2 2.55 0.42
4:C7:319:GLY:HA2 4:C7:357:PRO:HG3 2.01 0.42
3:C8:216:ASN:HB3 3:C8:275:ILE:O 2.20 0.42
3:D0:60:LYS:HA 3:D0:60:LYS:HD2 1.78 0.42
4:D1:174:LYS:HE3 4:D1:205:GLU:HB2 2.00 0.42
4:D1:189:VAL:HG21 | 4:D1:415:MET:HE1 2.01 0.42
3:D2:105:ARG:HH12 | 3:D2:110:ILE:HD11 1.84 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
3:D2:407:TRP:HZ2 4:D3:258:1LE:HD12 1.85 0.42
4:D3:240:LEU:HD21 | 4:D3:249:ASP:HB2 2.00 0.42
4:D7:283:ALA:HB2 4:F1:54:ALA:HA 2.01 0.42
3:E0:231:1LE:O 3:E0:235:1LE:HG12 2.19 0.42
3:E2:76:ASP:HA 3:E2:79:ARG:HD2 2.02 0.42
3:E2:95:GLY:HA3 3:E2:114:ILE:HD11 2.02 0.42
4:E3:100:ASN:HB3 4:E3:103:LYS:HB3 2.01 0.42
4:E5:132:GLY:HA2 4:E5:162:ARG:HB3 2.01 0.42
4:E7:286:VAL:HG11 4:E7:326:VAL:HA 2.01 0.42
6:1:245:PHE:HA 6:1:260: THR:HA 2.01 0.42
6:J:202: GLN:HB3 6:K:373:ASN:HD21 1.83 0.42
7:¢:9:PRO:HG3 7:e:146:ARG:HH21 1.84 0.42
7:£:10:LEU:HD12 7:£:147:HIS:CG 2.54 0.42
7n:67:HIS:HA 7:p:23:LEU:HD11 2.01 0.42
7:0:141:THR:O 7:0:145:LYS:HG2 2.19 0.42
7:4:191:GLU:HB2 7:4:195:ALA:HB2 2.02 0.42
1:12:257:PRO:HA 1:12:258:PRO:HD3 1.87 0.42
2:A:495:VAL:HG21 | 4:D1:279:GLN:HE22 1.85 0.42
3:A2:122:ILE:HG21 | 3:A2:157:LEU:HD11 2.02 0.42
3:A2:324:VAL:HG12 3:A2:326:LYS:H 1.83 0.42
4:A3:139:LEU:HD12 | 4:A3:170:PHE:CE2 2.55 0.42
4:A7:66:MET:HE1 4:A7:147T-MET:HG3 2.02 0.42
4:A9:164:MET:HE2 | 4:A9:164:MET:HB2 1.71 0.42
3:B8:219:ILE:HD12 3:B&:222:PRO:HG3 2.01 0.42
3:C2:78:VAL:HG12 3:C2:87:PHE:CE1 2.55 0.42
4:C5:131:GLN:HG2 | 4:C5:250:LEU:HD13 2.02 0.42
4:C5:210:ILE:O 4:C5:214: THR:HB 2.19 0.42
3:C6:285:GLN:NE2 3:D0:56: THR:HA 2.30 0.42
3:C6:338:LYS:HB3 3:C6:338:LYS:HE2 1.77 0.42
4:C7:113:ILE:HA 4:C7:116:VAL:HG22 2.02 0.42
3:C8:225: THR:O 3:C8:229:ARG:HG3 2.20 0.42
3:C8:255:PHE:HZ 3:C8:378:ILE:HG21 1.84 0.42
4:C9:113:ILE:HG13 | 4:C9:117:LEU:HD13 2.02 0.42
4:D5:86:ARG:HD3 4:D5:88:ASP:HB2 2.01 0.42
4:D5:215:LEU:HB3 | 4:D5:217:LEU:HD13 2.02 0.42
4:D9:113:ILE:HG12 4:D9:154:LYS:HD2 2.02 0.42
4:E5:393:ALA:HA 3:E6:262: TYR:HE1 1.85 0.42
3:E6:54:SER:HB3 3:E6:64:ARG:NH1 2.34 0.42
3:E6:210:TYR:CD1 | 3:E6:227:LEU:HD21 2.55 0.42
3:E6:278:ALA:HA 3:E6:369:ALA:HB2 2.01 0.42
3:E6:319:TYR:HB3 | 3:E6:323:VAL:HG21 2.02 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
7m:10:LEU:HB2 7:n:147:HIS:ND1 2.34 0.42
7:0:64:PRO:HD2 7:0:67:HIS:CE1 2.54 0.42
7:0:75:LEU:HD13 7:0:111:ILE:HB 2.02 0.42
7:0:145:LYS:HE2 7:0:145:LYS:HB3 1.93 0.42
7:5:9:PRO:HB2 7:5:143:ILE:HG13 2.01 0.42
7:s:110:ILE:HB 7:5:131: TRP:CG 2.54 0.42
3:A0:209:ILE:HA 3:A0:212:ILE:HG12 2.01 0.42
4:A1:294:PHE:CD2 | 4:A1:333:VAL:HG21 2.55 0.42
4:A3:47:1LE:HG13 4:A3:51:TYR:HB2 2.01 0.42
4:A3:238:CYS:SG 4:A3:318:ARG:HD2 2.60 0.42
4:A3:288:GLU:O 4:A3:291:GLN:HG3 2.20 0.42
3:B0:180:ALA:HB3 3:B0:183:GLU:HB2 2.02 0.42
4:B1:151:LEU:O 4:B1:155:VAL:HG22 2.20 0.42
3:C0:121:ARG:HD3 | 3:C0:125:LEU:HD23 2.01 0.42
4:C1:156:ARG:HH22 4:C1:197:ASP:N 2.16 0.42
4:C3:156:ARG:HA 4:C3:156:ARG:HD3 1.58 0.42
4:C3:300:MET:HE2 | 4:C3:300:MET:HB3 1.86 0.42
4:C3:319:GLY:HA2 4:C3:357:PRO:HG3 2.01 0.42
3:C6:156:ARG:HA 3:C6:156:ARG:HD3 1.84 0.42
3:C6:248:LEU:HD12 3:C6:248:LEU:HA 1.83 0.42
3:D0:272:TYR:HA 3:D0:375:VAL:O 2.20 0.42
4:D1:272:PRO:HG3 | 4:D1:364:SER:HB2 2.01 0.42
4:D7:73:MET:HE1 4:D7:92:PHE:HB3 2.02 0.42
3:D8:115:VAL:HG22 | 3:D&8:119:LEU:HD23 2.02 0.42
4:E1:167:PHE:CE2 4:E1:233:MET:HG2 2.55 0.42
3:E2:320:ARG:HH12 | 3:E2:360:PRO:HA 1.84 0.42
4:E3:334:GLN:NE2 | 4:E3:349:MET:HG2 2.35 0.42
3:E6:320:ARG:HD3 | 3:E6:360:PRO:HG3 2.01 0.42
3:F0:10:GLY:O 3:F0:14:ILE:HG12 2.20 0.42
4:F1:253:LEU:O 4:F1:257:LEU:HB2 2.19 0.42
7:1:78:ALA:HB3 7:1:112:PHE:HE1 1.84 0.42
8:k:106:ILE:HD11 8:k:111:VAL:HB 2.01 0.42
7:q:10:LEU:HD12 7:q:147:HIS:CG 2.54 0.42
7:r:145:LYS:HE3 7:r:145:LYS:HB3 1.83 0.42
7:w:11:ASN:O 7:w:14:LYS:HB3 2.20 0.42
4:A1:30:ILE:HG13 4:A1:51:TYR:HE2 1.85 0.42
4:A1:208:TYR:CE1 3:A2:326:LYS:HG2 2.55 0.42
3:A2:84:ARG:HG3 3:A2:85:HIS:CD2 2.55 0.42
3:A6:71:GLU:HG3 3:A6:73: THR:HG22 2.02 0.42
4:A7:156:ARG:HA 4:A7:156:ARG:HD2 1.83 0.42
3:B4:84:ARG:HB3 7:1:98: THR:HG21 2.02 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
4:B5:147:MET:HE2 | 4:B5:147:MET:HB3 1.79 0.42
3:C2:12:ALA:HB3 3:C2:140:ALA:HB2 2.01 0.42
3:C2:339:ARG:HD3 6:J:281:GLN:HB3 2.02 0.42
4:C3:66:MET:HE3 4:C3:66:MET:HB2 1.78 0.42
3:C6:256:GLN:O 3:C6:260: VAL:HG22 2.20 0.42
3:C6:324:VAL:HG12 3:C6:326:LYS:H 1.84 0.42
4:D3:395:LEU:HD12 4:D3:395:LEU:HA 1.86 0.42
4:D5:284:.LEU:HD23 4:D5:284:LEU:HA 1.86 0.42
3:E4:169:PHE:HZ 3:E4:238:LEU:HD22 1.85 0.42
4:E7:374.1LE:HD11 4:E7:422:TYR:CZ 2.55 0.42
3:E8:331:ALA:O 3:E8:335:ILE:HG12 2.20 0.42
4:E9:144:GLY:H 4:E9:147-MET:HB2 1.85 0.42
4:E9:234:SER:O 4:E9:238:CYS:HB3 2.19 0.42
6:H:338:VAL:HG23 6:H:368:LEU:HD22 2.01 0.42
6:1:211:GLY:HA3 6:1:233: TYR:HE1 1.85 0.42
6:1:247:ASN:HA 6:1:406:ASP:OD2 2.20 0.42
7:a:68:LEU:HD12 7:a:73:VAL:HG22 2.01 0.42
7:p:14:LYS:HA 7:p:17:LEU:HD23 2.01 0.42
7:5:110:ILE:O 7:s:131:TRP:HB2 2.20 0.42
7:x:9:PRO:HB2 7:x:143:1ILE:HG13 2.02 0.42
3:A0:139:ASN:O 3:A0:170:CYS:HA 2.19 0.41
4:A1:249:ASP:0OD1 4:A1:252:LYS:HG2 2.20 0.41
4:A3:167:PHE:HZ 4:A3:236:VAL:HG11 1.84 0.41
3:A4:209:ILE:HA 3:A4:212:1ILE:HG12 2.02 0.41
4:A7:162:ARG:HD3 4:A7:162:ARG:HA 1.91 0.41
3:A8:298:PRO:HG2 3:A8:308:ARG:NE 2.34 0.41
4:A9:186:THR:HA | 4:A9:189:VAL:HG22 2.01 0.41
4:B3:207:LEU:HB3 4:B3:225:LEU:HG 2.02 0.41
4:B5:408:PHE:O 4:B5:412:GLU:HG2 2.19 0.41
3:B6:120:ASP:O 3:B6:124:LYS:HG3 2.20 0.41
4:B7:326:VAL:O 4:B7:330:MET:HG2 2.20 0.41
4:B9:51:TYR:HB3 4:B9:59:PHE:HB3 2.00 0.41
4:B9:112:LEU:O 4:B9:116:VAL:HG23 2.19 0.41
4:C1:22:GLU:HA 4:C1:25:SER:HB2 2.02 0.41
3:C2:231:1LE:O 3:C2:235:ILE:HG12 2.19 0.41
4:C3:244:GLY:H 4:C3:247:ASN:HD21 1.67 0.41
3:C4:129:CYS:SG 3:C4:132:LEU:HB2 2.60 0.41
3:C4:141:VAL:HG21 | 3:C4:172:TRP:CE3 2.55 0.41
4:C5:3:GLU:HA 4:C5:49:VAL:HA 2.02 0.41
4:C5:103:LYS:HA 4:C5:107: THR:HB 2.01 0.41
4:C5:163:ILE:HD13 | 4:C5:251:ARG:HG3 2.02 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
3:C6:15:GLN:HA 3:C6:18:ASN:ND2 2.35 0.41
3:C6:119:LEU:HA 3:C6:122:ILE:HG22 2.00 0.41
4:C7:81:PHE:HE2 4:.C7:84:LEU:HD22 1.85 0.41
3:C8:326:LYS:HA 3:C8:326:LYS:HD3 1.92 0.41
4:D1:268:ILE:HG23 | 4:D1:300:MET:HE3 2.02 0.41
3:D2:271:SER:H 3:D2:377-MET:HB3 1.85 0.41
3:D4:137:-MET:HE1 3:D4:153:LEU:HB3 2.02 0.41
4:D7:242:PHE:HB3 | 4:D7:356:ILE:HD13 2.02 0.41
3:D&:319:TYR:HB3 | 3:D&:323:VAL:HG21 2.02 0.41
3:E4:231:1LE:O 3:E4:235:1LE:HG12 2.19 0.41
3:ER:219:ILE:HG13 3:E8:222:PRO:HD3 2.01 0.41
4:F1:199:VAL:HG12 4:F1:264:HIS:CD2 2.55 0.41
7:e:75:LEU:HD23 7:e:111:ILE:HB 2.02 0.41
8:k:62:PHE:HB3 7:m:6:PHE:HB2 2.03 0.41
7n:74:ALA:HA 7m:171:ILE:O 2.20 0.41
7:n:79:ASP:HB3 7n:115:LEU:HB2 2.02 0.41
7:0:170:VAL:HG23 7:0:183:LEU:HB2 2.02 0.41
7:q:183:LEU:HD13 7:q:196:LEU:-HA 2.02 0.41
7:w:2:SER:HA 7:w:6:PHE:HA 2.02 0.41
4:A1:230:SER:HA 4:A1:233:MET:HB2 2.02 0.41
4:A1:393:ALA:HA 3:A2:262:TYR:HE1 1.84 0.41
3:A2:135:PHE:HE1 | 3:A2:157:LEU:HD12 1.85 0.41
3:A2:136:LEU:HD23 | 3:A2:167:LEU:HB2 2.02 0.41
3:A2:145:THR:O 3:A2:149:LEU:HB2 2.19 0.41
3:A6:141:VAL:HG21 | 3:A6:194:LEU:HD11 2.02 0.41
4:A7:73:MET:HB2 4:A7:92:PHE:HE2 1.84 0.41
4:B3:253:LEU:HD21 | 4:B3:368:VAL:HG11 2.02 0.41
4:B3:403:-MET:HE2 | 4:B3:403:MET:HB3 1.97 0.41
3:B4:91:GLN:HE21 | 3:B4:125:LEU:HD11 1.85 0.41
3:C2:107:HIS:HD2 3:C2:152:LEU:HD12 1.85 0.41
4:C3:101:TRP:CZ3 | 4:C3:187:LEU:HD12 2.55 0.41
4:C5:362:LYS:HG3 4:C5:363:MET:HG2 2.02 0.41
3:C6:194:LEU-HG 3:C6:267:PHE:HE1 1.86 0.41
3:C6:209:ILE:HG23 | 3:C6:230:LEU:HD12 2.01 0.41
3:C6:377:MET:SD 3:C6:379:SER:HB3 2.60 0.41
4:C9:178:THR:HG22 | 3:D0:352:LYS:HZ2 1.86 0.41
4:D1:100:ASN:HD21 | 4:D1:397:TRP:HB3 1.85 0.41
4:D1:317:PHE:HB3 4:D1:321:MET:HE1 2.02 0.41
3:D2:53:PHE:HE1 3:D2:63:PRO:HG3 1.84 0.41
4:D3:216:LYS:HG2 4:D3:275:SER:HB2 2.02 0.41
3:D4:212:ILE:HD13 3:D4:212:1LE:HA 1.88 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
3:D4:217:LEU:HD21 | 3:D4:368:LEU:HD23 2.02 0.41
4:D7:246:LEU:HD12 4:D7:246:LEU:HA 1.90 0.41
3:E0:225: THR:O 3:E0:229:ARG:HG2 2.20 0.41
3:E4:276:ILE:HD12 3:E4:281:ALA:HA 2.02 0.41
4:E9:392:LYS:HD3 4:E9:395:LEU:HD12 2.01 0.41
6:J:324:LEU:HD13 6:J:337:VAL:HG11 2.02 0.41
6:K:297.: TRP:HE3 6:K:305:LEU:HD11 1.85 0.41
7:a:129:MET:HE2 7:a:131:TRP:HE1 1.84 0.41
7:0:17:LEU:HD22 7:0:21:ARG:HH12 1.84 0.41
7:0:165:THR:HG21 7:0:182:PHE:CZ 2.55 0.41
4:A7:100:ASN:HB3 4:A7:103:LYS:HB2 2.01 0.41
4:A9:12:CYS:O 4:A9:16:ILE:HG12 2.19 0.41
4:A9:139:LEU:HA 4:A9:145:SER:HB2 2.03 0.41
3:B4:250:VAL:HG23 | 3:B4:352:LYS:HE3 2.03 0.41
4:B5:65:LEU:HB3 4:B5:73:MET:HE1 2.03 0.41
3:B&:96:LYS:HD3 3:B8:96:LYS:HA 1.85 0.41
4:B9:187:LEU:HA 4:B9:190:HIS:CD2 2.56 0.41
4:B9:375:GLN:HE21 | 4:B9:419:VAL:HG13 1.85 0.41
3:C8:5:ILE:HD12 3:C8:125:LEU:HB3 2.01 0.41
4:C9:17:GLY:HA2 4:C9:20:PHE:HB3 2.03 0.41
3:D0:2:ARG:HG2 3:D0:51: THR:HG22 2.02 0.41
3:D0:377:-MET:SD 3:D0:379:SER:HB2 2.60 0.41
3:D2:11:GLN:HG2 3:D2:74:VAL:HG21 2.02 0.41
3:D8:102: ASN:HA 3:D&:408:TYR:HE1 1.84 0.41
3:D&:217:LEU:HD13 | 3:D8:275:ILE:HG22 2.02 0.41
3:D8&:248:LEU:H 3:D8&:248:LEU:HD12 1.85 0.41
3:D8:403:ALA:HB2 4:D9:344: TRP:HZ3 1.85 0.41
5:E:123:PRO:HG2 7:x:101:GLU:HB3 2.03 0.41
4:E5:109:GLY:HA2 4:E5:147:-MET:HE2 2.01 0.41
4:E7:286:VAL:HG22 | 4:E7:321:MET:HE3 2.03 0.41
4:E7:317:PHE:HB3 4:E7:321:MET:SD 2.61 0.41
7:b:80:GLY:HA2 7:b:125:HIS:CD2 2.55 0.41
7:c:110:ILE:O 7:¢c:131: TRP:HB2 2.20 0.41
7:¢:126:ARG:HE 7:¢:126:ARG:HB3 1.61 0.41
7:e:185:ILE:HG23 7:¢:192:GLY:HA2 2.03 0.41
7:1:79:ASP:HB3 7:1:82:ASP:HB2 2.02 0.41
7:5:88:LEU:HD22 7:5:185:ILE:HG21 2.02 0.41
4:A5:219:THR:HA 3:A6:326:LYS:HD2 2.02 0.41
4:A7:316:MET:HB2 | 4:A7:366:THR:HG22 2.02 0.41
2:B:217:ARG:NH1 2:B:222:HIS:HB3 2.36 0.41
3:B0:100:ALA:O 4:B1:255:VAL:HG11 2.20 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
3:B0:134:GLY:HA2 3:B0:164:LYS:HE2 2.03 0.41
3:B2:185: TYR:HA 3:B2:395:PHE:HE2 1.85 0.41
4:B3:57:GLY:HA3 7:¢:83:PRO:HB2 2.02 0.41
3:B4:132:LEU:HD23 3:B4:164:LYS:HE2 2.03 0.41
4:B7:65:LEU:HD22 4:B7:90:PHE:CE2 2.56 0.41
4:B7:113:ILE:HG13 | 4:B7:117:LEU:HD23 2.02 0.41
4:B9:117:LEU:HA 4:B9:120:VAL:HB 2.03 0.41
4:C1:198:GLU:CD 4:C1:200:GLN:HE22 2.28 0.41
3:C2:185:TYR:O 3:C2:189:LEU:HB2 2.20 0.41
3:C4:16:ILE:HD13 3:C4:228:ASN:HA 2.01 0.41
3:C4:268:MET:HB3 | 3:C4:378:ILE:HG12 2.02 0.41
4:C5:36:TYR:CZ 4:C5:38:GLY:HA3 2.55 0.41
3:CR:102:ASN:HD21 | 4:C9:255:VAL:HG21 1.85 0.41
3:D0:136:LEU:HB3 3:D0:138:PHE:CE2 2.56 0.41
4:D3:220:PRO:HD2 3:D4:326:LYS:HD2 2.01 0.41
4:D5:268:1LE:HA 4:D5:367:PHE:O 2.19 0.41
4:D7:375:GLN:HB3 | 4:D7:422:TYR:CD2 2.54 0.41
3:D8:156:ARG:HA | 3:D&:159:VAL:HG12 2.01 0.41
4:D9:64:ILE:HD12 4:D9:64:ILE:HG23 1.85 0.41
3:E0:9:VAL:HG13 3:E0:146:GLY:HA2 2.03 0.41
4:E9:113:1ILE:HA 4:E9:116:VAL:HG12 2.02 0.41
4:E9:190:HIS:CD2 4:E9:411:ALA:HA 2.55 0.41
3:F0:149:LEU:HD12 3:F0:149:LEU:HA 1.94 0.41
3:F0:265:ILE:HG23 3:F0:432: TYR:CE1 2.55 0.41
7:b:56:LYS:HG3 7:b:62:VAL:HG22 2.01 0.41
7:¢:97:ARG:O 7:¢:101:GLU:HB2 2.21 0.41
8:k:66:LYS:HA 8:k:66:LYS:HE3 2.03 0.41
7:v:189:LEU:HA 7:v:189:LEU:HD23 1.83 0.41
2:A:487: THR:HG22 | 4:D1:223:GLY:HA3 2.02 0.41
4:A1:361:LEU:HD23 | 2:C:230:THR:HG23 2.03 0.41
4:A3:113:ILE:HG23 | 4:A3:117:LEU:HD23 2.02 0.41
4:A5:257:LEU:HA 4:A5:257:LEU:HD23 1.80 0.41
3:A6:10:GLY:O 3:A6:14:ILE:HG12 2.21 0.41
2:B:506:PHE:CD2 3:D4:245:ASP:HB3 2.55 0.41
4:B7:11:GLN:HA 4:B7:72:THR:HG21 2.03 0.41
4:B7:311:LEU:HD12 | 4:B7:342:VAL:HG11 2.02 0.41
3:C0:395:PHE:O 3:C0:399: TYR:HB2 2.20 0.41
4:C9:98:GLY:HA2 3:D0:254:GLU:HG3 2.02 0.41
4:C9:120:VAL:O 4:C9:124:ALA:HB2 2.20 0.41
3:D0:124:LYS:HA 3:D0:124:LYS:HD3 1.93 0.41
3:D4:398:MET:HE2 | 4:D5:345:ILE:HG23 2.02 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
4:D5:230:SER:HA 4:D5:233:MET:HE3 2.03 0.41
4:D7:46:ARG:HG2 4:D7:240:LEU:O 2.21 0.41
3:D8&:259:LEU:HB3 3:D8:268:MET:SD 2.61 0.41
3:E0:10:GLY:O 3:E0:14:ILE:HG12 2.21 0.41
3:E0:12:ALA:HB3 3:E0:140:ALA:HB2 2.02 0.41
3:E2:115:VAL:HG23 | 3:E2:153:LEU:HD22 2.03 0.41
3:E2:188:VAL:O 3:E2:191: THR:HG22 2.20 0.41
3:E4:27:GLU:HB3 | 3:E4:361: THR:HG21 2.01 0.41
3:E6:296:PHE:CE2 3:E6:335:1LE:HG13 2.56 0.41
3:F0:70:LEU:HG 3:F0:145: THR:HG23 2.02 0.41
3:F0:101:ASN:HA 3:F0:143:GLY:HA2 2.02 0.41
3:F0:413:MET:HE2 | 3:F0:413:MET:HB2 1.97 0.41
6:H:247:ASN:ND2 6:H:286:ASP:HA 2.36 0.41
6:H:412:SER:O 6:H:416:1LE:HD12 2.21 0.41
7:d:115:LEU:HD23 7:d:115:LEU:HA 1.87 0.41
7:1:189:LEU:HD12 7:1:189:LEU:HA 1.93 0.41
7:3:75:LEU:HD13 7:j:111:1ILE:HB 2.01 0.41
7:5:8:SER:HB2 7:5:147-HIS:HA 2.01 0.41
7:w:96:TYR:HA 7:w:108:ILE:HD11 2.02 0.41
1:19:254:LYS:HD2 3:E6:26:LEU:HD11 2.03 0.41
3:A0:141:VAL:HG12 3:A0:187:SER:HA 2.02 0.41
3:A0:230:LEU:HD11 | 3:A0:275:ILE:HD13 2.01 0.41
4:A1:68:LEU:HA 4:A1:93:GLY:HA3 2.03 0.41
4:A3:167:PHE:CG 4:A3:233:MET:HE2 2.55 0.41
4:A5:172:SER:HB2 4:A5:203:ASP:HB2 2.03 0.41
3:A8:7:ILE:HG23 3:A8:137:-MET:HA 2.03 0.41
3:B0:84:ARG:HD2 7:d:98: THR:HG21 2.01 0.41
3:B6:71:GLU:HG3 4:B7:2:ARG:NH1 2.30 0.41
3:B&:407: TRP:CG 4:B9:255:VAL:HG23 2.55 0.41
4:C1:159:TYR:HB3 | 4:C1:162:ARG:HG2 2.03 0.41
3:C2:188:VAL:HB 3:C2:391:MET:HE2 2.01 0.41
4:C3:6:HIS:O 4:C3:63:ALA:HA 2.21 0.41
4:C3:278:SER:HA 4:C3:281:'TYR:CE1 2.56 0.41
4:C3:284:LEU:HD23 | 4:C3:289:LEU:HD11 2.02 0.41
4:C3:390:ARG:NH1 | 4:C3:391:ARG:HB3 2.35 0.41
3:C4:319:TYR:HE2 | 3:C4:328:VAL:HG13 1.86 0.41
3:C6:271:SER:HB2 3:C6:301:MET:HG2 2.03 0.41
4:D1:256:ASN:CB 4:D1:350:LYS:HD2 2.51 0.41
4:D7:253:LEU:HD12 4:D7:350:LYS:NZ 2.35 0.41
3:D&:382:THR:HG21 | 3:D8:436:GLY:HA3 2.02 0.41
4:D9:152:1LE:HG22 | 4:D9:195:ASN:HB3 2.02 0.41
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Atom-1 Atom-2 distance (A) overlap (A)

4:D9:391:ARG:HD2 | 4:D9:393:ALA:HB2 2.03 0.41
3:E0:259:LEU:HD23 3:E0:259:LEU:HA 1.86 0.41
3:E0:318: MET:HB2 3:E0:376:CYS:HB3 2.03 0.41
3:E2:10:GLY:O 3:E2:14:1ILE:HG12 2.20 0.41
3:E2:237:SER:HA 3:E2:320:ARG:HD2 2.03 0.41
3:E6:181:VAL:HB 4:E7:256:ASN:OD1 2.19 0.41
4:E7:112:LEU:HD22 4:E7:147:-MET:SD 2.60 0.41
7:¢:194:ARG:NH2 7:¢:198:ARG:HE 2.19 0.41
74:108:ILE:HG13 7:1:199: TRP:CZ2 2.56 0.41
7:3:129:MET:HA 7:3:130:PRO:HD3 1.77 0.41
8:k:32:VAL:HG21 8:k:70:GLU:HB3 2.01 0.41
&:1:76:LEU:HD21 8:1:113:ASN:HA 2.03 0.41
7:5:63:ILE:HD11 7:5:132:LEU:HD11 2.03 0.41
4:A1:268:1ILE:HA 4:A1:367:PHE:O 2.21 0.41
4:A3:34:GLY:HA3 4:A3:58:ARG:HG3 2.03 0.41
4:A5:112:LEU:HD12 | 4:A5:147:MET:HE1 2.03 0.41
4:A7:375:GLN:HB2 | 4:A7:419:VAL:HG13 2.03 0.41
4:A9:40:SER:HB3 4:A9:43:GLN:HE21 1.85 0.41
4:B1:318:ARG:HB3 4:B1:357:PRO:HA 2.03 0.41
4:B1:415:MET:O 4:B1:419:VAL:HG23 2.20 0.41
4:B5:304:ASP:HB3 4:B5:307:HIS:ND1 2.36 0.41
3:B8:335:ILE:HD11 | 3:B&:341:ILE:HG13 2.01 0.41
4:C1:131:GLN:O 4:C1:163:ILE:HG22 2.20 0.41
3:C2:51:THR:HG21 3:C2:243:ARG:HB3 2.02 0.41
4:C3:187:LEU:HD21 | 4:C3:408:PHE:HE2 1.86 0.41
3:C4:105:ARG:NH2 | 3:C4:110:ILE:HD11 2.35 0.41
3:C4:151:CYS:SG 3:C4:193:SER:HB3 2.61 0.41
4:C5:326:VAL:O 4:C5:330:MET:HG2 2.20 0.41
3:C6:185: TYR:HE1 | 3:C6:398:MET:HG2 1.85 0.41
4:D1:68:LEU:HB2 4:D1:143: THR:HG21 2.01 0.41
3:D2:192:HIS:HD1 3:D2:192:HIS:C 2.29 0.41
3:D4:269:LEU:HD21 | 3:D4:305:CYS:HB3 2.02 0.41
3:D6:216:ASN:HB3 3:D6:275:ILE:O 2.21 0.41
3:E0:230:LEU:HD23 | 3:E0:275:ILE:HD13 2.03 0.41
4:E1:138:SER:HA 4:E1:169:VAL:HB 2.03 0.41
4:E3:217:LEU:HD23 | 4:E3:276:ARG:HH22 1.85 0.41
3:E4:406:HIS:HA 3:E4:409:VAL:HG12 2.02 0.41
4:E5:164:MET:H 4:E5:197:ASP:HB2 1.85 0.41
3:E8:88:HIS:CD2 3:E8:89:PRO:HD2 2.54 0.41
3:F0:153:LEU:O 3:F0:157:LEU:HB2 2.20 0.41
3:F0:172: TRP:HE1 3:F0:391:MET:HE3 1.86 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
7:2:93:LEU:HD22 7:1:159:'TYR:HD1 1.85 0.41
7:h:51:PRO:HD2 7:h:54:SER:HB2 2.02 0.41
8:k:79:ASP:HB3 8:k:82:ASP:HB2 2.03 0.41
7:p:112:PHE:H 7:p:133:SER:HA 1.83 0.41
7:q:68:LEU:HA 7:q:71:LYS:HE3 2.02 0.41
7:r:99:-MET:HG2 7:1:108:ILE:HG12 2.03 0.41
7:8:25:GLN:HE21 7:5:36:ILE:HD11 1.85 0.41
7:v:59:ASN:ND2 7:x:9:PRO:HB3 2.35 0.41
4:A1:323:THR:HG22 | 4:A1:353:VAL:HG21 2.03 0.41
4:A3:139:LEU:HD12 | 4:A3:170:PHE:HE2 1.86 0.41
4:A3:349:MET:HE3 | 4:A3:349:MET:HB2 1.84 0.41
3:B0:297:GLU:HA 3:B0:298:PRO:HD3 1.96 0.41
3:B6:100:ALA:HA 4:B7:252:LYS:HD3 2.03 0.41
4:B7:201:VAL:HG11 | 4:B7:374:ILE:HD11 2.03 0.41
4:B9:291:GLN:NE2 4:C3:122:LYS:HE2 2.35 0.41
4:C3:246:LEU:HB3 | 4:C3:353:VAL:HG22 2.02 0.41
3:C8:387:VAL:HA 3:C8:390:ARG:HG2 2.02 0.41
4:C9:336:LYS:HB2 4:C9:336:LYS:HE3 1.77 0.41
3:D0:84:ARG:HD2 7n:98: THR:HG21 2.01 0.41
4:D1:137:HIS:CE1 4:D1:166:THR:HB 2.54 0.41
3:D4:173:PRO:HG3 | 3:D4:183:GLU:OE2 2.21 0.41
3:D4:205:ASP:O 3:D4:209:1LE:HG13 2.21 0.41
3:D6:75:VAL:HG12 3:D6:79:ARG:HH21 1.86 0.41
3:E0:422:ARG:NH1 3:E0:426:ALA:HB2 2.35 0.41
4:E1:287:PRO:O 4:FE1:291:GLN:HG2 2.20 0.41
3:E2:132:LEU:HB2 3:E2:164:LYS:HD2 2.03 0.41
3:E2:304:LYS:HD3 3:E2:304:LYS:HA 1.82 0.41
4:E3:7:VAL:HA 4:E3:64:1LE:HB 2.03 0.41
3:E4:1:MET:HA 3:E4:130: THR:HG23 2.03 0.41
4:E7:66:MET:HE2 4:E7:147:MET:HG3 2.02 0.41
3:E8:238:LEU:HD11 | 3:E8:378:ILE:HD11 2.03 0.41
4:E9:15:GLN:O 4:E9:19:LYS:HG2 2.20 0.41
6:1:229:ALA:H 6:1:236:LYS:HB2 1.86 0.41
7:c:164:ARG:HH21 7:¢c:182:PHE:HB2 1.86 0.41
7:d:8:SER:HB3 7:d:11:ASN:OD1 2.21 0.41
7:2:150:VAL:HG12 7:2:165: THR:HG23 2.03 0.41
7:h:64:PRO:HD2 7:h:67:HIS:CE1 2.55 0.41
7:h:145:LYS:HG3 7:h:150:VAL:HG23 2.02 0.41
8:1:35:ALA:HA 8:1:133:VAL:HA 2.03 0.41
7:r:23:LEU:HD12 7:r:38:LEU:HD22 2.02 0.41
7:v:129:MET:HG2 7:v:131:TRP:CZ2 2.56 0.41
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7:v:195:ALA:HA 7:v:198:ARG:HG3 2.02 0.41
1:10:248:ARG:HH21 7:m:94:ASN:HD21 1.67 0.41
1:4:256:LEU:HD23 1:4:256:LEU:HA 1.92 0.41
2:A:565:ASP:HB3 2:A:571:MET:HG2 2.03 0.41
4:A1:304:ASP:HB3 4:A1:307:HIS:NE2 2.36 0.41
3:A2:121:ARG:HH21 | 3:A2:124:LYS:HD3 1.86 0.41
3:A4:21:TRP:HZ3 3:A4:52:PHE:HB3 1.85 0.41
4:A7:318:ARG:HA 4:A7:354:CYS:HB2 2.02 0.41
4:A9:215:LEU:HD11 | 4:A9:273:LEU:HD22 2.02 0.41
3:B0:306:ASP:HA 3:B0:307:PRO:HD3 1.84 0.41
4:B1:68:LEU:HB3 4:B1:96:GLY:HA2 2.02 0.41
4:B1:248:SER:HA 4:B1:252:LYS:HE2 2.02 0.41
3:B2:195:LEU:HD22 | 3:B2:428:LEU:HD22 2.03 0.41
3:B2:222:PRO:HD2 4:B3:324:LYS:HB3 2.03 0.41
3:B4:181:VAL:H 4:B5:256:ASN:ND2 2.19 0.41
3:B6:11:GLN:HG2 3:B6:74:VAL:HG21 2.03 0.41
4:B7:284:LEU:H 4:C1:55: THR:HG23 1.86 0.41
3:B8&:277:SER:H 3:B&:280:LYS:HB3 1.85 0.41
4:B9:68:LEU:HD23 | 4:B9:112:LEU:HD13 2.02 0.41
4:B9:279:GLN:HA 4:B9:282:ARG:NH1 2.35 0.41
3:C0:174:SER:HB2 3:C0:207:GLU:HB2 2.03 0.41
4:C3:47:1ILE:HG23 4:C3:51:TYR:HB2 2.02 0.41
3:C4:30:ILE:HG21 3:C4:53:PHE:CE2 2.56 0.41
3:C4:195:LEU:HD21 | 3:C4:264:ARG:HH21 1.85 0.41
3:C4:230:LEU:HD23 3:C4:230:LEU:HA 1.97 0.41
3:C4:407:TRP:CD2 | 4:C5:255:VAL:HG22 2.56 0.41
4:C5:248:SER:HA 4:C5:252:LYS:HD2 2.03 0.41
3:C6:174:SER:HB2 3:C6:177:VAL:O 2.21 0.41
3:C6:386:GLU:O 3:C6:390:ARG:HG2 2.21 0.41
4:.C7:86:ARG:HA 4:C7:87:PRO:HD3 1.96 0.41
4:C7:326:VAL:O 4:C7:330:MET:HG2 2.21 0.41
3:C8:132:LEU:HD22 | 3:C8:164:LYS:HD?2 2.02 0.41
4:C9:189:VAL:HG11 4:C9:415:MET:SD 2.61 0.41
4:D1:192:LEU:HB3 | 4:D1:199:VAL:HG21 2.02 0.41
4:D3:234:SER:HA | 4:D3:237: THR:HG22 2.03 0.41
3:D6:7:ILE:HG21 3:D6:153:LEU:HD21 2.03 0.41
3:D6:90:GLU:HG3 3:D6:121:ARG:NH1 2.36 0.41
3:D8&:139:ASN:HD21 | 3:D8:168:ASN:HD21 1.68 0.41
3:E2:265:ILE:HG21 | 3:E2:313:MET:HE1 2.02 0.41
4:E3:11:GLN:HA 4:E3:72: THR:HG21 2.01 0.41
4:E3:117:LEU:HD23 4:E3:117:LEU:HA 1.94 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
4:E3:183:TYR:HE1 | 4:E3:388:MET:HE2 1.85 0.41
3:E4:10:GLY:O 3:E4:14:1LE:HG12 2.21 0.41
3:E4:313:MET:HG2 | 3:E4:344:VAL:HG21 2.03 0.41
3:E6:403:ALA:HB2 4:E7:344: TRP:HZ3 1.86 0.41
4:E7:173:PRO:HG3 | 4:E7:380:ARG:HH11 1.86 0.41
4:E7:272:PRO:HD3 4:E7:364:SER:HA 2.02 0.41
4:E7:282:ARG:HD3 4:E7:284:LEU-HG 2.03 0.41
4:E9:162:ARG:HD3 4:E9:162:ARG:HA 1.89 0.41
4:F9:174:LYS:HE3 4:E9:174:LYS:HB3 1.79 0.41
4:E9:296:ALA:HB2 4:E9:306:ARG:HD2 2.03 0.41
3:F0:115:VAL:HG21 | 3:F0:152:LEU:HD23 2.03 0.41
6:H:399:VAL:HG12 6:H:404:PHE:HZ 1.85 0.41
7:¢:5:VAL:HG23 7:¢c:161:TYR:CE1 2.56 0.41
7:¢:189:LEU-HG 7:¢:191:GLU:HG3 2.02 0.41
7:h:37:GLN:HE21 7:h:37:GLN:HB3 1.75 0.41
7:h:55:LEU:HB3 7:h:132:LEU:HD13 2.02 0.41
7:1:73:VAL:HA 7:1:109:GLU:O 2.21 0.41
7:3:122:PHE:CE1 7:3:136:LEU:HB2 2.56 0.41
8:k:50:VAL:HA 8:k:53:VAL:HG12 2.03 0.41
7:q:202:ARG:HH11 7:q:202:ARG:HD3 1.77 0.41
7:1:68:LEU:HD13 7:r:73:VAL:HG11 2.02 0.41
7:t:110:ILE:HB 7:t:131: TRP:CG 2.56 0.41
7:u:82:ASP:HB3 7:u:85:CYS:SG 2.61 0.41
7:u:85:CYS:HB3 7:u:168:PRO:HB3 2.03 0.41
7:v:75:LEU:O 7:v:170:VAL:HA 2.21 0.41
7v:92:LEU:HD11 7:v:170: VAL:HG11 2.02 0.41
7w:92:LEU:HD12 7:w:196:LEU:HD11 2.03 0.41
7:w:100:ASN:OD1 7:w:106:GLN:HG3 2.21 0.41
1:14:247:-TYR:HB3 3:D6:77:GLU:OE2 2.21 0.41
2:A:490:HIS:CG 2:A:491:MET:N 2.89 0.41
3:A0:377:MET:HE3 | 3:A0:377:MET:HB3 1.86 0.41
4:A3:8:GLN:HE22 4:A3:17:GLY:HA3 1.86 0.41
3:A4:108:TYR:CE1 | 3:A4:413:MET:HB3 2.56 0.41
3:A8:287:SER:O 3:A8:291:ILE:HG12 2.21 0.41
3:B0:282: TYR:CE2 3:B4:60:LYS:HE3 2.56 0.41
3:B2:282:TYR:HD1 7:2:202:ARG:HD2 1.85 0.41
3:B2:329:ASN:HA 3:B2:332:VAL:HG12 2.03 0.41
4:B5:312: THR:HA 4:B5:348:ASN:O 2.20 0.41
4:B7:162:ARG:HA 4:B7:162:ARG:HD3 1.94 0.41
4:B9:8:GLN:OE1 4:B9:17:GLY:HA3 2.21 0.41
4:C1:298:ASN:O 4:C1:298:ASN:ND2 2.54 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
4:C3:252:LYS:HB3 4:C3:350:LYS:HZ3 1.85 0.41
3:C4:132:LEU:HG 3:C4:164:LYS:HD3 2.03 0.41
4:C5:167:PHE:CZ 4:C5:233:MET:HG2 2.56 0.41
3:C8:28:HIS:NE2 3:C8:243:ARG:HD2 2.36 0.41
3:D0:51: THR:HG21 3:D0:242:LEU:O 2.20 0.41
4:D1:375:GLN:OE1 4:D1:423:GLN:NE2 2.45 0.41
3:D6:75:VAL:HA 3:D6:78:VAL:HG12 2.02 0.41
3:D6:151:CYS:SG 3:D6:193:SER:HB2 2.61 0.41
3:D6:188:VAL:O 3:D6:191: THR:HG22 2.20 0.41
4:D7:190:HIS:CE1 4:D7:410:GLU:HG2 2.56 0.41
4:D7:289:LEU:HD22 | 4:D7:365:VAL:HG12 2.02 0.41
3:D8:154:LEU:HD23 3:D8:154:LEU:HA 1.98 0.41
3:D&:255:PHE:HZ 3:D8&:378:ILE:HG21 1.85 0.41
3:D8&:316:CYS:0 3:D8:377:-MET:HA 2.21 0.41
3:E6:138:PHE:HZ 3:E6:235:1LE:HD12 1.86 0.41
4:E7:316:MET:HB2 | 4:E7:366: THR:HG22 2.02 0.41
3:E8:212:ILE:HD13 3:ER:212:1LE:HA 1.92 0.41
3:F0:105:ARG:HA 3:F0:109: THR:HG22 2.02 0.41
3:F0:332:VAL:O 3:F0:336:LYS:HG2 2.21 0.41
4:F1:244:GLY:HA2 4:F1:355:ASP:HB2 2.03 0.41
6:H:245:PHE:HA 6:H:260: THR:HA 2.02 0.41
7:3:185:ILE:HA 7:3:192:GLY:HA2 2.03 0.41
7:5:184:PRO:HG3 7:5:189:LEU:HD23 2.03 0.41
4:A1:6:HIS:O 4:A1:63:ALA:HA 2.21 0.40
4:A1:61:PRO:HD3 4:A1:84:LEU:HG 2.03 0.40
4:A5:259:PRO:HG2 | 4:A5:311:LEU:HD23 2.04 0.40
4:A5:326:VAL:O 4:A5:330:MET:HG2 2.21 0.40
3:A6:21: TRP:HZ3 3:A6:52:PHE:HB3 1.86 0.40
3:A6:407: TRP:HE1 4:A7:258:ILE:HB 1.85 0.40
4:A9:4:ILE:HD11 4:A9:240:LEU:HD22 2.03 0.40
2:B:371:ARG:HH21 4:B7:231:ALA:HB2 1.86 0.40
3:B0:80:THR:HA 3:B0:84:ARG:HE 1.86 0.40
3:B0:276:ILE:HD12 3:B0:281:ALA:HA 2.03 0.40
3:B2:351:PHE:C 3:B2:352:LYS:HD2 2.46 0.40
4:B3:252:LYS:HB3 4:B3:350:LYS:HZ1 1.86 0.40
3:B4:154:LEU:HB3 3:B4:197:HIS:HB3 2.03 0.40
3:B4:265:ILE:HG21 3:B4:313:MET:HE1 2.02 0.40
4:B5:392:LYS:HE2 4:B5:392:LYS:HA 2.03 0.40
3:B6:262: TYR:HD2 | 3:B6:265:ILE:HD11 1.86 0.40
3:B8:112:LYS:HA 3:B8:115:VAL:HG12 2.03 0.40
4:B9:373:ALA:O 4:B9:376:GLU:HG2 2.21 0.40
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Atom-1 Atom-2 distance (A) overlap (A)
3:C0:213:CYS:HB3 3:C0:219:ILE:HG21 2.03 0.40
3:C0:296:PHE:HE2 | 3:C0:335:ILE:HG21 1.86 0.40
3:C2:88:HIS:H 3:C2:91:GLN:HE21 1.67 0.40
3:C2:427:ALA:HA 3:C2:430:LYS:HE2 2.02 0.40
4:C3:152:ILE:HG12 | 4:C3:164:MET:HE1 2.04 0.40
4:C7:313:ALA:HB1 4:C7:367:PHE:CE1 2.56 0.40
3:C8:428:LEU:O 3:C8:432: TYR:HB2 2.21 0.40
3:D2:195:LEU:HD22 | 3:D2:428:LEU:HD23 2.03 0.40
4:D3:174:LYS:HE2 4:D3:174:LYS:HB2 1.79 0.40
4:D3:285:SER:HA 4:D3:363:MET:HE1 2.03 0.40
3:E0:167:LEU:HG 3:E0:200:VAL:HB 2.03 0.40
3:E0:259:LEU:HD13 | 3:E0:268:MET:HE3 2.02 0.40
3:E0:338:LYS:HB2 3:E0:338:LYS:HE2 1.85 0.40
4:E3:276:ARG:HD3 4:E3:276:ARG:HA 1.94 0.40
3:E4:269:LEU:HD22 | 3:E4:303:ALA:HB2 2.04 0.40
4:E5:24:.1LE:HD13 4:E5:24:1LE:HG21 1.88 0.40
4:E5:200:GLN:HG2 4:E5:268:1ILE:HD11 2.03 0.40
3:E6:274:PRO:HG3 3:E6:291:1LE:HB 2.03 0.40
3:E8:26:LEU:HA 3:E8:26:LEU:HD23 1.81 0.40
3:E8:172:TRP:HB2 3:E8:203:MET:HG3 2.01 0.40
4:E9:39:ASP:HA 7:w:90:PRO:HG3 2.03 0.40
5:G:116:GLU:O 5:G:120:GLU:HB2 2.20 0.40
6:H:398: TRP:HE1 6:H:403:LYS:HG3 1.85 0.40
6:J:233: TYR:CD1 6:K:394:VAL:HG22 2.56 0.40
6:K:247:ASN:ND2 6:K:287:ILE:H 2.19 0.40
T:e:74:ALA:HA 7:¢:171:ILE:O 2.21 0.40
7:2:194:ARG:NH1 7:2:198:ARG:HH12 2.18 0.40
7:w:149:ARG:NH2 7:w:164:ARG:HD3 2.37 0.40
3:A4:169:PHE:CD1 | 3:A4:202:VAL:HG22 2.56 0.40
4:A5:258:ILE:HG22 4:A5:370:ASN:ND2 2.35 0.40
3:A6:168:ASN:O 3:A6:201:ALA:HA 2.21 0.40
4:A7:233:MET:O 4:A7:237:-THR:HG22 2.21 0.40
4:B1:187:LEU:HA 4:B1:190:HIS:CE1 2.56 0.40
3:B2:178:SER:HB2 | 4:B3:347:ASN:HD22 1.85 0.40
4:B5:293:MET:HE2 | 4:B5:367:PHE:HD1 1.86 0.40
4:B9:313:ALA:HB3 4:B9:349:MET:HE1 2.03 0.40
4:C3:41:ASP:0O 4:C3:45:GLU:HB3 2.21 0.40
3:C6:6:SER:OG 3:C6:8:HIS:HE1 2.04 0.40
3:C6:262: TYR:HB2 | 3:C6:265:ILE:HD12 2.03 0.40
3:C8:269:LEU:HD11 | 3:C8:384:ILE:HD11 2.02 0.40
4:C9:20:PHE:HA 4:C9:230:SER:HB2 2.04 0.40
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Atom-1 Atom-2 distance (A) overlap (A)
3:D0:169:PHE:CD1 | 3:D0:202:VAL:HG22 2.57 0.40
3:D2:216:ASN:HD22 3:D2:275:1LE:HB 1.87 0.40
3:D4:335:1LE:O 3:D4:338:LYS:HB3 2.22 0.40
4:D5:253:LEU:HG 4:D5:257.-LEU:HD12 2.03 0.40
5:E:132:LYS:HA 5:E:136:GLN:HB2 2.03 0.40
4:E3:172:SER:HB2 4:E3:205:GLU:HG2 2.04 0.40
4:E3:237:-THR:HG23 | 4:E3:241:ARG:NH1 2.35 0.40
6:1:335:LEU:H 6:1:347:TRP:CD1 2.39 0.40
7:a:97:ARG:O 7:a:101:GLU:HG3 2.21 0.40
7:d:11:ASN:HB3 7:d:15:ARG:HH12 1.85 0.40
7:d:141: THR:O 7:d:145:LYS:HG2 2.21 0.40
7:2:140:LEU:HG 7:g:144:LEU:HD23 2.02 0.40
7:u:97:ARG:O 7:u:101:GLU:HG2 2.22 0.40
1:10:254:LYS:HB2 3:C8:26:LEU:HD21 2.03 0.40
1:12:240:PRO:HB2 7:q:154:TYR:HD2 1.87 0.40
3:A2:119:LEU:HD11 | 3:A2:156:ARG:HB3 2.02 0.40
3:A4:21:TRP:CZ3 3:A4:52:PHE:HB3 2.56 0.40
3:A8:180:ALA:HA 4:A9:350:LYS:HD2 2.03 0.40
4:B3:42:LEU:HD23 4:B3:42:LEU:HA 1.93 0.40
3:B&:236:SER:O 3:B&:240:ALA:HB2 2.22 0.40
3:C6:271:SER:HB3 3:C6:377:MET:HE3 2.03 0.40
3:C8:21: TRP:HZ3 3:C8:52:PHE:HB3 1.85 0.40
4:D5:74:ASP:HA 4:D5:77:ARG:HG2 2.02 0.40
3:D6:60:LYS:HA 3:D6:60:LYS:HD2 1.90 0.40
3:D6:115:VAL:HG22 | 3:D6:119:LEU:HD23 2.04 0.40
3:D6:329:ASN:HA 3:D6:332:VAL:HG12 2.02 0.40
3:D&:234:VAL:HG21 | 3:D8:302:MET:HE1 2.02 0.40
3:E0:313:MET:HG2 | 3:E0:344:VAL:HG11 2.03 0.40
4:E1:187:LEU:HA 4:E1:190:HIS:CE1 2.56 0.40
4:E1:321:MET:HB2 | 4:E1:353:VAL:HG13 2.04 0.40
3:E4:398: MET:HG2 4:E5:345:.1LE:HD12 2.03 0.40
3:E6:270:SER:HA 3:E6:377:MET:O 2.21 0.40
3:E6:398:MET:HE3 | 3:E6:398:MET:HB2 1.79 0.40
4:E7:311:LEU:HD23 | 4:E7:342:VAL:HG11 2.04 0.40
3:E8:411:GLU:OE2 | 3:E8:413:MET:HG2 2.21 0.40
4:E9:172:SER:HB2 4:E9:205:GLU:HB3 2.02 0.40
3:F0:261:PRO:HD3 3:F0:380:ASN:ND2 2.37 0.40
3:F0:320:ARG:HA 3:F0:356:ASN:HB3 2.02 0.40
4:F1:156:ARG:NH2 4:F1:164:MET:HB2 2.36 0.40
4:F1:235:GLY:HA3 | 4:F1:366: THR:HG21 2.02 0.40
7:h:184:PRO:HB2 7:h:189:LEU:HB2 2.04 0.40
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Atom-1 Atom-2 distance (A) overlap (A)

7:m:53:GLY:HA2 7:m:62:VAL:HG21 2.03 0.40
7:1r:10:LEU:HG 7:r:47:LEU:HD11 2.04 0.40
7:s:75:LEU:HD23 7:s:111:ILE:HB 2.02 0.40
2:A:493:LYS:HD3 4:D1:360:GLY:HA3 2.03 0.40
3:A0:188:VAL:HG21 | 3:A0:395:PHE:HB2 2.04 0.40
4:A1:318:ARG:HA 4:A1:354:CYS:0O 2.21 0.40
3:A2:176:GLN:OE1 4:A3:331:LEU:HG 2.22 0.40
3:A4:319:TYR:HB3 | 3:A4:323:VAL:HG21 2.02 0.40
4:A5:229:VAL:HG12 | 4:A5:233:MET:HE2 2.03 0.40
4:A7:104:GLY:HA3 4:A7:146:GLY:HA3 2.03 0.40
3:A8:204:LEU:HD13 | 3:AR:231:ILE:HD12 2.03 0.40
2:B:217:ARG:HH12 2:B:222:HIS:C 2.30 0.40
3:B0:77:GLU:HA 3:B0:80: THR:HG22 2.04 0.40
3:B0:156:ARG:HA | 3:B0:159:VAL:HG22 2.03 0.40
4:B1:135:ILE:O 4:B1:166: THR:HA 2.21 0.40
4:B5:40:SER:HB3 4:B5:43:GLN:HG3 2.03 0.40
4:B5:153:SER:HA 4:B5:195:ASN:HD22 1.84 0.40
4:B5:318:ARG:O 4:B5:363:MET:HA 2.21 0.40
4:B9:271:ALA:HB3 | 4:B9:365:VAL:HG12 2.04 0.40
4:C1:305:PRO:HB2 4:C1:310: TYR:CE1 2.56 0.40
3:C4:286:LEU:HD13 3:C4:286:LEU:HA 1.90 0.40
3:C6:32:PRO:HG2 8:1:64:GLY:H 1.86 0.40
3:C8:9:VAL:HG13 3:C8:149:LEU:HD22 2.03 0.40
4:C9:165:GLU:OE1 | 4:C9:250:LEU:HD11 2.22 0.40
3:D0:154:LEU:HD23 3:D0:154:LEU:HA 1.93 0.40
4:D3:207:LEU:HD23 4:D3:207:LEU:HA 1.95 0.40
4:D3:207:LEU:HA 4:D3:210:ILE:HG22 2.04 0.40
3:D6:122:1LE:HD13 3:D6:122:1LE:HA 1.92 0.40
4:D7:284:LEU:HD23 | 4:D7:362:LYS:HG2 2.04 0.40
3:E4:189:LEU:HD21 3:E4:418:PHE:HE2 1.85 0.40
3:E4:222:PRO:O 4:E5:322:SER:HB2 2.21 0.40
3:E4:352:LYS:HA 3:E4:352:LYS:HD2 1.92 0.40
3:E4:417:GLU:HG2 3:E4:418:PHE:CD2 2.57 0.40
3:F0:172:TRP:HB2 3:F0:203:-MET:HB3 2.02 0.40
3:F0:320:ARG:HH11 3:F0:360:PRO:HA 1.87 0.40
6:H:299:1LE:HD13 6:H:299:ILE:HA 1.92 0.40
7:e:183:LEU:HD23 7:e:196:LEU:HA 2.03 0.40
7:m:10:LEU:HD23 7:m:10:LEU:HA 1.97 0.40
7:p:92:LEU:HD12 7:p:92:LEU:HA 1.95 0.40
7:v:59:ASN:HD22 7:x:9:PRO:HB3 1.87 0.40
4:A1:186:THR:HG23 | 4:A1:415:-MET:HG3 2.03 0.40
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Atom-1 Atom-2 distance (A) overlap (A)
4:A1:216:LYS:HD2 2:B:262:LYS:HD3 2.02 0.40
4:A3:13:GLY:HA2 4:A3:16:1ILE:HG22 2.03 0.40
3:A6:57:GLY:H 2:B:254:GLY:H 1.69 0.40
3:A6:271:SER:HB3 3:A6:301:MET:HA 2.03 0.40
3:A8:118:SER:O 3:A8:122:ILE:HG12 2.22 0.40
4:A9:282:ARG:NH2 | 2:B:318:GLN:HE21 2.18 0.40
3:B2:12:ALA:HB3 3:B2:140:ALA:HB2 2.02 0.40
3:B4:288:VAL:HB 3:B4:327:ASP:HB3 2.03 0.40
3:B6:33:ASP:HB3 7:2:102:GLY:O 2.21 0.40
3:B&:33:ASP:HB3 7:h:102:GLY:O 2.21 0.40
3:C0:236:SER:HA 3:C0:243:ARG:HH21 1.86 0.40
3:C0:242:LEU:H 3:C0:242:LEU:HD23 1.86 0.40
4:C3:310: TYR:HE2 4:C3:369:GLY:HA3 1.86 0.40
3:C4:75:VAL:HB 3:C4:94:SER:HB3 2.03 0.40
3:C4:156:ARG:HA | 3:C4:159:VAL:HG12 2.03 0.40
3:C4:276:1LE:HG23 3:C4:280:LYS:HG3 2.02 0.40
4:C5:183:TYR:CE2 | 4:C5:388:MET:HG2 2.56 0.40
4:C7:362:LYS:NZ 4:C7:363:-MET:HE2 2.37 0.40
3:C8:70:LEU:HD12 | 3:C8:145:THR:HG22 2.03 0.40
3:C8:76:ASP:HA 3:CR:79:ARG:HB2 2.03 0.40
3:C8:422:ARG:HD2 3:C8:422:ARG:HA 1.87 0.40
4:C9:100:ASN:HB3 4:C9:103:LYS:HB3 2.03 0.40
3:D0:261:PRO:HB2 | 3:D0:262:TYR:CD1 2.56 0.40
3:D4:104:ALA:HB2 | 3:D4:413:MET:HE3 2.03 0.40
3:D4:311:LYS:NZ 3:D4:342:GLN:HG2 2.37 0.40
4:D9:171:PRO:HG2 | 4:D9:185:ALA:HB2 2.03 0.40
4:D9:375:GLN:HG3 | 4:D9:419:VAL:HG13 2.03 0.40
5:E:110:ALA:HB2 4:F1:359:LYS:HE2 2.02 0.40
4:E3:392:LYS:HD2 | 4:E3:395:LEU:HD12 2.04 0.40
3:E4:278:ALA:HB1 7-w:200:ASP:HB3 2.03 0.40
3:E8:6:SER:HB2 3:E8:8:HIS:CE1 2.57 0.40
4:E9:105:HIS:HA 4:E9:150:LEU-HG 2.03 0.40
4:E9:201:VAL:HG11 4:E9:378:PHE:HZ 1.87 0.40
4:E9:213:ARG:HH12 | 4:E9:297:-LYS:HE2 1.86 0.40
4:E9:311:LEU:HD12 | 4:E9:312: THR:HG22 2.04 0.40
4:F1:8:GLN:O 4:F1:66:MET:HG3 2.21 0.40
4:F1:136:THR:HG22 | 4:F1:167:PHE:HB2 2.04 0.40
6:H:252:PRO:HD3 6:H:289:PHE:HB3 2.04 0.40
6:1:324:LEU:HA 6:1:339:ASN:HA 2.03 0.40
7:h:75:.LEU:O 7:h:170:VAL:HA 2.21 0.40
7:u:73:VAL:HA 7:u:109:GLU:O 2.22 0.40
grbB
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There are no symmetry-related clashes.

5.3 Torsion angles (i)
5.3.1 Protein backbone (3)

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

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 0 20/351 (6%) 20 (100%) 0 0 100 ] 100}
1 1 20/351 (6%) 19 (95%) | 1 (5%) 0 100 [100]
1 10 20/351 (6%) 20 (100%) 0 0 |
1 11 20/351 (6%) 18 (90%) 2 (10%) 0 |
1 12 20/351 (6%) 20 (100%) 0 0 100 ] [ 100]
1 13 20/351 (6%) 20 (100%) 0 0 100 ] [ 100]
1 14 20/351 (6%) 19 (95%) 1 (5%) 0 |
1 15 20/351 (6%) 20 (100%) 0 0 100 ] [ 100]
1 16 20/351 (6%) 19 (95%) | 1 (5%) 0 100 ] [100]
1 17 20/351 (6%) 20 (100%) 0 0 100 ] [ 100}
1 18 20/351 (6%) 18 (90%) 2 (10%) 0 |
1 19 20/351 (6%) 18 (90%) 2 (10%) 0 |
1 2 20/351 (6%) 19 (95%) | 1 (5%) 0 100 ] 100}
1 22 18/351 (5%) 15 (83%) | 3 (17%) 0 100 [100]
1 23 18/351 (5%) 16 (89%) | 2 (11%) 0 100 ] [ 100]
1 3 20/351 (6%) 19 (95%) | 1 (5%) 0 100 ] [100]
1 4 20/351 (6%) 20 (100%) 0 0 100 ] [ 100}
1 5 20/351 (6%) 20 (100%) 0 0 100 ] 100}
1 6 20/351 (6%) 20 (100%) 0 0 100 [100]
1 7 20/351 (6%) 19 (95%) | 1 (5%) 0
1 8 20/351 (6%) 17 (85%) | 2(10%) | 1(5%)

1 9 20/351 (6%) 14 (70%) | 5©25%) | 1(5%)
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 A 159/583 (27%) 132 (83%) | 22 (14%) | 5 (3%) 21
2 B 210/583 (36%) 173 (82%) | 30 (14%) | 7 (3%) 19
2 C 47/583 (8%) 41 (87%) 5(11%) | 1(2%) 27
3 A0 424/453 (94%) 389 (92%) | 33 (8%) | 2 (0%) 25 56
3 | A2 424/453 (94%) | 393 (93%) | 31 (7%) 0 [100] [100]
3 A4 424/453 (94%) 400 (94%) | 24 (6%) 0 |
3 A6 424/453 (94%) 391 (92%) | 33 (8%) 0 |
3 | AS 424/453 (94%) | 411 (97%) | 13 (3%) 0 100 [100]
3 | Bo 424/453 (94%) | 407 (96%) | 17 (4%) 0 (100 ] [ 100]
3 | B2 424/453 (94%) | 400 (96%) | 15 (4%) 0 100 ] [ 100]
3 B4 424/453 (94%) 406 (96%) | 18 (4%) 0 |
3 B6 424/453 (94%) 405 (96%) | 19 (4%) 0 |
3 BS 424/453 (94%) 407 (96%) | 17 (4%) 0 |
3 Co 424/453 (94%) 353 (83%) | 69 (16%) | 2 (0%)

3 C2 424/453 (94%) 364 (86%) | 60 (14%) 0 100 | | 100
3 C4 424/453 (94%) 377 (89%) | 46 (11%) | 1 (0%) 44 71
3 C6 424/453 (94%) 384 (91%) | 38 (9%) | 2 (0%) 25 56
3 C8 424/453 (94%) 376 (89%) | 47 (11%) | 1 (0%) 44 71
3 DO 424/453 (94%) 383 (90%) | 40 (9%) | 1 (0%) 44 71
3 D2 424/453 (94%) 384 (91%) | 40 (9%) 0 100 | | 100
3 D4 424/453 (94%) 394 (93%) | 28 (%) | 2 (0%) 25 56
3 D6 424/453 (94%) 396 (93%) | 28 (%) 0

3 DS 424/453 (94%) 393 (93%) | 31 (%) 0

3 EO0 424/453 (94%) 396 (93%) | 28 (%) 0

3 E2 424/453 (94%) 385 (91%) | 38 (9%) | 1 (0%) 44 71
3 E4 424/453 (94%) 386 (91%) | 36 (8%) | 2 (0%) 25 56
3 E6 424/453 (94%) 367 (87%) | 56 (13%) | 1 (0%) 44 71
3 ES 424/453 (94%) 388 (92%) | 36 (8%) 0 |
3 F0 424/453 (94%) 372 (88%) | 51 (12%) | 1 (0%) 44 71
4 Al 424/449 (94%) 399 (94%) | 25 (6%) 0 100 | | 100
4 A3 424/449 (94%) 403 (95%) | 21 (5%) 0 100 | 1 100
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
4 A5 424/449 (94%) 398 (94%) | 24 (6%) | 2 (0%) 25 56
4 A7 424/449 (94%) 399 (94%) | 24 (6%) | 1 (0%) 44 71
4 A9 424/449 (94%) 401 (95%) | 23 (5%) 0 100 | | 100
4 | B1 424/449 (94%) | 402 (95%) | 22 (5%) 0 100 ] [ 100]
4 B3 424/449 (94%) 408 (96%) | 15 (4%) | 1 (0%) 44 71
4 B5 424/449 (94%) 406 (96%) | 18 (4%)

4 B7 424/449 (94%) 396 (93%) | 28 (%)

4 B9 424/449 (94%) 399 (94%) | 25 (6%)

4 C1 424/449 (94%) 368 (87%) | 54 (13%)

4 C3 424/449 (94%) 386 (91%) | 38 (9%) 0 100 | | 100
4 C5 424/449 (94%) 381 (90%) | 41 (10%) | 2 (0%) 25 56
4 C7 424/449 (94%) 378 (89%) | 43 (10%) | 3 (1%) 19| 50
4 C9 424/449 (94%) 378 (89%) | 44 (10%) | 2 (0%) 25 56
4 D1 424/449 (94%) 386 (91%) | 37 (9%) | 1 (0%) 44 71
4 D3 424/449 (94%) 375 (88%) | 44 (10%) | 5 (1%) 11 38
4 D5 424/449 (94%) 384 (91%) | 37 (9%) | 3 (1%) 19/ 50
4 D7 424/449 (94%) 402 (95%) | 21 (5%) | 1 (0%) 44 71
4 D9 424/449 (94%) 403 (95%) | 21 (5%) 0 100 | | 100
4 El 424/449 (94%) 382 (90%) | 40 (9%) | 2 (0%) 25 56
4 E3 424/449 (94%) 390 (92%) | 32 (8%) | 2 (0%) 25 56
4 E5 424/449 (94%) 392 (92%) | 31 (7%) | 1 (0%) 44 71
4 E7 424/449 (94%) 396 (93%) | 27 (6%) | 1 (0%) 44 71
4 E9 424/449 (94%) 342 (81%) | 79 (19%) | 3 (1%) 19/ 50
4 F1 424/449 (94%) 377 (89%) | 46 (11%) | 1 (0%)

5 E 85/336 (25%) 68 (80%) | 17 (20%) 0

5 F 85/336 (25%) 66 (78%) | 19 (22%) 0 |
5 G 65/336 (19%) 53 (82%) | 12 (18%) 0 |
6 H 221/446 (50%) 199 (90%) | 22 (10%) 0 |
6 I 222 /446 (50%) 206 (93%) | 15 (%) | 1 (0%) 25 56
6 J 227 /446 (51%) 206 (91%) | 21 (9%) 0 100 | | 100
6 K 218/446 (49%) 204 (94%) | 14 (6%) 0 100 | | 100
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
7 a 159/220 (72%) | 144 (91%) | 15 (9%) 0 100 [100]
7 b 159/220 (72%) 139 (87%) | 20 (13%) 0 100 | 100
7 c 197/220 (90%) 185 (94%) | 11 (6%) | 1 (0%) 25 56
7 d 197/220 (90%) | 188 (95%) | 9 (5%) 0 [100] [100]
7 e 197/220 (90%) 188 (95%) 9 (5%) 0 |
7 f 197/220 (90%) | 186 (94%) | 11 (6%) 0 100 [100]
7 g 197/220 (90%) 187 (95%) | 10 (5%) 0 |
7 h 197/220 (90%) | 185 (94%) | 12 (6%) 0 100 [100]
7 i 197/220 (90%) | 190 (96%) | 7 (4%) 0 (100 ] [ 100]
7 j 197/220 (90%) 186 (94%) 1 (6%) 0 |
7 m 197/220 (90%) | 184 (93%) | 13 (7%) 0 100 [100]
7 n 197/220 (90%) | 185 (94%) | 12 (6%) 0 100 ] [ 100]
7 0 197/220 (90%) 186 (94%) | 11 (6%) 0 |
7 D 197/220 (90%) 189 (96%) 8 (4%) 0 |
7 q 197/220 (90%) 189 (96%) 8 (4%) 0 |
7 r 197/220 (90%) | 191 (97%) | 6 (3%) 0 100 [ 100]
7 s 197/220 (90%) 187 (95%) | 10 (5%) 0 |
7 ¢ 197/220 (90%) | 190 (96%) | 7 (4%) 0 100 [100]
7 u 197/220 (90%) 187 (95%) | 10 (5%) 0 |
7 v 197/220 (90%) 183 (93%) | 14 (%) 0 |
7 w 197/220 (90%) | 179 (91%) | 18 (9%) 0 100 ] [ 100]
7 197/220 (90%) 184 (93%) | 13 (7%) 0
8 133/189 (70%) 115 (86%) | 15 (11%) | 3 (2%)

8 1 133/189 (70%) 109 (82%) | 23 (17%) | 1 (1%)
All | ALl | 28547/40933 (70%) | 26241 (92%) | 2236 (8%) | 70 (0%) 45 71
All (70) Ramachandran outliers are listed below:

Mol | Chain | Res | Type
2 A [ 277 | ASP
2 B 277 | ASP
2 B 468 | ASN
3 C4 | 218 | ASP
3 C6 | 243 | ARG

Continued on next page...
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Mol | Chain | Res | Type
3 C6 256 GLN
4 C7 355 ASP
4 D3 55 THR
4 D3 95 THR
4 D5 95 THR
4 D7 355 ASP
4 E5 355 ASP
4 E7 355 ASP
3 FO 347 CYS
7 c 36 ILE
8 k 65 GLU
8 1 61 ASN
1 9 246 CYS
2 A 278 GLN
2 A 521 PRO
2 B 521 PRO
3 C0 381 SER
4 C5 347 ASN
3 DO 403 ALA
4 D5 55 THR
4 D5 355 ASP
3 E2 112 LYS
3 E4 313 MET
8 k 61 ASN
1 8 246 CYS
3 A0 403 ALA
3 C8 403 ALA
4 C9 272 PRO
3 D4 338 LYS
3 E6 145 THR
4 A5 178 THR
2 B 278 GLN
2 B 567 LEU
2 C 253 ALA
4 C1 311 LEU
4 C7 90 PHE
4 c7 347 ASN
4 C9 393 ALA
4 D3 355 ASP
4 E1 125 GLU
4 E3 218 THR
4 F1 272 PRO

Continued on next page...
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Mol | Chain | Res | Type
2 B 257 ILE
2 B 571 MET
4 C1 178 THR
4 C5 263 LEU
4 D1 178 THR
4 E1 272 PRO
3 E4 220 GLU
4 E9 101 TRP
4 E9 351 SER
2 A 468 ASN
4 B3 178 THR
4 D3 108 GLU
4 D3 178 THR
3 D4 403 ALA
6 | 390 ALA
8 k 129 PRO
3 A0 261 PRO
4 AT 272 PRO
4 E3 272 PRO
4 E9 358 PRO
2 A 530 ILE
4 A5 272 PRO
3 C0 173 PRO

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 20/305 (7%) 20 (100%) 0 100 ] 100}
1 1 20/305 (7%) 20 (100%) 0 100 ] [100]
1 10 20/305 (7%) 20 (100%) 0 100 ] [ 100}
1 1 20/305 (7%) 20 (100%) 0 100 ] 100}
1 12 20/305 (7%) 20 (100%) 0 100 [100]
1 13 20/305 (7%) 20 (100%) 0

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 14 20/305 (7%) 20 (100%) 0 100 [100]
1 15 20/305 (7%) 20 (100%) 0 100 ] [ 100}
1 16 20/305 (7%) 20 (100%) 0 100 ] [100]
1 17 20/305 (7%) 20 (100%) 0 100 ] [ 100}
1 18 20/305 (7%) 20 (100%) 0 100 [ 100]
1 19 20/305 (7%) 20 (100%) 0 100 ] [100]
1 2 20/305 (7%) 20 (100%) 0 100 ] | 100}
1 22 18/305 (6%) 18 (100%) 0 100 ] [100]
1 23 18/305 (6%) 18 (100%) 0 100 ] 100}
1 3 20/305 (7%) 20 (100%) 0 100 ] | 100]
1 4 20/305 (7%) 20 (100%) 0 100 ] [100]
1 5 20/305 (7%) 19 (95%) | 1 (5%)

1 6 20/305 (7%) 20 (100%) 0

1 7 20/305 (7%) 20 (100%) 0 100 [ 100}
1 8 20/305 (7%) 20 (100%) 0 100 ] [100]
1 9 20/305 (7%) 20 (100%) 0 100 [ 100}
2 A 154/502 (31%) | 154 (100%) 0 100 ] [ 100}
2 B 194/502 (39% 194 (100%) 0 100 ] [100]
2 C 38/502 (8%) 38 (100%) 0 100 ] [ 100}
3 A0 359/379 (95% 359 (100%) 0 |
3 | A2 359/379 (95% 359 (100%) 0 |
3 A4 359/379 (95% 359 (100%) 0 |
3 A6 359/379 (95% 359 (100%) 0 |
3 A8 359/379 (95% 359 (100%) 0 |
3 B0 359/379 (95% 359 (100%) 0 |
3 B2 359/379 (95% 359 (100%) 0 |
3 B4 359/379 (95% 359 (100%) 0 |
3 B6 359/379 (95% 359 (100%) 0 |
3 BS 359/379 (95% 359 (100%) 0 |
3 | <o 359/379 (95% 358 (100%) | 1 (0%)

3 | 359/379 (95% 359 (100%) 0
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
3 C4 359/379 (95%) 359 (100%) 0 |
3 C6 359/379 (95%) 359 (100%) 0 |
3 C8 359/379 (95%) 359 (100%) 0 |
3 | Do 359/379 (95%) | 359 (100%) 0 100 ] [ 100}
3 D2 359/379 (95%) 358 (100%) | 1 (0%)

3 D4 359/379 (95%) 359 (100%) 0

3 D6 359/379 (95%) 358 (100%) | 1 (0%)

3 D8 359/379 (95%) 359 (100%) 0 |
3 E0 359/379 (95%) 359 (100%) 0 |
3 E2 359/379 (95%) 359 (100%) 0 |
3 | E4 359/379 (95%) | 359 (100%) 0 100 ] [100]
3 E6 359/379 (95%) 359 (100%) 0 |
3 ES 358/379 (94%) 358 (100%) 0 |
3 FO 359/379 (95%) 359 (100%) 0 |
4 | A1 364/381 (96%) | 364 (100%) 0 100 ] [100]
4 | A3 364/381 (96%) | 364 (100%) 0 100 [ 100}
4 | A5 364/381 (96%) | 364 (100%) 0 100 ] [ 100}
4 | A7 364/381 (96%) | 364 (100%) 0 100 ] [100]
4 A9 364 /381 (96%) 363 (100%) | 1 (0%)

4 | BI 364/381 (96%) | 364 (100%) 0 (100 ] [100]
4 | B3 364/381 (96%) | 364 (100%) 0 100 [ 100}
4 | B5 364/381 (96%) | 364 (100%) 0 100 ] [ 100}
4 | BT 364/381 (96%) | 364 (100%) 0 100 ] [100]
4 | B9 364/381 (96%) | 364 (100%) 0 100 ] 100}
4 | c1 364/381 (96%) | 364 (100%) 0 100 ] [100]
4 C3 364 /381 (96%) 363 (100%) | 1 (0%)

4 C5 364/381 (96%) 363 (100%) | 1 (0%)

4 C7 364,/381 (96%) 364 (100%) 0

4 C9 364/381 (96%) 363 (100%) | 1 (0%)

4 D1 364/381 (96%) 364 (100%) 0

4 D3 364/381 (96%) 363 (100%) | 1 (0%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles

4 | D5 364/381 (96%) | 364 (100%) 0 100 [100]
4 | D7 364/381 (96%) | 364 (100%) 0 100 ] [ 100}
4 | DY 364/381 (96%) | 364 (100%) 0 100 ] [100]
4 | E1 364/381 (96%) | 364 (100%) 0 100 ] [ 100}
4 | E3 364/381 (96%) | 364 (100%) 0 100 [ 100]
4 | E5 364/381 (96%) | 364 (100%) 0 100 ] [100]
4 | E7 364/381 (96%) | 364 (100%) 0 100 ] | 100}
4 | E9 364/381 (96%) | 362 (100%) | 2 (0%)
4 | F1 364/381 (96%) | 364 (100%) 0 (100 100}
5 E 76/280 (27%) 76 (100%) 0 100 ] | 100]
5 F 76/280 (27%) 76 (100%) 0 100 ] [100]
5 G 56/280 (20%) 56 (100%) 0 100 ] 100}
6 H 185/345 (54%) | 185 (100%) 0 100 ] [100]
6 I 185/345 (54%) | 185 (100%) 0 100 [ 100}
6 J 191/345 (55%) 191 (100%) 0 |
6 K 183/345 (53%) | 183 (100%) 0 100 [ 100}
7 a 139/190 (73%) 139 (100%) 0 |
7 b 139/190 (73%) | 139 (100%) 0 100 ] [100]
7 c 174/190 (92%) | 174 (100%) 0 100 ] [ 100}
7 d 174/190 (92%) | 174 (100%) 0 100 ] [100]
7 e 174/190 (92%) | 174 (100%) 0 100 [ 100}
7 f 174/190 (92%) | 174 (100%) 0 100 ] [ 100}
7 o 174/190 (92%) | 174 (100%) 0 100 ] [100]
7 h 174/190 (92%) | 174 (100%) 0 100 ] 100}
7 i 174/190 (92%) | 174 (100%) 0 100 ] [100]
7 i 174/190 (92%) | 174 (100%) 0 100 100}
7 m 174/190 (92%) | 174 (100%) 0 100 ] [ 100]
7 n 174/190 (92%) | 174 (100%) 0 100 100}
7 0 174/190 (92%) 174 (100%) 0 |
7 174/190 (92%) | 174 (100%) 0 100 ] [100]
7 174/190 (92%) | 174 (100%) 0
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Mol | Chain Analysed Rotameric | Outliers

7 r 174/190 (92%) 174 (100%) 0

7 s 174/190 (92%) 174 (100%) 0

7 t 174/190 (92%) 174 (100%) 0

7 u 174/190 (92%) 174 (100%) 0

7 v 174/190 (92%) 174 (100%) 0

7 w 174/190 (92%) 174 (100%) 0

7 174/190 (92%) 174 (100%) 0

8 k 122/164 (74%) 122 (100%) 0

8 1 122/164 (74%) 122 (100%) 0
All All 24573/34704 (71%) | 24562 (100%) | 11 (0%)

All (11) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 5 244 GLN
4 A9 414 ASN
3 C0 91 GLN
4 C3 191 GLN
4 Ch 195 ASN
4 C9 131 GLN
3 D2 192 HIS
4 D3 247 ASN
3 D6 256 GLN
4 E9 256 ASN
4 E9 329 GLN

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (312)

such sidechains are listed below:

Mol | Chain | Res | Type
1 1 244 GLN
1 13 244 GLN
1 14 242 ASN
1 4 244 GLN
2 A 469 GLN
3 A0 31 GLN
3 A0 50 ASN
3 A0 91 GLN
3 AO 102 ASN
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Mol | Chain | Res | Type
4 Al 256 ASN
4 Al 334 GLN
4 Al 348 ASN
3 A2 18 ASN
3 A2 329 ASN
3 A2 380 ASN
4 A3 94 GLN
4 A3 195 ASN
4 A3 334 GLN
3 A4 216 ASN
3 A4 258 ASN
3 A4 406 HIS
4 A5 83 GLN
4 A5 348 ASN
4 A5 370 ASN
3 A6 31 GLN
3 A6 285 GLN
3 A6 380 ASN
4 AT 11 GLN
4 AT 14 ASN
4 AT 15 GLN
4 AT 43 GLN
4 AT 280 GLN
4 AT 291 GLN
3 A8 15 GLN
3 A8 61 HIS
3 A8 85 HIS
3 A8 393 HIS
4 A9 195 ASN
4 A9 279 GLN
4 A9 335 ASN
4 A9 375 GLN
2 B 543 GLN
3 BO 85 HIS
3 BO 88 HIS
3 BO 128 ASN
3 BO 139 ASN
3 BO 206 ASN
4 B1 15 GLN
4 B1 48 ASN
4 B1 99 ASN
4 B1 204 ASN
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Mol | Chain | Res | Type
4 B1 245 GLN
4 B1 279 GLN
4 B1 329 GLN
4 B1 375 GLN
3 B2 309 HIS
3 B2 356 ASN
3 B2 380 ASN
4 B3 14 ASN
4 B3 94 GLN
4 B3 247 ASN
4 B3 280 GLN
4 B3 337 ASN
3 B4 133 GLN
4 B5 227 HIS
4 B5 329 GLN
4 B5 334 GLN
3 B6 15 GLN
3 B6 88 HIS
3 B6 186 ASN
3 B6 256 GLN
3 B6 329 ASN
3 B6 393 HIS
4 B7 15 GLN
4 B7 131 GLN
4 B7 329 GLN
4 B7 348 ASN
4 B7 414 ASN
3 B8 128 ASN
3 B8 168 ASN
3 B8 285 GLN
3 B8 329 ASN
3 B8 406 HIS
4 B9 247 ASN
4 B9 291 GLN
4 B9 375 GLN
3 C0 11 GLN
3 CO 15 GLN
3 CO 18 ASN
3 Co 206 ASN
3 C0 258 ASN
3 C0 293 ASN
4 C1 14 ASN
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Mol | Chain | Res | Type
4 C1 200 GLN
4 C1 247 ASN
4 C1 335 ASN
4 C1 424 GLN
3 C2 91 GLN
3 C2 102 ASN
3 C2 107 HIS
3 C2 133 GLN
3 C2 206 ASN
3 C2 258 ASN
4 C3 89 ASN
4 C3 247 ASN
4 C3 256 ASN
4 C3 292 GLN
4 C3 298 ASN
3 C4 31 GLN
3 C4 85 HIS
3 C4 133 GLN
3 C4 192 HIS
3 C4 216 ASN
3 C4 233 GLN
3 C4 258 ASN
4 Ch 52 ASN
4 Ch 195 ASN
4 C5 298 ASN
4 Ch 416 ASN
3 C6 8 HIS
3 C6 88 HIS
3 C6 107 HIS
3 C6 216 ASN
4 C7 8 GLN
4 C7 256 ASN
4 C7 292 GLN
4 C7 348 ASN
4 C7 370 ASN
4 C7 375 GLN
3 C8 102 ASN
3 C8 186 ASN
3 C8 329 ASN
3 C8 406 HIS
4 C9 28 HIS
4 C9 89 ASN
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Mol | Chain | Res | Type
4 C9 94 GLN
4 C9 131 GLN
4 C9 245 GLN
4 C9 256 ASN
4 C9 348 ASN
4 C9 426 GLN
3 DO 101 ASN
3 DO 258 ASN
4 D1 14 ASN
4 D1 100 ASN
4 D1 264 HIS
4 D1 292 GLN
4 D1 329 GLN
4 D1 348 ASN
3 D2 168 ASN
3 D2 216 ASN
3 D2 228 ASN
3 D2 256 GLN
3 D2 329 ASN
4 D3 184 ASN
4 D3 247 ASN
4 D3 292 GLN
4 D3 348 ASN
4 D3 384 GLN
3 D4 197 HIS
3 D4 380 ASN
4 D5 11 GLN
4 D5 195 ASN
4 D5 227 HIS
4 D5 334 GLN
4 D5 347 ASN
4 D5 375 GLN
4 D5 384 GLN
4 D5 414 ASN
3 D6 15 GLN
3 D6 35 GLN
3 D6 88 HIS
3 D6 91 GLN
3 D6 216 ASN
3 D6 258 ASN
3 D6 293 ASN
3 D6 329 ASN
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Mol | Chain | Res | Type
3 D6 342 GLN
4 D7 137 HIS
4 D7 247 ASN
4 D7 279 GLN
4 D7 334 GLN
4 D7 423 GLN
3 D8 31 GLN
3 D8 91 GLN
3 D8 139 ASN
3 D8 256 GLN
3 D8 329 ASN
4 D9 8 GLN
4 D9 204 ASN
4 D9 348 ASN
4 D9 424 GLN
3 EO 8 HIS
3 EO 91 GLN
3 EO 107 HIS
3 EO 216 ASN
3 EO 256 GLN
3 EO 329 ASN
3 EO 406 HIS
4 E1 8 GLN
4 El 100 ASN
4 El 191 GLN
4 E1 195 ASN
4 E1 279 GLN
4 E1 332 ASN
4 E1 348 ASN
4 E1 424 GLN
3 E2 15 GLN
3 E2 133 GLN
3 E2 216 ASN
3 E2 258 ASN
4 E3 191 GLN
4 E3 292 GLN
4 E3 298 ASN
4 E3 334 GLN
4 E3 337 ASN
4 E3 348 ASN
4 E3 384 GLN
4 E3 423 GLN
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Mol | Chain | Res | Type
E3 426 GLN
E4 256 GLN
E4 266 HIS
E5 105 HIS
E5 191 GLN
E5 291 GLN
E5 329 GLN
E6 8 HIS
E6 31 GLN
E6 168 ASN
E6 342 GLN
E7 28 HIS
E7 99 ASN
E7 100 ASN
E7 247 ASN
E7 334 GLN
ES8 35 GLN
ES8 139 ASN
ES8 228 ASN
E9 245 GLN
E9 280 GLN
E9 424 GLN
F 136 GLN
FO 31 GLN
FO 91 GLN
FO 197 HIS
F1 6 HIS
F1 8 GLN
F1 137 HIS
F1 191 GLN
F1 292 GLN
F1 335 ASN

G 136 GLN
H 247 ASN
H 250 HIS

I 213 GLN
J 201 HIS

J 247 ASN
J 391 ASN
K 352 GLN
K 418 GLN

[ DD OO OO O T | | | | | | QO QO QO U W W] | QO QO QO | | | | | QO QO QO COf W[ | | =] QO WO i~

a 29 ASN

Continued on next page...




Page 171

Full wwPDB EM Validation Report

EMD-72719, 9YA3

Continued from previous page...

Mol | Chain | Res | Type
7 a 67 HIS
7 a 147 HIS
7 b 94 ASN
7 b 125 HIS
7 c 41 ASN
7 c 60 ASN
7 c 125 HIS
7 c 203 ASN
7 d 125 HIS
7 e 11 ASN
7 e 37 GLN
7 e 125 HIS
7 f 11 ASN
7 f 37 GLN
7 f 125 HIS
7 g 125 HIS
7 h 67 HIS
7 h 128 HIS
7 i 37 GLN
7 i 41 ASN
7 j 67 HIS
7 j 94 ASN
8 k 17 GLN
8 k 48 GLN
8 1 113 ASN
8 1 147 GLN
8 1 148 GLN
7 m 41 ASN
7 m 94 ASN
7 m 147 HIS
7 n 60 ASN
7 0 18 ASN
7 0 67 HIS
7 0 94 ASN
7 0 181 GLN
7 p 11 ASN
7 q 25 GLN
7 q 94 ASN
7 r 181 GLN
7 s 25 GLN
7 s 59 ASN
7 s 125 HIS
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Mol | Chain | Res | Type
7 s 128 HIS
7 t 37 GLN
7 t 60 ASN
7 t 106 GLN
7 u 11 ASN
7 u 128 HIS
7 w 11 ASN
7 W 128 HIS
7 w 181 GLN

5.3.3 RNA (D

There are no RNA molecules in this entry.

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

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)

Of 78 ligands modelled in this entry, 26 are monoatomic - leaving 52 for Mogul analysis.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. The Z score for a bond
length (or angle) is the number of standard deviations the observed value is removed from the
expected value. A bond length (or angle) with |Z| > 2 is considered an outlier worth inspection.
RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles).

Mol | Type | Chain | Res | Link | o PMivB 0 o i TRz 417> 2
10 | GTP | B2 | 501 | 11 [293434] 1.23 | 2(6%) |3554,54 | 1.36 | 5 (14%)
10 | GTP | E6 | 501 | 11 [293434] 1.20 | 2(6%) |3554,54 | 1.31 | 4 (11%)
9 | GDP | E7 | 501 | - |253030| 099 | 1(4%) |30,4747| 1.06 | 1 (3%)
10 | GTP | E0 [ 501 | 11 [293434] 120 | 2(6%) |3554,54| 1.39 | 5 (14%)

WO RLDWIDE
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Mol | Type | Chain | Res | Link | ¢ i iz | 1712 | Counts | RMSZ | 12]> 2
10 | GTP D4 501 11 129,34,34 | 1.23 1 (3%) | 35,54,54 | 1.33 5 (14%)
GDP B3 501 - 25,30,30 | 0.95 1 (4%) | 30,4747 | 1.13 1 (3%)
GDP D1 501 - 25,30,30 | 0.96 1 (4%) | 30,4747 | 1.11 3 (10%)
GDP Ch 501 - 25,30,30 | 0.93 1 (4%) | 30,4747 | 0.99 2 (6%)
10 | GTP D6 501 11 29,3434 | 1.22 2 (6%) | 35,54,54 | 1.32 4 (11%)
GDP E1 501 - 25,30,30 | 0.93 1 (4%) | 30,4747 | 1.05 2 (6%)
GDP D5 501 - 25,30,30 | 0.97 1 (4%) | 30,4747 | 1.12 2 (6%)
GDP Cr 501 - 25,30,30 | 0.99 1 (4%) | 30,4747 | 1.22 3 (10%)
10 | GTP C8 501 11 29,3434 | 1.20 2 (6%) | 35,54,54 | 1.30 5 (14%)
GDP A3 502 - 25,30,30 | 0.97 1 (4%) | 30,4747 | 1.17 1 (3%)
GDP D3 501 - 25,30,30 | 0.93 1 (4%) | 30,4747 | 1.10 2 (6%)
10 | GTP B8 501 11 ]29,34,34 | 1.21 2 (6%) | 35,54,54 | 1.30 4 (11%)
10 | GTP A0 501 11 29,3434 | 1.32 2 (6%) | 35,54,54 | 1.38 5 (14%)
10 | GTP C4 501 11 29,3434 | 1.25 1 (3%) | 35,54,54 | 1.25 4 (11%)
GDP B5 501 - 25,30,30 | 0.98 1 (4%) | 30,4747 | 1.03 1 (3%)
GDP B9 501 - 25,30,30 | 0.95 1 (4%) | 30,4747 | 1.09 1 (3%)
GDP D7 501 - 25,30,30 | 0.96 1 (4%) | 30,4747 | 1.05 2 (6%)
10 | GTP C2 501 11 29,3434 | 1.27 2 (6%) | 35,54,54 | 1.52 8 (22%)
10 | GTP DO 501 11 1293434 | 1.21 2 (6%) | 35,54,54 | 1.36 5 (14%)
10 | GTP A6 501 11 29,3434 | 1.23 2 (6%) | 35,54,54 | 1.40 6 (17%)
9 GDP C9 501 - 25,30,30 | 0.94 1 (4%) | 30,4747 | 1.09 2 (6%)
10 | GTP E2 501 11 29,3434 | 1.21 2 (6%) | 35,54,54 | 1.33 5 (14%)
GDP Al 501 - 25,30,30 | 0.99 1 (4%) | 30,4747 | 1.25 4 (13%)
GDP AT 501 - 25,30,30 | 0.97 1 (4%) | 30,4747 | 1.12 2 (6%)
10 | GTP A4 501 11 1293434 | 1.19 2 (6%) | 35,54,54 | 1.28 4 (11%)
10 | GTP B6 501 11 29,3434 | 1.22 2 (6%) | 35,54,54 | 1.30 4 (11%)
GDP B7 501 - 25,30,30 | 0.96 1 (4%) | 30,4747 | 1.07 1 (3%)
GDP E9 501 - 25,30,30 | 0.93 1 (4%) | 304747 | 1.14 3 (10%)
10 | GTP D2 501 11 29,3434 | 1.19 2 (6%) | 35,54,54 | 1.29 4 (11%)
10 | GTP A8 501 11 293434 | 1.23 2 (6%) | 35,54,54 | 1.30 4 (11%)
9 GDP D9 501 - 25,30,30 | 0.94 1 (4%) | 30,4747 | 1.07 1 (3%)
10 | GTP E4 501 11 293434 | 1.18 2 (6%) | 35,54,54 | 1.33 4 (11%)
GDP E5 501 - 25,30,30 | 0.97 1 (4%) | 30,4747 | 1.02 1 (3%)
GDP C3 501 - 25,30,30 | 1.02 1 (4%) | 30,4747 | 1.17 2 (6%)
10 | GTP Co 501 11 29,3434 | 1.29 3 (10%) | 35,54,54 | 1.41 7 (20%)
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Mol | Type | Chain | Res | Link | ¢ i iz | 1712 | Counts | RMSZ | 12]> 2
10 | GTP C6 501 11 29,3434 | 1.25 2 (6%) | 35,54,54 | 1.35 4 (11%)
GDP A 601 - 25,30,30 | 0.99 1 (4%) | 30,4747 | 1.19 3 (10%)
GDP C1 501 - 25,30,30 | 0.98 1 (4%) | 30,4747 | 1.30 5 (16%)
10 | GTP A2 501 11 ]29,34,34 | 1.21 2 (6%) | 35,54,54 | 1.37 5 (14%)
10 | GTP ES8 501 11 293434 | 1.19 2 (6%) | 35,54,54 | 1.32 3 (8%)
GDP F1 501 - 25,30,30 | 0.97 1 (4%) | 304747 | 1.14 3 (10%)
GDP A5 501 - 25,30,30 | 0.93 1 (4%) | 30,4747 | 1.06 1 (3%)
GDP E3 501 - 25,30,30 | 0.97 1 (4%) | 30,4747 | 1.02 2 (6%)
10 | GTP D8 501 11 29,3434 | 1.23 2 (6%) | 35,54,54 | 1.31 6 (17%)
10 | GTP B4 501 11 29,3434 | 1.23 2 (6%) | 35,54,54 | 1.34 6 (17%)
9 GDP B 601 - 25,30,30 | 1.03 1 (4%) | 30,4747 | 1.23 4 (13%)
10 | GTP BO 501 11 29,3434 | 1.23 2 (6%) | 35,54,54 | 1.34 4 (11%)
10 | GTP FO 501 11 29,3434 | 1.23 1 (3%) | 35,54,54 | 1.33 3 (8%)

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

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
10 | GTP B2 501 11 - 6/18/38/38 | 0/3/3/3
10 | GTP E6 501 11 - 7/18/38/38 | 0/3/3/3
9 GDP E7 501 - - 6/12/32/32 | 0/3/3/3
10 | GTP EO 501 11 - 2/18/38/38 | 0/3/3/3
10 | GTP D4 501 11 - 5/18/38/38 | 0/3/3/3

GDP B3 501 - - 3/12/32/32 | 0/3/3/3
GDP D1 501 - - 2/12/32/32 | 0/3/3/3
GDP Ch 501 - - 4/12/32/32 | 0/3/3/3
10 | GTP D6 501 11 - 7/18/38/38 | 0/3/3/3
GDP E1l 501 - - 4/12/32/32 | 0/3/3/3
GDP D5 501 - - 9/12/32/32 | 0/3/3/3
GDP c7 501 - - 2/12/32/32 | 0/3/3/3
10 | GTP C8 501 11 - 4/18/38/38 | 0/3/3/3
GDP A3 502 - - 4/12/32/32 | 0/3/3/3
GDP D3 501 - - 3/12/32/32 | 0/3/3/3
10 | GTP B8 501 11 - 8/18/38/38 | 0/3/3/3

Continued on next page...
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Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
10 | GTP A0 501 11 - 3/18/38/38 | 0/3/3/3
10 | GTP C4 501 11 - 7/18/38/38 | 0/3/3/3

GDP B5 501 - - 5/12/32/32 | 0/3/3/3
GDP B9 501 - - 3/12/32/32 | 0/3/3/3
GDP D7 501 - - 4/12/32/32 | 0/3/3/3
10 | GTP C2 501 11 - 6/18/38/38 | 0/3/3/3
10 | GTP DO 501 11 - 6/18/38/38 | 0/3/3/3
10 | GTP A6 501 11 - 6/18/38/38 | 0/3/3/3
9 GDP 9 501 - - 3/12/32/32 | 0/3/3/3
10 | GTP E2 501 11 - 1/18/38/38 | 0/3/3/3
GDP Al 501 - - 5/12/32/32 | 0/3/3/3
GDP A7 501 - - 3/12/32/32 | 0/3/3/3
10 | GTP A4 501 11 - 3/18/38/38 | 0/3/3/3
10 | GTP B6 501 11 - 7/18/38/38 | 0/3/3/3
GDP B7 501 - - 3/12/32/32 | 0/3/3/3
GDP E9 501 - - 5/12/32/32 | 0/3/3/3
10 | GTP D2 501 11 - 9/18/38/38 | 0/3/3/3
10 | GTP A8 501 11 - 7/18/38/38 | 0/3/3/3
9 GDP D9 501 - - 4/12/32/32 | 0/3/3/3
10 | GTP E4 501 11 - 8/18/38/38 | 0/3/3/3
9 GDP E5 501 - - 1/12/32/32 | 0/3/3/3
9 GDP C3 501 - - 3/12/32/32 | 0/3/3/3
10 | GTP Co 501 11 - 7/18/38/38 | 0/3/3/3
10 | GTP C6 501 11 - 9/18/38/38 | 0/3/3/3
GDP A 601 - - 5/12/32/32 | 0/3/3/3
GDP C1 501 - - 2/12/32/32 | 0/3/3/3
10 | GTP A2 501 11 - 9/18/38/38 | 0/3/3/3
10 | GTP ES8 501 11 - 5/18/38/38 | 0/3/3/3
GDP F1 501 - - 4/12/32/32 | 0/3/3/3
GDP A5 501 - - 2/12/32/32 | 0/3/3/3
GDP E3 501 - - 5/12/32/32 | 0/3/3/3
10 | GTP D8 501 11 - 6/18/38/38 | 0/3/3/3
10 | GTP B4 501 11 - 8/18/38/38 | 0/3/3/3
9 GDP B 601 - - 4/12/32/32 | 0/3/3/3

Continued on next page...
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Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
10 | GTP BO 501 11 - 8/18/38/38 | 0/3/3/3
10 | GTP FO 501 11 - 7/18/38/38 | 0/3/3/3

All (76) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
10 A0 501 | GTP | C5-C6 | -4.71 1.38 1.47
10 C4 501 | GTP | C5-C6 | -4.63 1.38 1.47
10 C6 501 | GTP | C5-C6 | -4.55 1.38 1.47
10 D6 501 | GTP | C5-C6 |-4.51 1.38 1.47
10 C2 501 | GTP | C5-C6 |-4.51 1.38 1.47
10 BO 501 | GTP | C5-C6 |-4.47 1.38 1.47
10 A8 501 | GTP | C5-C6 | -4.45 1.38 1.47
10 B2 501 | GTP | C5-C6 |-4.45 1.38 1.47
10 A4 501 | GTP | C5-C6 | -4.45 1.38 1.47
10 B6 501 | GTP | C5-C6 |-4.44 1.38 1.47
10 D8 501 | GTP | C5-C6 |-4.43 1.38 1.47
10 DO 501 | GTP | C5-C6 | -4.42 1.38 1.47
10 C8 501 | GTP | C5-C6 |-4.41 1.38 1.47
10 A2 501 | GTP | (C5-C6 | -4.41 1.38 1.47
10 E2 501 | GTP | C5-C6 | -4.38 1.38 1.47
10 B4 501 | GTP | C5-C6 | -4.38 1.38 1.47
10 B8 501 | GTP | C5-C6 |-4.37 1.38 1.47
10 E6 501 | GTP | C5-C6 |-4.37 1.38 1.47
10 D4 501 | GTP | C5-C6 | -4.36 1.38 1.47
10 A6 501 | GTP | C5-C6 | -4.36 1.38 1.47
10 EO 501 | GTP | C5-C6 | -4.34 1.38 1.47
10 EA4 501 | GTP | C5-C6 |-4.25 1.39 1.47
10 D2 501 | GTP | C5-C6 | -4.22 1.39 1.47
10 ES8 501 | GTP | C5-C6 | -4.15 1.39 1.47
10 FO 501 | GTP | C5-C6 |-4.13 1.39 1.47
10 C0 501 | GTP | C5-C6 |-4.11 1.39 1.47
9 E7 501 | GDP | C6-N1 | -2.79 1.33 1.37
9 Al 501 | GDP | C6-N1 | -2.69 1.33 1.37
9 E3 501 | GDP | C6-N1 | -2.65 1.33 1.37
9 B 601 | GDP | C6-N1 | -2.64 1.33 1.37
9 Ch 501 | GDP | C6-N1 | -2.62 1.33 1.37
9 B3 501 | GDP | C6-N1 | -2.62 1.33 1.37
9 E5 501 | GDP | C6-N1 | -2.62 1.33 1.37
9 B5 501 | GDP | C6-N1 | -2.57 1.33 1.37
9 A7 501 | GDP | C6-N1 | -2.55 1.33 1.37
9 B9 501 | GDP | C6-N1 |-2.55 1.33 1.37
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
9 D9 501 | GDP | C6-N1 |-2.54 1.33 1.37
9 F1 501 | GDP | C6-N1 |-2.53 1.33 1.37
9 D7 501 | GDP | C6-N1 |-2.53 1.33 1.37
9 C9 501 | GDP | C6-N1 | -2.52 1.33 1.37
9 Cr 501 | GDP | C6-N1 |-2.52 1.33 1.37
9 C3 501 | GDP | C6-N1 | -2.50 1.34 1.37
9 B7 501 | GDP | C6-N1 | -2.50 1.34 1.37
9 D1 501 | GDP | C6-N1 |-2.49 1.34 1.37
9 D5 501 | GDP | C6-N1 |-2.49 1.34 1.37
9 El 501 | GDP | C6-N1 |-2.48 1.34 1.37
9 D3 501 | GDP | C6-N1 | -2.47 1.34 1.37
9 C1 501 | GDP | C6-N1 | -2.46 1.34 1.37
9 A3 502 | GDP | C6-N1 |-2.45 1.34 1.37
10 Co 501 | GTP | PA-O3A | 2.44 1.62 1.59
9 A5 501 | GDP | C6-N1 |-2.40 1.34 1.37
9 A 601 | GDP | C6-N1 |-2.35 1.34 1.37
9 E9 501 | GDP | C6-N1 | -2.31 1.34 1.37
10 Co 501 | GTP | PB-O3A | 2.30 1.62 1.59
10 A0 501 | GTP | C2-N3 | 2.23 1.38 1.33
10 D2 501 | GTP | C2-N3 | 2.20 1.38 1.33
10 A2 501 | GTP | C2-N3 | 2.14 1.38 1.33
10 ES 501 | GTP | C2-N3 | 2.14 1.38 1.33
10 E6 501 | GTP | C2-N3 | 2.13 1.38 1.33
10 B4 501 | GTP | C2-N3 | 2.13 1.38 1.33
10 B2 501 | GTP | C2-N3 | 2.13 1.38 1.33
10 D6 501 | GTP | C2-N3 | 2.11 1.38 1.33
10 D8 501 | GTP | C2-N3 | 2.10 1.38 1.33
10 C2 501 | GTP | C2-N3 | 2.10 1.38 1.33
10 B8 501 | GTP | C2-N3 | 2.09 1.38 1.33
10 E4 501 | GTP | C2-N3 | 2.08 1.38 1.33
10 B6 501 | GTP | C2-N3 | 2.08 1.38 1.33
10 E2 501 | GTP | C2-N3 | 2.05 1.38 1.33
10 A6 501 | GTP | C2-N3 | 2.04 1.38 1.33
10 DO 501 | GTP | C2-N3 | 2.04 1.38 1.33
10 C6 501 | GTP | C2-N3 | 2.04 1.38 1.33
10 BO 501 | GTP | C2-N3 | 2.04 1.38 1.33
10 EO 501 | GTP | C2-N3 | 2.03 1.38 1.33
10 A8 501 | GTP | C2-N3 | 2.02 1.38 1.33
10 C8 501 | GTP | C2-N3 | 2.01 1.38 1.33
10 A4 501 | GTP | C2-N3 | 2.01 1.38 1.33

All (178) bond angle outliers are listed below:
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Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(?)
10 ES8 501 | GTP C8-NT7-C5 3.77 108.97 102.55
10 FO 501 | GTP C8-NT7-C5 3.73 108.90 102.55
10 Co 501 | GTP C8-N7-C5 3.72 108.88 102.55
10 A8 501 | GTP C8-N7-Ch 3.68 108.82 102.55
10 A6 501 | GTP C8-NT7-C5h 3.68 108.82 102.55
10 D4 501 | GTP C8-NT7-C5 3.67 108.79 102.55
10 A4 501 | GTP C8-NT7-C5 3.65 108.76 102.55
10 D2 501 | GTP C8-NT7-C5 3.64 108.75 102.55
10 B2 501 | GTP C8-N7-C5 3.64 108.74 102.55
10 B6 501 | GTP C8-N7-C5 3.63 108.73 102.55
10 B8 501 | GTP C8-N7-C5 3.63 108.73 102.55
10 E4 501 | GTP C8-N7-C5h 3.62 108.71 102.55
10 D8 501 | GTP C8-NT7-C5 3.61 108.70 102.55
10 EO 501 | GTP C8-NT7-C5 3.61 108.69 102.55
10 D6 501 | GTP C8-NT7-C5 3.60 108.68 102.55
10 B4 501 | GTP C8-N7-C5 3.60 108.67 102.55
10 C8 501 | GTP C8-NT7-C5 3.58 108.64 102.55
10 E6 501 | GTP C8-N7-C5 3.58 108.64 102.55
10 E2 501 | GTP C8-N7-C5 3.57 108.63 102.55
10 C6 501 | GTP C8-N7-C5 3.57 108.63 102.55
10 BO 501 | GTP C8-NT7-C5 3.56 108.62 102.55
10 C4 501 | GTP C8-N7-C5 3.54 108.58 102.55
10 DO 501 | GTP C8-NT7-C5 3.54 108.57 102.55
10 A2 501 | GTP C8-NT7-C5 3.52 108.53 102.55
10 A0 501 | GTP C8-N7-C5 3.47 108.46 102.55
10 C2 501 | GTP C8-N7-C5 3.42 108.38 102.55
10 A0 501 | GTP C5-C6-N1 3.38 120.51 114.07
10 A0 501 | GTP C2-N1-C6 -3.22 119.21 125.11
10 C6 501 | GTP CH-C6-N1 3.22 120.21 114.07
10 B2 501 | GTP C5-C6-N1 3.17 120.11 114.07
10 E6 501 | GTP C5-C6-N1 3.10 119.98 114.07
10 Co 501 | GTP C2-N1-C6 -3.08 119.48 125.11
10 A2 501 | GTP C5-C6-N1 3.07 119.93 114.07
10 B6 501 | GTP C5-C6-N1 3.07 119.93 114.07
10 A2 501 | GTP C2-N1-C6 -3.06 119.51 125.11
10 C6 501 | GTP C2-N1-C6 | -3.06 119.52 125.11
10 E6 501 | GTP C2-N1-C6 | -3.04 119.54 125.11
10 B4 501 | GTP C5-C6-N1 3.04 119.86 114.07
9 C7 501 | GDP C8-NT7-C5 3.03 107.71 102.55
10 A8 501 | GTP C5-C6-N1 3.03 119.85 114.07
10 E4 501 | GTP C5-C6-N1 3.02 119.84 114.07
10 BO 501 | GTP C5-C6-N1 3.02 119.83 114.07
10 D6 501 | GTP C5-C6-N1 3.02 119.83 114.07
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Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(?)
10 B8 501 | GTP C5-C6-N1 3.00 119.79 114.07
10 D2 501 | GTP C5-C6-N1 3.00 119.79 114.07
10 FO 501 | GTP C2-N1-C6 -2.98 119.65 125.11
10 D2 501 | GTP C2-N1-C6 -2.98 119.66 125.11
10 DO 501 | GTP C5-C6-N1 2.98 119.75 114.07
10 ES8 501 | GTP C5-C6-N1 2.97 119.74 114.07
10 B2 501 | GTP C2-N1-C6 -2.97 119.67 125.11
10 FO 501 | GTP C5-C6-N1 2.97 119.73 114.07
10 D8 501 | GTP C5-C6-N1 2.96 119.71 114.07
10 B2 501 | GTP CH-C6-N1 2.95 119.69 114.07
10 E4 501 | GTP C2-N1-C6 -2.95 119.72 125.11
10 A8 501 | GTP C2-N1-C6 -2.94 119.72 125.11
10 BO 501 | GTP C2-N1-C6 -2.94 119.72 125.11
10 D6 501 | GTP C2-N1-C6 -2.94 119.73 125.11
9 A3 502 | GDP C8-N7-Cb5 2.93 107.54 102.55
10 EO 501 | GTP C5-C6-N1 2.92 119.63 114.07
10 A6 501 | GTP C5-C6-N1 291 119.63 114.07
10 B4 501 | GTP C2-N1-C6 -2.91 119.78 125.11
10 EO 501 | GTP C4-04’-C1’ | 2.91 112.59 109.92
10 C0 501 | GTP C5-C6-N1 2.91 119.62 114.07
10 A4 501 | GTP C5-C6-N1 2.91 119.61 114.07
10 E2 501 | GTP C2-N1-C6 -2.90 119.80 125.11
9 D3 501 | GDP C8-N7-Cb 2.90 107.48 102.55
10 B6 501 | GTP C2-N1-C6 -2.89 119.82 125.11
10 ES8 501 | GTP C2-N1-C6 -2.89 119.82 125.11
10 B8 501 | GTP C2-N1-C6 -2.89 119.82 125.11
10 D4 501 | GTP C5-C6-N1 2.89 119.58 114.07
10 A6 501 | GTP C2-N1-C6 -2.88 119.84 125.11
9 A7 501 | GDP C8-N7-Cb 2.88 107.45 102.55
10 EO 501 | GTP C2-N1-C6 -2.88 119.84 125.11
9 B3 501 | GDP C8-NT7-Ch 2.87 107.44 102.55
10 C8 501 | GTP C5-C6-N1 2.87 119.55 114.07
9 C3 501 | GDP C8-N7-C5 2.87 107.43 102.55
9 D9 501 | GDP C8-N7-C5 2.87 107.43 102.55
9 B7 501 | GDP C8-N7-C5 2.86 107.41 102.55
9 B9 501 | GDP C8-N7-Cb 2.85 107.41 102.55
9 B5 501 | GDP C8-N7-Cb 2.85 107.40 102.55
9 D7 501 | GDP C8-N7-Ch 2.85 107.40 102.55
9 C9 501 | GDP C8-NT7-C5h 2.85 107.39 102.55
9 D1 501 | GDP C8-N7-C5 2.84 107.39 102.55
9 E5 501 | GDP C8-N7-C5 2.84 107.38 102.55
10 D8 501 | GTP C2-N1-C6 -2.83 119.92 125.11

Continued on next page...
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Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(?)
9 Bl 501 | GDP C8-N7-C5 2.83 107.37 102.55
10 C2 501 | GTP C5-C6-N1 2.83 119.47 114.07
10 A4 501 | GTP C2-N1-C6 -2.82 119.95 125.11
9 A5 501 | GDP C8-NT7-Ch 2.82 107.34 102.55
9 F1 501 | GDP C8-NT7-Ch 2.82 107.34 102.55
9 E3 501 | GDP C8-N7-C5 2.81 107.33 102.55
9 E9 501 | GDP C8-N7-C5 2.80 107.31 102.55
9 Ch 501 | GDP C8-N7-C5 2.79 107.31 102.55
10 C8 501 | GTP C2-N1-C6 -2.79 120.01 125.11
9 D5 501 | GDP C8-NT7-Ch 2.77 107.27 102.55
10 DO 501 | GTP C2-N1-C6 -2.77 120.04 125.11
9 E7 501 | GDP C8-NT7-C5h 2.77 107.27 102.55
10 C4 501 | GTP C5-C6-N1 2.76 119.34 114.07
9 C1 501 | GDP C8-N7-C5 2.76 107.25 102.55
9 Al 501 | GDP C8-N7-Cb5 2.72 107.17 102.55
10 C2 501 | GTP C2-N1-C6 -2.71 120.16 125.11
10 D4 501 | GTP C2-N1-C6 -2.70 120.16 125.11
10 A0 501 | GTP 06-C6-C5 | -2.69 118.98 124.32
9 A 601 | GDP C8-N7-C5 2.61 107.00 102.55
9 B 601 | GDP C5-C6-N1 2.60 119.04 114.07
10 C4 501 | GTP C2-N1-C6 -2.58 120.39 125.11
10 C2 501 | GTP 04’-C1-N9 | -2.57 105.33 108.75
9 C7 501 | GDP | O2A-PA-O3A | 2.57 114.23 107.27
10 C2 501 | GTP | O2A-PA-O3A | 2.57 114.21 107.27
9 C1 501 | GDP | O2A-PA-O3A | 2.51 114.06 107.27
10 E2 501 | GTP C4-04’-C1’ | 2.51 112.22 109.92
10 A6 501 | GTP | O2A-PA-O3A | 2.48 113.98 107.27
10 C2 501 | GTP C4’-04’-C1’ | 2.47 112.19 109.92
9 C1 501 | GDP C5-C6-N1 2.46 118.76 114.07
9 B 601 | GDP 04’-C1’-N9 2.42 111.95 108.75
9 Al 501 | GDP C5-C6-N1 2.39 118.62 114.07
10 A2 501 | GTP | O2B-PB-O3A | 2.37 113.68 107.27
10 C2 501 | GTP 06-C6-ChH -2.36 119.64 124.32
10 B4 501 | GTP | O2B-PB-O3A | 2.35 113.64 107.27
10 C8 501 | GTP C4’-04’-C1" | 2.33 112.06 109.92
9 E9 501 | GDP C5-C6-N1 2.33 118.51 114.07
9 C3 501 | GDP | O2A-PA-O3A | 2.32 113.56 107.27
10 C6 501 | GTP 06-C6-Ch -2.32 119.73 124.32
10 A2 501 | GTP 06-C6-Ch -2.28 119.79 124.32
10 D6 501 | GTP 06-C6-C5H -2.28 119.80 124.32
10 C2 501 | GTP | O2B-PB-O3A | 2.27 113.40 107.27
9 D1 501 | GDP | C4’-04-C1" | 2.25 111.99 109.92
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Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(?)
10 E6 501 | GTP 06-C6-C5H -2.25 119.86 124.32
10 DO 501 | GTP | O2B-PB-O3A | 2.24 113.32 107.27
10 B4 501 | GTP | O2A-PA-O3A | 2.23 113.30 107.27
9 A 601 | GDP C5-C6-N1 2.22 118.30 114.07
10 BO 501 | GTP 06-C6-Ch -2.21 119.93 124.32
9 B 601 | GDP | O2A-PA-O3A | 2.20 113.22 107.27
10 Co 501 | GTP N2-C2-N1 2.20 121.41 116.76
10 B8 501 | GTP 06-C6-C5H -2.20 119.97 124.32
10 B2 501 | GTP | O2B-PB-O3A | 2.19 113.18 107.27
10 B6 501 | GTP 06-C6-CH -2.18 120.00 124.32
10 Co 501 | GTP | O2B-PB-O3A | 2.17 113.15 107.27
9 A 601 | GDP | O2A-PA-O3A | 2.17 113.14 107.27
10 EO 501 | GTP 06-C6-C5H -2.16 120.03 124.32
10 A6 501 | GTP 06-C6-C5H -2.16 120.04 124.32
9 E3 501 | GDP C5-C6-N1 2.16 118.18 114.07
9 C1 501 | GDP 06-C6-CH -2.15 120.06 124.32
10 E4 501 | GTP 06-C6-Ch -2.15 120.06 124.32
10 D2 501 | GTP 06-C6-Ch -2.15 120.06 124.32
10 C0 501 | GTP 06-C6-C5 -2.15 120.07 124.32
10 DO 501 | GTP 06-C6-C5H -2.14 120.08 124.32
9 D5 501 | GDP C5-C6-N1 2.13 118.14 114.07
10 D4 501 | GTP 06-C6-C5H -2.13 120.11 124.32
10 A4 501 | GTP 06-C6-CH -2.12 120.11 124.32
10 E2 501 | GTP 06-C6-Ch -2.12 120.11 124.32
10 A8 501 | GTP 06-C6-Ch -2.12 120.11 124.32
10 A6 501 | GTP | O2B-PB-O3A | 2.12 113.01 107.27
10 D8 501 | GTP | O2A-PA-O3A | 2.12 112.99 107.27
10 B4 501 | GTP 06-C6-CH -2.10 120.15 124.32
10 C8 501 | GTP 06-C6-CH -2.10 120.16 124.32
9 F1 501 | GDP | C4-04’-C1” | 2.09 111.84 109.92
10 C4 501 | GTP 06-C6-Ch -2.09 120.17 124.32
9 E9 501 | GDP 06-C6-C5 | -2.09 120.17 124.32
10 D8 501 | GTP 06-C6-ChH -2.09 120.18 124.32
10 B2 501 | GTP 06-C6-C5H -2.08 120.19 124.32
9 Al 501 | GDP | C4’-04-C1" | 2.08 111.83 109.92
10 A0 501 | GTP | O2B-PB-O3A | 2.08 112.90 107.27
10 CO 501 | GTP C4’-04’-C1” | 2.08 111.83 109.92
9 C7 501 | GDP | O3B-PB-O3A | 2.07 111.58 104.64
9 D3 501 | GDP C5-C6-N1 2.06 117.99 114.07
9 Al 501 | GDP 06-C6-C5H -2.05 120.26 124.32
9 D1 501 | GDP C5-C6-N1 2.05 117.98 114.07
9 AT 501 | GDP C5-C6-N1 2.04 117.96 114.07
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Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(?)
9 D7 501 | GDP | C2-C3-C4’ | 2.04 106.55 102.61
9 F1 501 | GDP C5-C6-N1 2.03 117.94 114.07
9 B 601 | GDP | O3B-PB-O3A | 2.03 111.43 104.64
9 C5 501 | GDP C5-C6-N1 2.03 117.94 114.07
9 C9 501 | GDP C5-C6-N1 2.03 117.94 114.07
9 El 501 | GDP C5-C6-N1 2.02 117.92 114.07
10 D4 501 | GTP | C4’-04’-C1’ | -2.01 108.08 109.92
10 D8 501 | GTP | O2B-PB-O3A | 2.01 112.69 107.27
9 C1 501 | GDP | C2-C3-C4” | 2.00 106.48 102.61

There are no chirality outliers.

All (259) torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
9 A 601 | GDP | C5-05-PA-O3A
9 A 601 | GDP | C5-05-PA-O1A
9 A 601 | GDP | C5-05-PA-O2A
9 Al 501 | GDP | C5-0O5-PA-O3A
9 Al 501 | GDP | C5-05-PA-O1A
9 Al 501 | GDP | C5-05-PA-O2A
9 A3 502 | GDP | PA-O3A-PB-O3B
9 A5 501 | GDP | PA-O3A-PB-O2B
9 AT 501 | GDP | C5-05-PA-O3A
9 AT 501 | GDP | C5-05-PA-O1A
9 AT 501 | GDP | C5-0O5-PA-O2A
9 B 601 | GDP | C5-05-PA-O3A
9 B 601 | GDP | C5-05-PA-O1A
9 B 601 | GDP | C5-05-PA-O2A
9 B3 501 | GDP | C5-05-PA-O3A
9 B3 501 | GDP | C5-05-PA-O2A
9 B5 501 | GDP | PA-O3A-PB-0O3B
9 B5 501 | GDP | C5-0O5-PA-O3A
9 B5 501 | GDP | C5-05-PA-O2A
9 B7 501 | GDP | C5-05-PA-O3A
9 B7 501 | GDP | C5-05-PA-O1A
9 B7 501 | GDP | C5-05-PA-O2A
9 B9 501 | GDP | C5-05-PA-O3A
9 B9 501 | GDP | C5-0O5-PA-O1A
9 B9 501 | GDP | C5-05-PA-O2A
9 C3 501 | GDP | C5-05-PA-O3A
9 Ch 501 | GDP | C5-05-PA-O3A
9 C5 501 | GDP | C5-05-PA-O2A
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Mol | Chain | Res | Type Atoms
9 C9 501 | GDP | C5-0O5-PA-O3A
9 D1 501 | GDP | C5-05-PA-O3A
9 D1 501 | GDP | C5-05-PA-O2A
9 D3 501 | GDP | C5-05-PA-O3A
9 D3 501 | GDP | C5-05-PA-O1A
9 D3 501 | GDP | C5-05-PA-O2A
9 D5 501 | GDP | PA-O3A-PB-0O3B
9 D5 501 | GDP | C5-0O5-PA-O3A
9 D5 501 | GDP | C5-05-PA-O1A
9 D5 501 | GDP | C5-05-PA-O2A
9 D7 501 | GDP | C5-05-PA-O3A
9 D7 501 | GDP | C5-05-PA-O2A
9 D9 501 | GDP | PA-O3A-PB-O2B
9 E1 501 | GDP | PA-O3A-PB-0O3B
9 E1l 501 | GDP | C5-05-PA-O3A
9 E1l 501 | GDP | C5-05-PA-O1A
9 E1 501 | GDP | C5-05-PA-O2A
9 E3 501 | GDP | C5-05-PA-O3A
9 E3 501 | GDP | C5-05-PA-O2A
9 E5 501 | GDP | C5-0O5-PA-O3A
9 E7 501 | GDP | C5-0O5-PA-O3A
9 E7 501 | GDP | C5-05-PA-O1A
9 E7 501 | GDP | C5-05-PA-O2A
9 E9 501 | GDP | C5-05-PA-O1A
9 F1 501 | GDP | C5-05-PA-O3A
9 F1 501 | GDP | C5-0O5-PA-O2A
10 A2 501 | GTP | C5-0O5-PA-O3A
10 A2 501 | GTP | C5-0O5-PA-O1A
10 A2 501 | GTP | C5-05-PA-O2A
10 A4 501 | GTP | C5-05-PA-O3A
10 A4 501 | GTP | C5-05-PA-O2A
10 A6 501 | GTP | PB-O3B-PG-03G
10 A6 501 | GTP | C5-0O5-PA-O3A
10 A6 501 | GTP | C5-0O5-PA-O2A
10 A8 501 | GTP | C5-0O5-PA-O3A
10 A8 501 | GTP | C5-05-PA-O1A
10 BO 501 | GTP | C5-05-PA-O3A
10 BO 501 | GTP | C5-05-PA-O1A
10 B2 501 | GTP | C5-05-PA-O3A
10 B2 501 | GTP | C5-0O5-PA-O1A
10 B4 501 | GTP | C5-0O5-PA-O3A
10 B4 501 | GTP | C5-05-PA-O1A
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Mol | Chain | Res | Type Atoms
10 B4 501 | GTP | C5-0O5-PA-O2A
10 B6 501 | GTP | C5-05-PA-O3A
10 B6 501 | GTP | C5-05-PA-O1A
10 B6 501 | GTP | C5-05-PA-O2A
10 B8 501 | GTP | C5-05-PA-O3A
10 B8 501 | GTP | C5-0O5-PA-O1A
10 B8 501 | GTP | C5-0O5-PA-O2A
10 C0 501 | GTP | C5-0O5-PA-O3A
10 C0 501 | GTP | C5-05-PA-O2A
10 C2 501 | GTP | C5-05-PA-O3A
10 C2 501 | GTP | C5-05-PA-O2A
10 C4 501 | GTP | C5-0O5-PA-O3A
10 C4 501 | GTP | C5-0O5-PA-O1A
10 C4 501 | GTP | 0O4’-C4’-C5’-05’
10 C6 501 | GTP | C5-05-PA-O3A
10 C6 501 | GTP | C5-05-PA-O1A
10 C6 501 | GTP | C5-05-PA-O2A
10 C8 501 | GTP | C5-05-PA-O3A
10 C8 501 | GTP | C5-05-PA-O1A
10 C8 501 | GTP | C5-0O5-PA-O2A
10 DO 501 | GTP | C5-0O5-PA-O3A
10 DO 501 | GTP | C5-05-PA-O1A
10 DO 501 | GTP | C5-05-PA-O2A
10 D2 501 | GTP | PB-O3A-PA-O5
10 D2 501 | GTP | C5-05-PA-O3A
10 D2 501 | GTP | C5-0O5-PA-O1A
10 D2 501 | GTP | C5-0O5-PA-O2A
10 D6 501 | GTP | C5-0O5-PA-O3A
10 D6 501 | GTP | C5-05-PA-O1A
10 D6 501 | GTP | C5-05-PA-O2A
10 D8 501 | GTP | C5-05-PA-O3A
10 D8 501 | GTP | C5-05-PA-O1A
10 D8 501 | GTP | C5-0O5-PA-O2A
10 EO 501 | GTP | C5-0O5-PA-O1A
10 E4 501 | GTP | C5-0O5-PA-O3A
10 E4 501 | GTP | C5-05-PA-O1A
10 E4 501 | GTP | C5-05-PA-O2A
10 E6 501 | GTP | C5-05-PA-O3A
10 E6 501 | GTP | C5-05-PA-O1A
10 E6 501 | GTP | C5-0O5-PA-O2A
10 ES8 501 | GTP | C5-0O5-PA-O3A
10 ES8 501 | GTP | C5-05-PA-O1A
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Mol | Chain | Res | Type Atoms
10 ES8 501 | GTP | C5-0O5-PA-O2A
10 FO 501 | GTP | C5-05-PA-O3A
10 FO 501 | GTP | C5-05-PA-O1A
10 FO 501 | GTP | C5-05-PA-O2A
9 B5 501 | GDP | 0O4’-C4’-C5-05’
9 B5 501 | GDP | (C3-C4’-C5-05’
9 D9 501 | GDP | C3-C4’-C5-05’
9 E7 501 | GDP | C3-C4’-C5-05’
10 A0 501 | GTP | C3-C4’-C5-05’
10 B6 501 | GTP | 0O4-C4’-C5-05’
10 B6 501 | GTP | C3-C4-C5-05’
10 B8 501 | GTP | 0O4’-C4’-C5-05’
10 B8 501 | GTP | C3-C4’-C5-05’
10 C4 501 | GTP | C3-C4’-C5-05’
10 D4 501 | GTP | 0O4’-C4’-C5’-05’
10 D4 501 | GTP | C3-C4’-C5-05’
10 A0 501 | GTP | 0O4’-C4’-C5-05’
10 BO 501 | GTP | 0O4’-C4’-C5-05’
10 BO 501 | GTP | C3-C4’-C5-05’
10 C6 501 | GTP | 0O4’-C4’-C5’-05’
10 C6 501 | GTP | C3-C4’-C5-05’
9 D9 501 | GDP | 0O4’-C4’-C5’-05’
9 E9 501 | GDP | 04’-C4’-C5-05’
9 E7 501 | GDP | C4-C5-05-PA
9 F1 501 | GDP | C4-C5-05-PA
9 E7 501 | GDP | 0O4’-C4’-C5’-05’
9 D5 501 | GDP | C3-C4’-C5-05’
10 D2 501 | GTP | C3-C4’-C5-05’
10 D6 501 | GTP | C3-C4’-C5-05’
10 C8 501 | GTP | C4-C5-05-PA
10 B2 501 | GTP | PB-O3A-PA-O1A
10 B4 501 | GTP | PB-O3A-PA-O1A
10 C2 501 | GTP | PB-O3A-PA-O1A
10 C6 501 | GTP | PA-O3A-PB-O1B
10 A6 501 | GTP | C4-C5-05-PA
10 A4 501 | GTP | C4-C5-05-PA
10 C6 501 | GTP | PB-O3A-PA-O5
10 D4 501 | GTP | PB-O3A-PA-O5
9 D7 501 | GDP | C3-C4’-C5-05’
9 A3 502 | GDP | PA-O3A-PB-O1B
9 Ch 501 | GDP | PA-O3A-PB-0O2B
9 E3 501 | GDP | (C3-C4’-C5-05’
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Mol | Chain | Res | Type Atoms
9 F1 501 | GDP | C3-C4’-C5-05’
10 B8 501 | GTP | C4-C5-05-PA
10 C4 501 | GTP | C4-C5-05-PA
9 E9 501 | GDP | PB-O3A-PA-O2A
10 D2 501 | GTP | PA-O3A-PB-O1B
10 E6 501 | GTP | PA-O3A-PB-O2B
10 A2 501 | GTP | C3-C4’-C5-05’
10 D2 501 | GTP | 0O4’-C4’-C5-05’
10 B4 501 | GTP | C4-C5-05-PA
10 B6 501 | GTP | C4-C5-05-PA
10 D2 501 | GTP | C4-C5-05-PA
10 D6 501 | GTP | C4-C5-0O5-PA
10 E4 501 | GTP | C4-C5-0O5-PA
10 ES8 501 | GTP | C4-C5-0O5-PA
9 E9 501 | GDP | (C3-C4’-C5-05’
10 D6 501 | GTP | O4’-C4-C5’-05’
9 A3 502 | GDP | C5-05-PA-O2A
9 B3 501 | GDP | C5-05-PA-O1A
9 Ch 501 | GDP | C5-05-PA-O1A
9 C9 501 | GDP | C5-05-PA-O2A
10 A8 501 | GTP | C5-0O5-PA-O2A
10 BO 501 | GTP | C5-05-PA-O2A
10 B2 501 | GTP | C5-05-PA-O2A
10 C4 501 | GTP | C5-05-PA-O2A
10 D4 501 | GTP | C5-05-PA-O1A
9 A5 501 | GDP | C4’-C5’-05-PA
9 D5 501 | GDP | C4’-C5-05-PA
9 D7 501 | GDP | C4-C5-05-PA
10 A2 501 | GTP | C4-C5-05-PA
10 C0 501 | GTP | C4-C5-05-PA
10 C2 501 | GTP | C4-C5-05-PA
10 C6 501 | GTP | C4-C5-05-PA
10 DO 501 | GTP | C4-C5-0O5-PA
10 D4 501 | GTP | C4-C5-0O5-PA
10 D8 501 | GTP | C4-C5-05-PA
10 EO 501 | GTP | C4-C5-05-PA
10 E2 501 | GTP | C4-C5-05-PA
10 E6 501 | GTP | C4-C5-05-PA
10 FO 501 | GTP | C4-C5-05-PA
10 BO 501 | GTP | C4-C5-0O5-PA
9 C3 501 | GDP | PB-O3A-PA-O2A
9 C7 501 | GDP | PB-O3A-PA-O1A
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Mol | Chain | Res | Type Atoms
9 C7 501 | GDP | PB-O3A-PA-O2A
10 A8 501 | GTP | PB-O3A-PA-O2A
10 BO 501 | GTP | PA-O3A-PB-O2B
10 C2 501 | GTP | PA-O3A-PB-O1B
10 DO 501 | GTP | PB-O3A-PA-O2A
10 D8 501 | GTP | PB-O3A-PA-O1A
10 E4 501 | GTP | PA-O3A-PB-O2B
10 E4 501 | GTP | C3-C4’-C5-05’
10 FO 501 | GTP | C3-C4’-C5-05’
10 A8 501 | GTP | C4-C5-05-PA
10 B2 501 | GTP | C4-C5-05-PA
9 Al 501 | GDP | PB-O3A-PA-O2A
9 E3 501 | GDP | PB-O3A-PA-O1A
10 A2 501 | GTP | PB-O3A-PA-O1A
10 A8 501 | GTP | PB-O3A-PA-O1A
10 BO 501 | GTP | PA-O3A-PB-O1B
10 C0 501 | GTP | PB-O3A-PA-O1A
10 A0 501 | GTP | PB-O3A-PA-O5
9 B 601 | GDP | C4’-C5-05-PA
9 E9 501 | GDP | C4’-C5-05-PA
9 E3 501 | GDP | 0O4’-C4’-C5’-05’
9 A 601 | GDP | C4’-C5-05-PA
10 A2 501 | GTP | O4’-C4-C5-05’
10 E6 501 | GTP | C3-C4-C5-05’
10 A6 501 | GTP | PB-O3B-PG-O1G
9 D5 501 | GDP | PA-O3A-PB-O2B
9 D9 501 | GDP | PA-O3A-PB-O3B
10 DO 501 | GTP | C3-C4’-C5-05’
9 Al 501 | GDP | PB-O3A-PA-O1A
9 C1 501 | GDP | PB-O3A-PA-O1A
9 C1 501 | GDP | PB-O3A-PA-O2A
9 C3 501 | GDP | PB-O3A-PA-O1A
10 A2 501 | GTP | PA-O3A-PB-O1B
10 A2 501 | GTP | PA-O3A-PB-O2B
10 B2 501 | GTP | PB-O3A-PA-O2A
10 B4 501 | GTP | PA-O3A-PB-O1B
10 B4 501 | GTP | PA-O3A-PB-O2B
10 B4 501 | GTP | PB-O3A-PA-O2A
10 B6 501 | GTP | PA-O3A-PB-O2B
10 B8 501 | GTP | PA-O3A-PB-O2B
10 C0 501 | GTP | PA-O3A-PB-O1B
10 CO 501 | GTP | PA-O3A-PB-O2B
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Mol | Chain | Res | Type Atoms
10 C0 501 | GTP | PB-O3A-PA-O2A
10 C2 501 | GTP | PA-O3A-PB-O2B
10 C4 501 | GTP | PA-O3A-PB-O2B
10 C6 501 | GTP | PA-O3A-PB-O2B
10 D2 501 | GTP | PA-O3A-PB-O2B
10 D6 501 | GTP | PA-O3A-PB-O2B
10 D8 501 | GTP | PB-O3A-PA-O2A
10 E4 501 | GTP | PA-O3A-PB-O1B
10 E6 501 | GTP | PA-O3A-PB-O1B
10 FO 501 | GTP | PA-O3A-PB-O1B
10 FO 501 | GTP | PA-O3A-PB-O2B
9 C9 501 | GDP | C3-C4’-C5-05’
10 A8 501 | GTP | C3-C4’-C5-05’
9 D5 501 | GDP | PA-O3A-PB-O1B
10 E4 501 | GTP | 0O4’-C4’-C5’-05’
9 A3 502 | GDP | C4’-C5-05-PA
9 A 601 | GDP | PB-O3A-PA-O2A
10 A6 501 | GTP | PA-O3A-PB-O2B
10 B8 501 | GTP | PA-O3A-PB-O1B
10 ES8 501 | GTP | PG-O3B-PB-02B
9 D5 501 | GDP | 0O4’-C4’-C5’-05’

There are no ring outliers.

2 monomers are involved in 4 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
9 E9 501 | GDP 3 0
10 CO 501 | GTP 1 0

The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for all instances of the Ligand of Interest. In
addition, ligands with molecular weight > 250 and outliers as shown on the validation Tables will
also be included. For torsion angles, if less then 5% of the Mogul distribution of torsion angles is
within 10 degrees of the torsion angle in question, then that torsion angle is considered an outlier.
Any bond that is central to one or more torsion angles identified as an outlier by Mogul will be
highlighted in the graph. For rings, the root-mean-square deviation (RMSD) between the ring
in question and similar rings identified by Mogul is calculated over all ring torsion angles. If the
average RMSD is greater than 60 degrees and the minimal RMSD between the ring in question and
any Mogul-identified rings is also greater than 60 degrees, then that ring is considered an outlier.
The outliers are highlighted in purple. The color gray indicates Mogul did not find sufficient
equivalents in the CSD to analyse the geometry.
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5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


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

This section contains visualisations of the EMDB entry EMD-72719. 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

The images above show the map projected in three orthogonal directions.
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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: 200 Y Index: 200 Z Index: 200

6.2.2 Raw map

X Index: 200 Y Index: 200 Z Index: 200

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: 270 Y Index: 126 Z Index: 206

6.3.2 Raw map

X Index: 270 Y Index: 270 Z Index: 206

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


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

6.4.1 Primary map

6.4.2 Raw map

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


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

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.05.
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.
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https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
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6.6 Mask visualisation (i)

This section shows the 3D surface view of the primary map at 50% transparency overlaid with the
specified mask at 0% transparency

A mask typically either:
e Encompasses the whole structure

e Separates out a domain, a functional unit, a monomer or an area of interest from a larger
structure

6.6.1 emd 72719 msk 1l.map (3)



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

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

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

4 Recommended contour
level 0.05

Voxel count (logl0)

CI T T T T T
0.0 0.5 1.0 L5 2.0

Map value

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


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

Volume estimate

160000 A
140000 ~
120000 ~

100000 ~

— ‘olume

80000 - Recommended contour
level 0.05

Vvolume (nm?3)

60000

40000 -

20000 +

I
0.0 0.5 1.0 1.5 2.0
Contour level

The volume at the recommended contour level is 5187 nm?; this corresponds to an approximate
mass of 4686 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

Intensity (logl0)
I

: AN

~14 T~

0.00 005 010 01> 020 025 030 035
Spatial frequency (4~1)

*Reported resolution corresponds to spatial frequency of 0.303 A2

—— Primary map RAPS

Raw map RAPS
Reported resolution
3.30 A+


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

—— Author-provided FSC

Unmasked-calculated
FSC

-= 0143

== 05

— = Half-bit
Reported resolution
3.30 A=

Correlation

_G.E T T T T T T T
0.00 005 010 015 020 025 030 0.35

Spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.303 A2


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 3.30 - -
Author-provided FSC curve | 3.30 | 3.86 3.36
Unmasked-calculated™* 4.13 | 6.73 4.23

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 4.13 differs from the reported

value 3.3 by more than 10 %


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

Page 227 Full wwPDB EM Validation Report EMD-72719, 9YA3

9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-72719 and PDB
model 9YA3. Per-residue inclusion information can be found in section 3 on page 21.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.05 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.
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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 (0.05).
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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 4 t
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v 0.4
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]
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o
E 0.2 1
0.0 . . . .

T
0.0 0.5 1.0 1.5 2.0
Contour level

At the recommended contour level, 97% 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 (0.05) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.9170  0.4120
0 0.8470 . 0.4210
1 0.8530 . 0.4230
10 0.9180 . 0.4590
11 0.9180 . 0.4680
12 0.9470 . 0.4760
13 0.9350 . 0.4780
14 0.9470 . 0.4770
15 0.9230 . 0.4990
16 0.9410 . 0.4740
17 0.9120 . 0.4700
18 0.9650 . 0.4100
19 0.9230 . 0.4330
2 0.9060 . 0.4730
22 0.9360 B 0.4810
23 0.9420 . 0.4320
3 0.9180 . 0.4630
4 0.8940 . 0.4740
5 0.9180 . 0.4600
6 0.9230 . 0.4720
7 0.9180 s 0.4660
8 0.7880 . 0.3050
9 0.7820 . 0.2750
A  0.6500 . (0.2470
A0 0.9120 . 0.4060
Al 0.9360 . 0.3940
A2 0.9550 . 0.4070
A3 0.9450 . 0.3940
A4 0.9430 . 0.4490
A5 0.9450 . 0.4460
A6 0.9640 . 0.4440
AT 0.9660 . 0.4390
A8 0.9390 . 0.4460
A9 0.9250 . 0.4420
B 0.6980 . 0.2810

Continued on next page...

1.0

0.0
M <0.0
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Continued from previous page...

Chain Atom inclusion Q-score
BO 0.9600 . 0.4450
B1 0.9490 . 0.4340
B2 0.9410 . 0.4370
B3 0.9160 B (0.4400
B4 0.9520 . (0.4380
B5 0.9460 . (0.4360
B6 0.9530 . 0.4440
B7 0.9350 m 0.4630
B8 0.9480 . 0.4480
B9 0.9540 B 0.4450
C 0.8770 . (0.3180
Co 0.9370 . (0.3360
C1 0.8720 . 0.3410
C2 0.8960 . 0.3380
C3 0.9240 . 0.3290
C4 0.9560 . 0.3900
Ch 0.9190 . 0.3990
C6 0.9250 . (0.3970
c7 0.9580 . (0.3960
C8 0.9630 I 0.4350
C9 0.9410  0.4390
DO 0.9260 m 0.4490
D1 0.9580 . 0.4440
D2 0.9620 . 0.4590
D3 0.9550 . 0.4620
D4 0.9370 . 0.4740
D5 0.9560 . 0.4700
D6 0.9670 m 0.4650
D7 0.9680 s 0.4620
DS 0.9430 B 0.4800
D9 0.9580 . 0.4730
E 0.7780 . (0.2920
EO 0.9600 . 0.4670
E1 0.9550 I 0.4580
E2 0.9310 = 0.4700
E3 0.9370 s 0.4690
E4 0.9690 s 0.4580
E5 0.9610 . (0.4560
E6 0.9500 . 0.4700
E7 0.9450 . 0.4740
ES8 0.9480 = 0.3900
E9 0.8830 . 0.2960

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

Chain Atom inclusion Q-score
F 0.8360 . 0.3380
FO 0.9300 . 0.3890
F1 0.9210 B (0.4150
G 0.8860 . (0.3530
H B 0.5310 I (0.1180
I m 0.4610 . 0.0870
J m 0.5580 . 0.1260
K B 0.5050 . 0.1020
a 0.8850 . 0.3930
b 0.9240 . (0.3980
¢ 0.9140 . 0.4570
d 0.9210 . (0.4250
e 0.9190  0.4560

f 0.9420 m 0.4500
g 0.9060 . 0.4440
h 0.9360 . 0.4420
i 0.8730 . (0.3100
j 0.8890 . (0.3200
k 0.8430 I 0.3060
1 0.8140 . 0.2870
m 0.8040 . 0.3000
n 0.7860 . 0.3100
0 0.9360 . 0.4220
p 0.9160 . (0.4500
q 0.9420 . (0.4460
r 0.9260 m 0.4640
S 0.9500 m 0.4680
t 0.9390 . 0.4830
u 0.9400 . 0.4460
v 0.9170 . (0.4430
w 0.9040 . (0.3460
X 0.8780 . (0.3570
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