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EMD-39776, 8Z5N

1 Overall quality at a glance (i)

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

The reported resolution of this entry is 2.95 A.

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

Metric
Clashscore N

Ramachandran outliers NN
Sidechain outliers HE |

Worse

Percentile Ranks

[

0 Percentile relative to all structures

[l Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks

Q-score I

Worse

0 Percentile relative to all EM structures

. 9
T 0.1%
T 2.8%

Better

Value

Value

(o 0.569

Better

[l Percentile relative to EM structures of similar resolution

. ‘Whole archive EM structures Similar EM resolution
Metric ) . . .
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 210492 15764 -
Ramachandran outliers 207382 16835 -
Sidechain outliers 206894 16415 -
Q-score - 25397 13114 (245 -345)

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 A 293 n 73% 18% . 8%
1 B 293 i 71% 21% C8%
1 E 293 n 73% 18% L 8%
1 F 293 i 71% 20% C 8%
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Continued from previous page...

Mol | Chain | Length Quality of chain
1 I 203 | ™ T o T
1 J 293 A 71% 21% P T
1 M 293 = 73% 18% - 8%
1 N 293 i 70% 21% Ce%
1 Q 293 = 73% 18% 8%
1 R 293 i 71% 21% e%
1 U 293 = 73% 19% e%
1 \% 293 k 71% 21% e%
1 Y 293 = 74% 17% - 8%
1 7 293 i 71% 20% e%
1 ¢ 293 = 73% 18% e%
1 d 293 i 71% 20% P T
1 g 293 = 74% 17% - 8%
1 h 293 i 71% 21% P T
1 k 293 = 73% 18% Ce%
1 1 293 i 70% 22% e%
1 0 293 n 74% 17% - 8%
1 p 293 i 71% 21% 8%
1 S 293 = 73% 19% Te%
1 t 293 i 70% 21% e%
1 w 293 = 73% 18% e%
1 X 293 i 71% 21% T
15%
2 C 211 63% 21% P A
2 D 211 = 70% 4% . 1s%
6%
2 G 211 63% 21% P T

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

Mol | Chain | Length Quality of chain
5%
L |
2 H 211 70% 14% . 15%
15%
|
2 K 211 64% 20% C 15%
7%
_ . |
70% 14% . 15%
2 L 211 % % %
16%
— —
63% 20% . 15%
2 @) 211
6%
- I
2 P 211 70% 14% . 15%
18%
— —
63% 21% . 15%
2 S 211
—
I
70% 14% . 15%
2 T 211
7%
I ——
2 W 211 63% 21% . 15%
5%
- I
2 X 211 69% 15% - 15%
16%
I ——
2 a 211 63% 21% . 15%
5%
- I
2 b 211 70% 14% . 15%
16%
I ——
2 e 211 63% 21% . 15%
5%
- L |
2 f 211 70% 14% - 15%
16%
. [— ——
2 1 211 63% 21% . 15%
5%
. - I
2 j 211 70% 14% . 15%
16%
— —
2 m 211 63% 21% . 15%
5%
- I
2 n 211 69% 15% - 15%
16%
[— ——
2 q 211 64% 19% . 15%
5%
- I
2 r 211 69% 15% . 15%
16%
I ——
2 u 211 64% 20% . 15%
5%
- I
2 v 211 69% 15% . 15%
7%
I —
2 y 211 64% 19% . 15%
5%
- I
2 A 211 70% 14% . 15%
i L ]
3 1 259 69% 16% 15%
i I
3 6 259 69% 16% 15%

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

Mol | Chain | Length Quality of chain

3 A4 259 = 69% 7% 5%
3 | Ao | o239 |® = T
3 AA 259 = 69% 6% 15%
3 AF 259 i 69% 6%  15%
3 AK 259 n 69% 6%  15%
3 AP 259 i 69% 6% 15%
3 AU 259 i 69% 6% 15%
3 A7 259 k 70% 15%  15%
3 Ae 259 = 70% 15%  15%
3 Aj 259 ’ 69% 6%  1s%
3 Ao 259 n 70% 15%  15%
3 At 259 i 70% 15%  15%
3 | Ay 259 | ® = o ——
3 | B2 | 239 |® ™= T————
3 BD 259 A 70% 15%  15%
3 BI 259 n 70% 15%  15%
3 BN 259 b 69% 7% 15%
3 BS 259 n 69% 7% 15%
3 BX 259 i 69% 6% 15%
3 Be 259 = 70% 15%  15%
3 Bh 259 i 70% 15%  15%
3 Bm 259 = 69% 6% 15%
3 Br 259 n 69% 6% 15%
3 | Bw | 259 | % T s TR
4| 2 143 | o

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

Mol | Chain | Length Quality of chain
4 7 143 | S 555
4 | A0 143 | =
4 Ab 143 IW .. 92%
4| AB | 143 | o
4| Ac | 43 | -
4| AL 3 | —
4| A | 13 |G o
4| AV | a3 | w
4| Aa 143 | o
4| Af 13 | o
4| Ak 143 | Y =
4| Ap 143 | o
4 | Au 143 | e —
4| Az 143 | =
4 | B3 143 | -
4 | BE | 143 | -
4 | BJ 143 | b o
4 | BO | 43 | —
4 | BT | 143 | e
4| BY | 143 | =
4 | Bd 143 | o
4 | Bi 13 | =
4 | Bn 143 | oo
4 | Bs 143 | b —
4 | Bx 143 | o

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

Mol | Chain | Length Quality of chain
5%
5 3 13 92% 8%
8%
5 8 13 92% 8%
8%
5 Al 13 — 92% 8%
8%
5 A6 13 — 2% 8%
23%
——
5 AC 13 92% 8%
8%
5 AH 13 — 92% 8%
15%
5) AM 13 — 92% 8%
8%
5 AR 13 r— 92% 8%
8%
5 AW 13 r— 2% 8%
8%
5 Ab 13 r— 2% 8%
15%
5 Ag 13 — 92% 8%
8%
5 Al 13 r— 92% 8%
5%
5 Aq 13 — 92% 8%
8%
5 Av 13 — 2% 8%
8%
) B4 13 — 92% 8%
8%
5 BA 13 — 92% 8%
8%
5 BF 13 — 92% 8%
5%
) BK 13 — 92% 8%
8%
5 BP 13 r— 92% 8%
15%
5 BU 13 — 92% 8%
8%
5 BZ 13 r— 92% 8%
8%
5 Be 13 r— 92% 8%
8%
5 Bj 13 r— 92% 8%
5%
5 Bo 13 — 92% 8%
8%
) Bt 13 r— 92% 8%

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

Mol | Chain | Length Quality of chain

) By 13 —_— 92% 8%

6 4 363 66% 2% 2%
6 9 363 66% 3% 2%
6 A2 363 66% 3% 21%
6 AT 363 67% 2% 2%
6 AD 363 66% 3% 21%
6 Al 363 66% 3% 21%
6 AN 363 66% 3% 21%
6 AS 363 66% 3% 2%
6 AX 363 66% 3% 2%
6 Ac 363 66% 2% 2%
6 Ah 363 66% 2% 2%
6 Am 363 66% 2% 2%
6 Ar 363 66% 3% 2%
6 Aw 363 66% 2% 2%
6 B5 363 66% 2% 20%
6 BB 363 66% 2% 2%
6 BG 363 66% 2% 20%
6 BL 363 66% 2% 2%
6 BQ 363 67% 2% 2w
6 BV 363 67% 2% 2%
6 Ba 363 67% 2% 2%
6 Bf 363 67% 1% 2%
6 Bk 363 66% 2% 2%
6 Bp 363 66% 2% 2
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Continued from previous page...

Mol | Chain | Length Quality of chain

6 Bu 363 66% 12% 21%

6 Bz 363 66% 12% 21%

7 0 377 - 73% 20% 7%
7 ) 377 - 72% 21% %
7 A3 377 - 73% 20% “T%
7 A8 377 - 72% 21% “T%
7 AE 377 n 74% 19% “T%
7 AJ 377 - 72% 21% “T%
7 AO 377 - 73% 20% “T%
7 AT 377 - 73% 20% “T%
7 AY 377 - 73% 20% “T%
7 Ad 377 - 73% 20% “T%
7| oA | s ™ = T
7 | A0 | 3 |™ ™ —
7 As 377 - 73% 20% 7%
7 Ax 377 - 73% 20% 7%
7 B1 377 - 74% 19% 7%
7 B6 377 - 72% 21% “T%
7 BC 377 - 73% 20% “T%
7 | Bu | 37 |™ ™ T
7 BM 377 - 73% 20% “T%
7 BR 377 - 72% 21% “T%
7 | BW | 377 |™ ™ T
7 | Bb | 3 |™ = e
7 | Be 377 | ™= - N

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

Mol | Chain | Length Quality of chain
7 Bl 377 - 72% 21% %
7 | Bq | 37 |™ - T
7 Bv 377 - 73% 20% %
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2 Entry composition (i)

There are 7 unique types of molecules in this entry. The entry contains 269711 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 Component of sodium-driven polar flagellar motor.

Mol | Chain | Residues Atoms AltConf | Trace
L A 270 g(igl 1??72 3154 4(1)0 g 0 0
1 B 271 g(ist)%l 1:?77 3155 4(1)1 S 0 0
! B 270 5?231 1:?72 3§4 4(1)0 § 0 0
! K 271 g(ist)%l 1:?77 315315 4(1)1 g 0 0
! ! 270 g(ig 11?72 315314 4(1)0 g 0 0
! J 271 g(ig%l 1??77 3155 4(1)1 S 0 0
L M 270 rg(ig 13?72 31;4 4(1)0 g 0 0
L N 271 rg(ig%l 13077 31;5 4(1)1 g 0 0
LpQ 270 rg(ig 13072 31;4 4(1)0 g 0 0
L R 27 rg(ig%l 13077 3155 4(1)1 g 0 0
L 270 35231 1:?72 3154 4(1)0 g 0 0
L 27 g(ftg%l 1??77 3155 4(1)1 g 0 0
Ly 270 33231 13072 3154 4(1)o ? 0 0
L z 271 g(l)g((l)l 13077 31;5 4(1)1 ? 0 0
L ¢ 270 53231 13C72 3154 4(130 ? 0 0
L d 27 g?g%l 13077 31;5 4(1)1 g 0 0
1 g 270 53231 13(,372 31;4 4C1)0 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
! h 271 g(ist)%l 1:?77 3§5 4(1)1 g 0 0
! k 270 g(ig 13C72 3154 4(1)0 g 0 0
! 1 271 g(ig%l 1??77 31;5 4(1)1 g 0 0
1 © 270 rg(ig 1:’?72 31;]4 4(1)0 g 0 0
1 p 271 2(1);%1 1:’?77 31;]5 4(1)1 g 0 0
L i 270 rg(l)g 13072 31;4 4(1)0 g 0 0
L ¢ 271 rg(ig%l 13077 3155 4(1)1 g 0 0
Lo 270 g(itgzl 1:?72 3154 4(1)0 g 0 0
L X 271 g(ig%l 1??77 3155 4(1)1 g 0 0

e Molecule 2 is a protein called Sodium-type flagellar motor component.

Mol | Chain | Residues Atoms AltConf | Trace
2.1 ¢ 179 ?Zt??l 927 21;10 2(6)9 ? 0 0
2 Db 179 fﬁl 9(;7 21;Io 2(6‘)9 ? 0 0
21 G 17 ?Zt%l 937 21;Io 2(6)9 ? ¥ 0
2| H 17 ?Zt%l 9(237 21;Io 2(6)9 ? 0 0
2| K 17 ?Ztgl 9(237 21;10 2%)9 ? 0 0
2 L 17 ?Ztgl 937 21;Io 2%)9 ? 0 0
2.1 0 17 ?ZE/?I 9(2}7 21;Io 2%)9 § 0 0
2 P 17 ?Ztgl 9(2]7 21;Io 2?59 § 0 0
2 5 17 ?Zt%l 9(2]7 21;10 229 2 0 0
2 T 179 ?Zt;il 9(237 21;10 2(6?9 § 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 W 179 ?Zt;il 937 21;10 2((39 ? 0 0
2 X 179 ?Zt;il 9(;7 21;10 2((39 ? 0 0
2 A 179 ?Zt;il 927 21;10 2((29 ? 0 0
2 b 179 ?Ztgl 927 21;10 2((29 2 0 0
2 e 179 ?Zt;il 9(;7 21;10 2(6)9 ? ¥ 0
2 f 17 ?Zt%l 9(;7 21;Io 2(()?9 ? 0 ¥
2 : 17 ?Z;af 937 21;Io 2(6)9 ? 0 0
2 ] 179 ?Ztgl 9(237 21;Io 2(6)9 ? 0 0
2| m 17 ?Ztgl 937 21;Io 2(6)9 ? 0 0
2 n 17 ?Ztgl 9(2}7 21;Io 2%)9 2 0 0
2 a 179 ?Ztgl 9(;7 21;Io 2?59 2 0 0
2 ' 17 ?Ztgl 9(2]7 21;Io 229 § 0 0
2 b 17 ?Zt;il 9(2]7 21;10 2(39 § 0 0
2 v 179 ?Ztgl 9(2]7 21;10 2(6?9 i 0 0
2 Y 179 ?Ztgl 9(237 21;10 2(6)9 § 0 0
2 z 179 ?Ztgl 9(237 21;10 2(6)9 § 0 0
e Molecule 3 is a protein called Flagellar L-ring protein.

Mol | Chain | Residues Atoms AltConf | Trace
s L 221 ??7&81 1(%8 215\;8 3(29 g 0 0
s 0 221 ?ggasl 1(%8 21§8 3(29 g 0 0
3 AA 221 ?ggasl 1(%8 2218 3(29 g 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 | AF 221 ?ggasl 1(%8 21;8 329 g 0 0
3 | AK 221 ?ggagl 1(%8 215\518 329 g 0 0
3 | AP 221 ?ggagl 1(%8 22]8 329 g 0 0
3 | AU 221 ?Zt;;%l 1(%8 215\518 351)9 g 0 0
3 | AZ 221 ?g;asl 1OC38 22]8 351)9 g 0 0
3| he 221 ?g;asl 1(?38 228 351)9 g 0 0
s Al 221 ?22381 1OC?>8 21;8 329 g 0 0
3 | Ao 221 ?Z;asl 1(%8 228 329 g 0 0
3| At 221 ?ggasl 1(%8 215\58 3(29 g 0 0
3 Ay 221 ?2%1 1(%8 21E\%I8 3(29 g 0 0
3| Ad 221 ?g;asl 1(%8 215\58 3(29 g 0 0
3 A9 221 ?g;asl 1(%8 228 329 g 0 0
3 | BD 221 ?g;asl 1(%8 2?8 3(29 g 0 0
3 Bl 221 ?gt?asl 10%8 2218 329 g 0 0
3 | BN 221 ?gt?asl 1(%8 215\318 329 g 0 0
3 B3 221 lfét%l 1(%8 215\3]8 329 g 0 0
3| BX 221 ?2?81 1(%8 212\318 329 2 0 0
3 Be 221 1;(6)5;&81 1(%8 212\;8 329 2 0 0
3 Bh 221 f(e)s;asl 10(?%8 212\;8 329 g 0 0
3 B 221 ?gt?asl 10(?38 216\318 329 g 0 0
3 Br 221 ?gt?asl 10%8 216\318 329 g 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 Bw 221 1678 1038 288 349 3 0 0
Total C N O S
3 B2 221 1678 1038 288 349 3 0 0

e Molecule 4 is a protein called Flagellar assembly lipoprotein FlgP.

Mol | Chain | Residues Atoms AltConf | Trace
4 2 11 Tgt;“l 601 Eg 1% 0 0
4 7 1 Tg;al 601 g 1(; 0 0
4 | AB 1 Tg;al 601 i\; % 0 0
4 | AG 1 Tg;al 601 i\; 1% 0 0
4 | AL 1 Tg;al 6? g 1% 0 0
4| AQ 1 Tg;al 601 g % 0 0
4 | AV 1 Tgtfl 601 g % 0 0
4| Aa 1 Tgtfl 601 g % 0 0
4 | A 1 Tgtfl 601 i\; 108 0 0
4| Ak 1 Tg;al 6(’1 i\; 108 0 0
4| Ap 1 Tg;al (?1 g 1% 0 0
4 | Au 1 Tg;al b?l i\; 1% 0 0
4| Az 1 Tg;al 51 i\; 1% 0 0
4 A5 11 Tgf/al (?1 g 1(; 0 0
4 A0 11 Tg;al 6?1 g 1% 0 0
4 | BE 1 Tg;al 6?1 g g 0 0
4 BJ 11 T;gal (?1 i\; 1% 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
4+ | BO 1 Tg;al 6(’1 g % 0 0
4 | BT 1 Tg;al 6? g % 0 0
1 | BY 1 Tgt;‘l 601 g g 0 0
4 | Bd 1 Tgtfl 601 g % 0 0
1| B 1 Tgt;‘l 601 i\; 108 0 0
4 | Bn 1 Tg;al 661 i\; 108 0 0
4 | Bs 1 Tg;al 6(’1 g ?8 0 0
4 | Bx 1 Tg;al (Sl g 1% 0 0
4 B3 11 Tg;al 51 i\; 1% 0 0

e Molecule 5 is a protein called The N-terminus of Flagellar L-ring protein.

Mol | Chain | Residues Atoms AltConf | Trace
5 3 13 T‘égal g) g g 0 0
5 8 13 ngal 3% i\; 1% 0 0
5 | AC 13 ngal 3% E) 1% 0 0
5 | AH 13 Tgt;‘l ?f; i\; 1% 0 0
5 | AM 13 Tgt;‘l ?g i\; 1% 0 0
5 | AR 13 Tgt;‘l :% i\; 1% 0 0
5 | AW 13 Tgt;‘l ?S@ i\; 1(;, 0 0
5 Ab 13 Tgt;‘l ?% E) 1% 0 0
5 Ag 13 ngal ?S@) E) g 0 0
5 Al 13 ngal ?fq i\; 1% 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace

5 | Aq 13 ngal 309 g g 0 0

5 | Av 13 ngal 3% g g 0 0

5 | Al 13 T‘ég‘“ ?f; g g 0 0

5 | A6 13 T‘égal 59 g g 0 0

5 BA 13 ngal ??9 g 1% 0 0

5 BF 13 ngal 3% i\; 1% 0 0

5 BK 13 ngal 3% i\; 1% 0 0

5 BP 13 Tgt;‘l ?f; i\; 1% 0 0

5 | BU 13 Tgt;‘l ?% i\; 1% 0 0

5 BZ 13 Tgt;‘l ?S@) i\; 1% 0 0

5 Be 13 ngal ?% i\; 1% 0 0

5 Bj 13 ngal ?Sq E) 1% 0 0

5 Bo 13 ngal ?Sc) E, g 0 0

5 Bt 13 ngal ;Sg i\; 1% 0 0

5 By 13 ngal zSc) i\; 1% 0 0

5 B4 13 T‘égal 309 i\; g 0 0

e Molecule 6 is a protein called Flagellar P-ring protein.

Mol | Chain | Residues Atoms AltConf | Trace
0 4 281 53831 13C24 31;11 4(80 ? 0 0
0 ) 281 g?ga; 13C24 31;11 4(30 g 0 0
6 | AD 281 gcfff;l 13(,324 31;11 4(80 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
0 Al 281 5?831 1:?24 31;11 480 g 0 0
6 | AN 281 3?831 1??24 31;11 480 g 0 0
0 AS 281 5?831 1??24 31;11 480 g 0 0
6 | AX 281 rg(igazl 13?24 31;11 480 g 0 0
0 Ac 281 2(1)821 1:’?24 31;11 480 g 0 0
0 Ab 287 rg(ig;l 13024 3?1 4(0)0 ? 0 0
6 | Am 287 g(iff%l 13024 31;11 4(80 g 0 0
6 | Ar 287 g(iff%l 1:?24 31;11 4(80 g 0 0
6 | Aw 287 g(ig;l 1??24 31;11 4(80 g 0 0
6 | A2 287 g(ig;l 13024 31;11 4(80 ? 0 0
6 | A7 287 2(1)821 13024 31;11 4(80 ? 0 0
6 | BB 287 2(1)?)&;1 13C24 31;11 4(30 g 0 0
6 | BG 287 g?ga; 13024 31;11 4(80 g 0 0
0 BL 287 2(1)8&21 13(,324 31;11 480 ? 0 0
6 | BQ 287 2(1)8&21 13?;4 31;1 4(30 5 0 0
6 | BV 287 23831 1:?24 31;1 480 5 0 0
0 Ba 287 g(iffél 1:?24 3§1 4(80 g 0 0
0 B 281 3?831 1:?24 31;1 4(80 g 0 0
0 Bk 281 12‘%5121 1:?24 31;11 480 3 0 0
0 Bp 281 g(igazl 1:?24 31;11 480 S 0 0
0 Bu 281 g(igazl 1??24 31;11 480 g 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace

6 Bz 287 g(iﬁfél 1:?24 31;11 480 g 0 0

0 B5 281 g(igzl 1?24 31;11 480 g 0 0

e Molecule 7 is a protein called Flagella basal-body protein.

Mol | Chain | Residues Atoms AltConf | Trace

7 g 352 g‘(;t;il 1 7%)5 412\313 551)4 182 0 0

7 0 352 g(;t;ll 1 7%)5 412\313 524 182 0 0

7 AE 352 TQ‘(;;ZI 1 7035 412\313 551)4 182 0 0

7 AJ 352 TQ‘(;t?Zl 1 7035 415\313 524 182 0 0

7 AO 352 TQ‘(;;ZI 1 7035 4213 524 182 0 0

7 AT 352 g(;t;jll 1 7(?35 4213 524 1S2 0 0

7 AY 352 g(;t;ll 1 7(?35 4213 524 182 0 0

7 Ad 352 rg(;t;ll 1 7(;55 4213 551)4 1S2 0 0

7 Al 352 ’g(;t;;ll 1%5 4213 551)4 182 0 0
7| Ao 502 rg(;t%l 17C35 41553 524 1S2 0 ;
T A 502 g(;gil 17C35 41553 524 1S2 0 0
T Ax 502 g(;gil 17C35 415\;13 524 182 0 0
’ A3 352 q;t?il 1%5 423 5(24 182 0 0
’ A8 352 121(;;11 17C35 423 5(24 1S2 0 0
7 BC 352 g?;?ll 1 7C35 415\;3 5(24 182 0 0

7 BH 352 2(7)211 1 7C35 4213 5(24 182 0 0

7 BM 352 g?;il 1 %5 4213 5(24 182 0 0

Continued on next page...
grDRe



Page 20

Full wwPDB EM Validation Report

EMD-39776, 8Z5N

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
7 BR 352 g(;t;i 17C35 415\3]3 524 182 0 0
T BW 352 g?t;ff 17C35 415\313 524 1S2 0 0
7 Bb 352 g?tﬂl 17C35 415\513 524 1S2 0 0
7 Be 392 rg(;t;ll 17C35 415\513 551)4 1S2 0 0
7 Bl 352 rg(;t?éll 17C35 415\513 551)4 1S2 0 0
’ Bq 352 rg(;t%l 17035 415\53 551)4 1S2 0 0
’ Bv 352 g(;t%l 17C35 41553 524 1S2 0 0
’ Bl 352 g(;;il 17C35 415\413 524 182 0 0
’ B6 352 g(;;il 17Cs5 415\;13 5(24 182 0 0
gPrDE
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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: Component of sodium-driven polar flagellar motor

. = —
Chain A: 73% 18% 8%

e Molecule 1: Component of sodium-driven polar flagellar motor

.
[ |
. I
Chain B: 71% 21% . 8%
oo Mo M o Mo s Mo oMo o - aowwomsSESBIms 8
<+ < < 0 w © © ~ o~ © © [} N O [} — bl el — —
=% 2] = < > ~ 9 a = = = A A ~ ==} [=] L=l = 1<%
- N~ o (] 0 ~ < 0 O N~ (o2} -~ o0 < w0 5} © 0 -~ 0 o oN < [} 0 N~
IS - B Y o R0 O e © oS e ERESRER X M N
= wv | =" ~ wn a (2} < =4 o £ = H A o £ 12} ~ - - = = w0 ~ >

¢

V284

o o < N~ N
oY 0 0 0 o
N [N ] )
(2} oA ] o

e Molecule 1: Component of sodium-driven polar flagellar motor

K218
D279
|
R282

. = —
Chain E: 73% 18% . 8%

P93
P94
R96
|
H100
|
1104
|
F109
|
Q112
Y116
|
T121
|
E128
|
R133
|
S138

L48
|
A58
|
K67
|
F72
|
E82
|
V86
|
MO1

WO RLDWIDE

er

PROTEIN DATA BANK


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

EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 22

TLTN
L9z
092A

P4

¢

i

0szs

LYCA

i

iz
¥¥e1

i

{448

(4448

ozea

9120
S1¢I

(U4
60CI

TozH

86TS

< <&

L8TA

G811
¥8TI

6.1Q

€LTT

6911
891D

T9TH

8¥Td

vvis

T71a

T6CL

1

78T/

[4stac
782N

e Molecule 1: Component of sodium-driven polar flagellar motor

6.2a

8%

20%

71%

Chain F:

j4448

[44aH

(44§

8TCA

T02Yd

861S

96T

€610

9811
811

€LTT

T9TH

631D

LST1
9GTA

8¥TH

vvis

71a

8ETS

€eTY

0€Td

8¢Td
218

TC1L

z62h

78CA

28¢d

6.2a

LL2D

TLea

L9z

S9TH

09ZA

85¢CI
PAA:S

e Molecule 1: Component of sodium-driven polar flagellar motor

8%

19%

—
73%

Chain I: =

8€ETS

€ETY

82Td

121l

9TTX

[4213]

60T

0TI

00TH

964

¥6d
€6d

TeW

98A

[4:c

L4

L9¥

839V

8¥%1

6921
L9z
09zA

A4

0S2s

LYCA

¢

A
vve1

vcel
€CTA
{4448
ozea

912a
S1CI

orey
6021

Tocy

861S

* <

L8TA

S8TT
78TI

6.L1Q

€LTT

6911
891D

T9TH

8¥TY

vvis

ia

T6CL

1

78CA

[astacs
T8N

e Molecule 1: Component of sodium-driven polar flagellar motor

6.2a

cLTN

8%

21%

71%

Chain J:

0§Zs

PAZAN

44

1}

€ETS

j444%

[44AN

02ZA

8TCA

T0Td

861S

0 96T

€610

e Molecule 1: Component of sodium-driven polar flagellar motor

D E

gPDB

O
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 23

8%

18%

Chain M

8€TS

€ETY

8cTd

121l

9TTX

[421]

60Td

0TI

00TH

964

o <
D O
A

TeW

98A

284

cLd

L9¥

839V

8¥%1

TLTN
L9z
092A

LScy

0 9g2a

0§2s

LYCA

i

svey
444!

i

449

{4448

(/448

912a
S12I

orey
6021

Tocy

86TS

< <

L8TA

S8T1
¥8TI

6.L1Q

€LTT

6911
891D

T9TH

8¥TH

vvis

wia

T6CL

L

78T

28ty
T8N

e Molecule 1

6,20

Component of sodium-driven polar flagellar motor

8%

21%

Chain N

6074

LOT1

7071

201a

00TH

0secs

LYCA

174
¥9e1

€E€TS

j444%

[44AN

0ZZA

8TCA

TozY

86TS

96T

€610

[434)]

78CA

28cd

6.2d

LL2D

TLza

L924

Component of sodium-driven polar flagellar motor

S9TH

09ZA

8SCI
LSTH

e Molecule 1

¥5ed
€521

8%

18%

73%

Chain Q

8€TS

€ETH

8¢Td

TCIL

9TTX

[4314]

60Td

0TI

00TH

964

o <
D 0
A Ay

T6NW

98A

[4:c8

cLd

L9¥

8GY

8¥%1

L9924
09zA

A4

0 992a
0szs

LYTK

i

eiac
¥9C1

< & &

j444%

[44A)

0zzZA

9tea
ST2I

orey
6021

To0cy

861S

< <&

L8TA

S8T1
811

6.1Q

€LTT

6911
891D

T9TH

8¥TH

1S

v1a

Component of sodium-driven polar flagellar motor

T6CL

1

¥8CA

2824
T8N

e Molecule 1

6,20

cLTN

8%

21%

71%

Chain R

6074

L0TT

70TI

20t1d

00TH

08es

LYTA

iz

€€es

j(428

(4448

0zgTA

8TCA

TozH

86TS

R LDWIDE

961X

€610

G8TT
v81L

€LTT

T9TY

63T

LSTT
9STA

8vTd

vvis

wra

8ETS

€eTYd

0€THE

82Td
1218

121l

w_ 0

PROTEIN DATA BANK



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 24

e Molecule 1: Component of sodium-driven polar flagellar motor

z62h

782/

28cd

6.2d

LL2D

TLza

L924

S9eH

09ZA

8S¢CI
L52d

¥5ed
€5CT

8%

19%

—
73%

Chain U: =

8€ETS

€ETY

82Td

121l

9TTX

[421i]

60Td

0TI

00TH

964

¥6d
€6d

TeW

98A

284

cLd

L9¥

839V

8¥%1

09zA

pAsIAc

0 952a
0szs

LYTA

A
vve1

> & o o

veel
€CTA
{4448
ozea

912a
S12I

orey
6021

Tocy

861S

< <

L8TA

S8TT
7811

6.L1Q

€LTT

6911
891D

T9TH

8¥TY

vvis

ia

T62L

1

¥82A

{4148
182N

6,20

cLTN

69C1

e Molecule 1: Component of sodium-driven polar flagellar motor

1,924

8%

21%

71%

Chain V:

Svd

e Molecule 1: Component of sodium-driven polar flagellar motor

[434)]

782

28t

6,20

LL2D

TLea

1,924

9923

09ZA

8SCI
PASA S

¥5ed
€621

8%

17%

74%

Chain Y: =

8€ETS

€ETY

8zTa

121l

9TTX

[421]

60T

¥OTI

00TH

964

1

¥6d
£6d

T6W

98A

[4:c

L4

L9%

83V

871

T82ZN
6.2a
TLTN
L924
09zA
’ LSTd
1
0§es

LYTA

¢ s ]
0 EiZat

vve1

{448

(4448

ozea

9120
S1CI

(2
60CI

TozH

86TS

* <&

L8TA

8811
¥8TI

€LTT

6911
891D

T9TH

8¥TY

vvis

T71a

782N

e Molecule 1: Component of sodium-driven polar flagellar motor

28ty

8%

20%

71%

Chain Z:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 25

6074

L0TT

70TI

20t1da

00TH

¥5cd
€5TT

0segs

LYCK

Eiza

€ETS

j£44%

gTTl

0ZZA

8TCA

ToTYd

8618

961X

€610

S8T1T
¥81L

€LTT

63T

LSTT
9STA

8¥Td

vvis

wra

8ETS

€eTYH

0€TH

82T
1218

121l

z62h

782/

28cd

6,20

Component of sodium-driven polar flagellar motor

112D

TLea

1924

S9TH

09ZA

85CI
1524

e Molecule 1

8%

.

18%

73%

Chain ¢

8€TS

€ETY

82Td

121l

9TTX

[4314]

60Td

0TI

00TH

964

o <
D O
A

TeW

98A

z8d

cLd

L9¥

88V

8¥%1

6921
L924
09zZA

PAsIA

0 952a
|

0SZs

LYTA

Sved
444

< <&

L8TA

S8T1
811

€LTT

6911
891D

1914

8¥Ty

1S

wia

¥8CA

282y
T8N

e Molecule 1

6,20

cLTN

Component of sodium-driven polar flagellar motor

8%

20%

71%

Chain d

6074

LOTT

7011

201a

00TH

¥5ed
€5CT

174

€E€TS

j£44%

[44AN

0zZZA

8TCA

Tozy

86TS

961X

€610

z62h

78T

[4s1ac

6,20

Component of sodium-driven polar flagellar motor

112D

TLea

1,924

S9Tx

092A

e Molecule 1

85¢CI
1524

8%

17%

74%

Chain g

8ETS

€ETH

8¢Td

1211

9TTA

(431}

6074

%011

O00TH

964

o
D O
[2V-N

T6N

98A

[4:c

L4

L9%

83V

871

6,20
LN
1924
092A

L52d

¢

i

0§2Zs

LYTA

i

SveH
¥¥e1

i

{4448

gTTL

ozea

912
STeI

(a4
6021

T0ozTH

86TS

P

L8TA

S8T1
¥8TI

€LT1

6911
891D

T9TH

8¥Td

¥vis

T71a

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 26

1924
032 | | ovea
6014 [ | 8g1s 09zA 6014 avzy
" somi | LTk [ | | [eomi |
1071 | ovea ey Lsz4 1071 ¢
| | Ejgas | | ‘ 95za [ |
%011 R wmﬁ 1 %011 EeTd
| eord | 0szs [ eomd |
m 2010 ® 12Tl [ < 201 Mﬁ.
[ Tow gees © [ | 192A © [0 | eeer |
. 00TH ] . oTTA ¢ o . 00TH e
i ezl L] sveu 1 v
mEEn e T e e =
2 e
76d | teey 6014 76d
o
= © = N 0 = 8TTA
) & £6d oczh ) ) | ®) © £6d
£ R mmal e 2 F ==, < 8 mma i
T6W 8TZA N T6W
= oes = oo = oes s
[ 681 — [ 681
E i kE o ¢ E P -
= 98 TogH = | sem 3221 = gai 0023
&0 i ] 0 e ez &0 1 Ceemi
E 5 e E = 2 o
[ | ¢ o1 T6M ﬂ [ | %
M 9% [ M | | (1 nd 195 (]
s mwm €61 e) m? MHNM s Mwm €61
o ] ¢ o Z6d -N o ] ¢
o 65A = | otzy = 63
W 83V 0 W TLd 6021 W 85y 0
= [ | N [ | 1 = |
.s 67A 3811 .S 293 o .S 6%A 8811 | geThA
; | | $811 ; | | ] ; [ | $811 z62h
m oy | | m 35V e m sy | | | |
= . Lowrl €11 | g6z = ° [ | = Lowr €11 82
A.w. = £bd | | umwa 1m @ 8%1 ¢ A.w. < £vd | | | gsed
~ 1973 S 1973 28y
Qo | 09N v8TA ] Q ~ | 09N
rm 651D | eszy | rmm ¢ rm 651D mmmn
18] [ ss1d | 28zy ) 5] [ sgrd s
1811 [ ] 18TA 1811 \.mmo
- 9STA 6.2a =1 | 98TH - 95TA
m | | | 8ued % S8T1 anp“ | | 1120
= me \.muo = ﬂﬁ = me ]
) ) o 1924
o, vmﬂm ﬁmma o, mmS o, wmﬁm | ggzH
a9z)
m ﬁmﬂa 1924 m mms I m ﬁmS [ ]
| ovzH | 1621 0921
O mmﬂm mmg O 6971 1 O mmﬁm | eazh
- 8910 .. 8521
— €ETH 092A — [} 782 — £ETH 1524
L m [ | feseom <o B 9T Pegaan o ] I
= .. o1 821 = . [ ] z8zy = o1
O < | eer1 1524 o 4 8vTH 182N o R | eeT1 752d
$8ZA < o 8zTd I < a [ | Losey 2 o 82T €521
| eseH o = \.mﬂm o = wmﬁm mmmo () = \.mﬂm [ |
zgeH yacd o0szs
182N = = eIl €921 = -~ T91a zlen = < eIl ]
| osed ) O [ | [ | ° @) [ | [ | ° O [ | L¥TA

8%

17%

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

74%

e Molecule 1: Component of sodium-driven polar flagellar motor

Chain o: =



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 27

8ETS

€ETY

8zTd

1211

9TTA

(431}

6074

v01I

00TH

964

o
D O
[2VN

T6N

98A

[4:c

L4

L9%

83V

871

1924

092A

1524

1

0ses

LYTA

i

Eiza
4/

< & &

j£44%

gTTL

0zza

912a
121

oty
60CT

TozH

86TS

P

L8TA

G8TT
¥8TI

6.1Q

€LTT

6911
891D

T9TH

8¥TY

¥vis

T71a

78CA

8¢
782N

e Molecule 1

6.2a

cLeN

Component of sodium-driven polar flagellar motor

8%

21%

71%

Chain p

6074

LOT1

Y011

201a

00TH

LYK

144

€ETS

j444%

[44AN

0ZZA

8TCA

Tozy

86TS

9614

€610

z62h

¥82A

28cd

6,20

LL2D

TL2a

L,92H

Component of sodium-driven polar flagellar motor

S92

09ZA

89CI
LSTH

e Molecule 1

¥5ed
€621

0§Zs

8%

19%

—
73%

Chain s

8ETS

€ETY

82T

121l

9TTX

[431i]

60T

v0TI

00TH

964

o <
D O
AR

T6W

98A

[4:c

cLd

L9%

83V

871

cLTN
6921
1,924
092A

pAsIAc

0 9g92a
0szs

LYTK

174
vve1

veel
€2TTA
(4448
ozea

9120
S1¢I

oty
60CI

TocH

86TS

< <

L8TA

S8T1T
¥8TI

6L1Q

€LTT

6911
891D

T9TH

8¥TY

vvis

71a

T6CL

L

78T

[astac
T8N

e Molecule 1

6,20

Component of sodium-driven polar flagellar motor

8%

21%

70%

Chain t

6074

L0711

0TI

201a

00TH

964

o ¢
D O
A

0ses

LYTA

Svey
¥¥e1

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 28

z62h

¥8CA

8cy

6.2a

e Molecule 1: Component of sodium-driven polar flagellar motor

LL2D

TLza

1,924

S99y

09CZA

8S¢CI
LSTd

¥52d
€521

8%

.

18%

73%

Chain w:

8€TS

€ETH

8¢Td

TCIL

9TTX

[4314]

60Td

0TI

00TH

964

v6d
€6d

T6NW

98A

[4:c8

cLd

L9%

8GY

8¥%1

L92d

09zZA

PASA:S

0SZs

LYTA

Sy
{44

L 4

jgaan
€CTA
[44AN
0gzA

9tea
S1¢I

orey
6021

10y

861S

< <&

L8TA

S8T1
¥8TI

6.1Q

€LTT

6971
891D

T9TH

8¥TH

vis

v1a

8%

21%

71%

e Molecule 1: Component of sodium-driven polar flagellar motor

Chain x:

/4

1

€€TS

{4448

[44an

02CA

8TCTA

€£0TS

TozTH
002X

86TS

961X

€610

z62h

¥8CA

e Molecule 2: Sodium-type flagellar motor component

{4144

6.2a

112D

TL2a

1,924

S99

09CZA

8SCI
LSTd

¥5cd
€521

15%

21%

63%

15%

Chain C:

2911
191d
0918

8GTA
1810
9STY
€STT
AR

EVIN

TYIW

B6ETY

Letd
9€TYd

3

{49

0 €211

(4428

i

T111

SOTh

€0TY

& 4

961

£64

SO 0O oo

L

,0Td

S0Tx

T0CI

e Molecule 2: Sodium-type flagellar motor component

66TN

96TH
S6TY

€614

6814

SLTA

CTLIX

991a

€91Q

. 15%

14%

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

70%

5%

Chain D: -



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 29

9€TY

€ETd

0ETY

{4498

90TH

YOTH

00Td

kc
YLK

o & o

0 ored

60CL

vocy
96TH
8811

S8TI
814

0814

ELIN
6974

S97d

[achicy
TSTY

AR S

448
EVIN

oIS
6ETV

e Molecule 2: Sodium-type flagellar motor component

16%

15%

21%

63%

Chain G:

OO O 9O VO GO0 O 0 oo o

vov £91Q
€90 2911
T9Td
0918
85TA
G 1510
e 957
e ]

¢
¢
¢
¢
¢
¢
¢

8LA
s

OLN

oo

L

,0Td

S0Tx

T02I

66TN

96T
S6TYH

e Molecule 2: Sodium-type flagellar motor component

€614

6814

SLTA

CLIX

991a

. 15%

14%

70%

6%

Chain H: —

<>

L1}

S0 <

L 1}

9ETH

€eTd

0eTY

§747

90719

Y0TH

0074

S.4
YLK

E€EA

ELIN

6974

S9Td

[4space
TSTY

Ly1d

P11
EVIN

o¥Ts
B6ETY

e Molecule 2: Sodium-type flagellar motor component

15%

15%

20%

64%

Chain K:

3

L2 4

8€1T

OO SO 0O Soo0

vEL

SLTA
CTLIX
991d
€9Ta
2911

T91d
0978

89TX
181d
9814
PAARS

EVIN

T7TH

6ETV

LETH
9ETYH

3

7498

0 €211

[44 A0

i

TIT1

S0Th

€01V

& 4

SO 0O oo

L,0cH

e Molecule 2: Sodium-type flagellar motor component

S0TH

7%

Chain L: —

. 15%

14%

70%

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 30

0€TY

veTA

901D

YO0TH

0073

P

kc
YLK

SO & & o

€EA

>

€LIN

6974

S9Td

[ashic
TSIV

Ly14d

448
EVIN

ov1s
6ETY

9€TH

€ETd

e Molecule 2: Sodium-type flagellar motor component

16%

15%

20%

63%

Chain O:

PAsii]

¢
¢

COPOPO VO V0000 o

o 4

SO 0O OO0

891 I

961

€64

180

e Molecule 2: Sodium-type flagellar motor component

. 15%

14%

70%

6%

Chain P: —

9ETH

€E€Td

0ETYH

iZ49%

901D

Y0TH

00T

kc
YLK

e & ©

ELIN

6974

S9Td

{4 acy
TSTY

Ly1d

P11
EVIN

o¥Ts
BETY

e Molecule 2: Sodium-type flagellar motor component

N

n

—

.

X

—

o~

R

m

o
N
o]
—

9p]

=

o=

<

S

E€9A

¢

6SA
89T

PAs(i]

8€1T

OO O 90O GO G000

vEL

T91d
09TS

89TX
LSTa
9814
€911
Ly1y

EVIN

T7TH

6ETV

LETH
9ETH

3

7498

0 €211
0 zTIL
¢

T1T1
S0Th

€0TY

180

SO 0O oo

L

L02H

S0TH

1021

66TN

96TH
S6TH

e Molecule 2: Sodium-type flagellar motor component

€614

63814

SLTA

CTLIX

991d

€910
(419

6%

Chain T: —

. 15%

14%

70%

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

<* <&

Full wwPDB EM Validation Report
e o o

Page 31

€910 [
2911 79y
ot gt o
omz R i “ oot
8aTA
«mg “ 1510 mmE o ﬂ
9Ty 891 181a
so1b ¢ \.ﬂE om:_ “ 180 9514
| qotb ¢ M = [ |
T ¢ £YIN | ¢ e
oﬂﬁu X ¢ [ ey | . 901D ¢ mﬂ:_
s THIN W | soth X [z
¢ Cowis S 2 ¢ o
el [ oprs
. ¢ [ s 007E 6ETV
¢ Le18 . 1 . ¢ | seIv
9£TY 88A ¢ 1618
$ £ e
§.d N ¢ ¢ W [ ] ¢ 0*
PLA [ aren — ¢ - Bt X ¢
0 oted N BIA I 0 wm;
60TL i
. ¢ = " — ¢
L0248 % % ¢ soo m geT
¢ = ¢ = ¢ ¢lsoa| = ¢ ¢
IS ¢ 1111 IS ¢ 2 ¢
%0TY o) | o Loty =¥ TTT1
] = ¢ s01b g ¢ ol g ¢ ]
96TH ) [ vorH | 5 3 vel s01h
2 [ | ) ) el %02V &) | v01H
8811 _ o [ ] o £0TY
| | ..nbu Lw 96TH .._w
w2 2 - $
€81y
] < o 9811 o i
i - 2k G2 i
¢ o = O o [ 5 . ¢
20 ™ a0 a0 BN 61
‘ < (] 1024 < 08TYH < B
= ¢ T s ¢ = ¢ Loy
€LIN ) ¢ 50T (&) (&) ¢ | 90zd |
[ | w ¢ [ | Wyd ¢ Wya M mmmx
6914 1021
| D ¢ & Cooza W £LIN - 1021
s91d m ¢ 661N m [ ] m ¢ = | oozh
mmﬁ B I B amE S ¢ 66TN
18TV T g ¢ 96TH = s91a = I
) B 5 ¢ S R | 3 8 “ 96TH
st | wetd zatd © 9674
| 4 8Lk €614 3 18TV | we1d |
P11 N 201 [ | o m/”- | ™ 8LA €618
mmﬂz < ] mmE <L FME <L mE [ |
0LN . 6314
0v1s w W s QLT w b2 oAk m fos] OLN [ |
6ETV < a ¢ oo [ | < o £7IN < o ¢ 61 SLTA
1 3 = TLIA o .= | [} = ¢ 8o |
9ETH M < r | | M < A M < TLTA
- = 0 991d = BETY = -
e€td ° (@) 9V [ | ° O [ ] ) O 0* 9914

. 15%

14%

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

70%

5%

e Molecule 2: Sodium-type flagellar motor component

Chain b:



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 32

€ETd

0€TY

1749

901D

YO0TH

0073

S.4
VLA

@ & & o o

ELIN

6974

S91d

[ashic
STV

AR S

a8
EVIN

oIS
6ETV

15%

21%

8€1

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

el

63%

16%

e Molecule 2: Sodium-type flagellar motor component

Chain e:

€97Q
2911
T91d
09718

8STA
1S7Q
98Ty
Ly14

EVIN

TV

6ETY

LETH
9€TY

3

YCIA

0 €211

eIl

o

961

€64

180

SO 0 oo

8LA

0 oV

L

024

S0Tx

T0CI

66TN

e Molecule 2: Sodium-type flagellar motor component

96T
S6TYH

€614

68TY

SLTA

CTLIX

991a

15%

<>

L1}

14%

o & o

L 11]

70%

5%

Chain f: -

€eTd

0eTYd

§747

907D

Y0TH

0074

sS4
YLK

E€EA

ELIN

6974

S9Td

4] acy
TSTY

Ly1d

44"
EVIN

o¥1s
B6ETY

15%

21%

63%

16%

e Molecule 2: Sodium-type flagellar motor component

Chain 1:

0 130

8€1T

OO GO0 0O o0 o

vEL

991d

€91d
2911
T91d
09TS

8STA
L51Q
9GTH

Ly1d

IT
EVIN

T7TH

6ETY

Letd
9eTY

3

HZIA
0 €211
0 [44A

¢

TIT1

SOTH

€0TY

b & 4

961

£64

180

SO 0O oo

8LA
LLT

OLN

894

L & 4

L

L0c2H

S0TH

1021

66TN

e Molecule 2: Sodium-type flagellar motor component

96T
S6TY4

€614
68TH
SLTA

CLIX

. 15%

14%

R LDWIDE

O

erbDeBe

PROTEIN DATA BANK

W

70%

5%

Chain j: -



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 33

S e & o

€ETd

0€TY

1749

901D

YO0TH

0073

88A

98A

§.4
22

ELIN

6974

S97d

[ashic
STV

PAAR S

v
EVIN

oIS
6ETV

e Molecule 2: Sodium-type flagellar motor component

16%

15%

21%

63%

Chain m:

oV

891
PAsii]

¢
¢

COOPO VO 0O oo

991a

€910
2911
T91d
0918

8STA
1570
95TY
SSTT

Ly1d

EVIN

TYIW

6ETY

LeTd
9€TY

o

749

T111

E{s]

>

<>
©
l3

e
o)
2]

SO 0O oo

024

S0Tx

T02I

66TN

e Molecule 2: Sodium-type flagellar motor component

96T
S6TYH

€614

68TY

SLTA

CLIX

€E€Td

0ETH

£

901D

Y0TH

15%

00Td

88A

i

98A

S.3
YLK

15%

< & & o

69%

5%

Chain n: -

ELIN

6974

S9Td

[4spxce
STV

PAANS

445"
EVIN

ov1s
B6ETY

9€TY

e Molecule 2: Sodium-type flagellar motor component

16%

15%

.

19%

64%

Chain q:

wov
E€9A

& 4

[
0
=

841

~
)
=3

)
]
)

i

COPOP & 0O V90090000 O

s
®
12

CLIX

991a

€910
2911
T9Td
0918

8SGTA

9STY

AN

EVIN

TYIW

B6ETY

Letd
9€TYd

3

49

0 €211

(4428

1111

SOTD

€0TV

b

961

€64

@ 0O oo

*

1,024

S02x

1021

e Molecule 2: Sodium-type flagellar motor component

66TN

96T
€674
68TY

SLTA

6%

Chain r: —

. 15%

15%

69%

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 34

E€9A

oo
B9V 991 ¢ mwm
0Ty mﬂE ] ¢ 0918
i 2911 €€Td 6SA | eSTD
HCTA Totd ] 0 8971 8STA
wﬂs k omE ) 9374
Csom ¢ oo S vTA M |
Y0TH P e ] ¢ LyT4
oﬂﬁm EELLS 9019 0 m-
Cgoth HIN
N M \.ﬂE © $OTH ¢ | evp |
¢ in ¢ [ in | X ¢ THTH
! ¢ £PIN — 001 a R oIS
88 [ v SELY
oo ¢ L e : =
m? Oﬂ ¢ q 881 . MMM
s o ¢ e _ olEN ¢ - -
VLA I . LETT M/J - ’ ’
L0274 B ¢ 9eTY - R © ¢ iZaly
’ o = < ok o =, ¢ wo
0TV - PTIA - 6021 -
¢ (] % ¢§ st m ¢ ¢ soza m R ge1 ¢
96T TTTL 1024
¢ | m ¢ m ¢ ¢ m ¢ 111
“ T 2, “ 2, “ a, ¢ ]
981T g g wmﬁ = ¢ k
oot 874 o} LU Q €eR 96TH S £0TV
€81 © [ | S e S
[ o S0TD = 8811 =
| T v 8 fam 5 o
¢ Q Q S8TI Q ¢
m ’ m ¥814d m
¢ = o [ | . 961
L W . : G i
= = B ’ = N
o
mmE = ¢ 1 = = “ Loz4
€LIN  gozu
918 m ¢ 2024 m“ mmE m ¢ 5023
¢ + “ 302y - i w ¢ ﬁmﬁ
= [ | = 9k = | ooza
za1d = ¢ 1021 = = ¢ 66TN
18TV = Wooeam -— ¢ =
[ | 1% R ¢ 661N .M .M . “
Ly7d X [ R 96TH
P g K S :
Laan! s 96TH o 2 8Lk €618
mmﬂz ™ ¢ s674 o %- me ™ 11 |
[} I ] ] 6814
0vTS = . Nw_ €613 =) . PTT = ME [}
68TV 5] = 1 [ ] 5] > £YIN 5] S s SLTA
| =L . 0N G =2 ) 1 =2 - 894 |
9ETY o = I [ | o = ovTS o = ¢ TLTA
| | M < ¢ SLTA M < 6ETY M < [ |
€eTd < ¢ 8 [} = [} -~ ¢ 991a
[ | ) (@) [ | TLTA ) @) 9£TH ) @) 9V [ ]

. 15%

14%

R LDWIDE
PROTEIN DATA BANK

w_ 0

70%

5%

e Molecule 2: Sodium-type flagellar motor component
Chainz: T



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 35

9€TY

€ETd

0ETY

{4498

90TH

YOTH

00Td

LL}

pkc |
22

1 1}

€EA

ELIN

6974

S97d

[achicy
STV

AN S

448
EVIN

oIS
6ETV

e Molecule 3: Flagellar L-ring protein

15%

16%

69%

Chain 1:

c0Td

8€d

0 6921
|

952N

0 14144

8%ed
740
izd)]
LTTN
€02D
coTL
TozN
98TV
6LTA
8LTL
LLTI
vL18
891X
€910
LSIN
SPTI
EVTT
EETH

LT

61T
8TTL

STTL

60TA

L0TI

e Molecule 3: Flagellar L-ring protein

S0TQ

15%

16%

69%

Chain 6: =

20T

8€d

0 6321
wﬂuz
zgey
8vzd
SYTH
£
Prad\s
£02D
20zl
T0ZN
98TY
6LTA
8LTL
PASH
BLIS
89T}
€910
L5TN
SPTI
€911
CETH

1211

(3958
8TTL

STTL

60TA

L0TI

e Molecule 3: Flagellar L-ring protein

S0Ta

15%

16%

69%

Chain AA: ™

20T1d

8€d

0 69271
wﬂuz
0 zsey
8ved
SHTH
£
Prad\s
£02D
zozl
102N
98TY
6LTA
8LTL
LLT1
BLIS
89T
€910
LSTN
SHTI
€Y1
EETH
2273

61T
8TTL

STTL

60TA

L0TI

e Molecule 3: Flagellar L-ring protein

Sota

15%

16%

69%

Chain AF:

52!

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 36

6G21
982N
414 §
8¥%cd
SYTH
Bizds]
LT2N
€029
[duan
ToCZN
98TV
6LTA
8LTL
LLTT
vL18
89T
€9TD
LSTN
SYTI
EVTT
EETN
L2TH

61T
8TTL

STTL

60TA

L0TI

e Molecule 3: Flagellar L-ring protein

Sota

(405

15%

16%

69%

Chain AK: =

201D

8ed

0 6921
wﬂmz
0 4144
8ved
SHTH
€%l
1TeN
€029
zozl
10ZN
98TY
6LTA
8LTL
111
BLIS
89713
€919
LSTN
SHTI
523
€ETH
1Z13

61T
8TTL

STTL

60TA

LOTI

e Molecule 3: Flagellar L-ring protein

SotTa

15%

16%

69%

Chain AP:

201D

8€d

0 69T
mmrz
zsey
8ved
SHTH
€%l
1zeN
€029
zozl
T0ZN
98TV
6LTA
8LIL
L0171
vLIS
8913
€919
LSTN
SHTI
5a%
EETH

L2131

61T
8TTL

STTL

60TA

LOTI

e Molecule 3: Flagellar L-ring protein

S0Ta

15%

16%

69%

Chain AU:

201D

8€d

6SCT
982N

[asta 4

8¥ed
SV
Eiz4)]
LgTN
€02D
[4An
TOoZN
98TV
6LTA
8LIL
LLTI
VLIS
891X
€910
LSIN
SYTI
4%
EETH

L2131

61T
8TTL

STIL

60TA

LOTI

e Molecule 3: Flagellar L-ring protein

S0Ta

15%

15%

70%

Chain AZ:

L0TI

8€d

6921
982N
csey
8¥cd
STTH
544l
LT2N
€029
[duAn
TOoZN
98TV
BLIA
8LTL
LLTI
i ZAN
89TA
€9TD

LSTN

SYTI

e Molecule 3: Flagellar L-ring protein

evT1

EETH

Prqs’s

61T
8TTL

STTL

60TA

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 37

15%

15%

70%

Chain Ae: =

LOTI

8€d

0 6521
wM«z
0 1414
8vzd
SHTH
53%A0]
LTeN
€029
zozl
102N
98TV
6LTA
8LTL
171
BLIS
89713
€919

LSTIN

SYTI

EVTT

EETN

L2131

6114
8TTL

STTL

60TA

e Molecule 3: Flagellar L-ring protein

15%

16%

69%

Chain Aj: :

L 2 2

78S

08y

T.d

¥9d

€361

TSa
0SA

152

6521
982N
(414 §
8ved
SYTN
5i44)]
LgeTN
€02H
2ozl
TOCZN
98TV
6LIA
8LTL
LLTI
vL18
89T)
€910
LSIN
SYTI
€Y1
EETH
L2TH

61T
8TTL

STTL

60TA

LOTI

I -
e Molecule 3: Flagellar L-ring protein

S0Ta

[405)]

15%

15%

70%

Chain Ao: =

15728

0 6521
mez
0 [4:14
8vzd
SYTH
£vzh
1zeN
€029
zozl
T0ZN
98TV
6LTA
8LTL
LLTT
vLIS
89T
€919
LSTN
SYTI
€711
€ETH
1T

61T
8TTL

STTL

60TA

e Molecule 3: Flagellar L-ring protein

L0TI

15%

15%

70%

Chain At:

b 4 4

L0TI

788

08v

T.d

79d

€971

T8a
0SA

8€d

6921
982N
(414 4
8¥cd
STCH
544l
122N
€02D
20TL
T0ZN
98TV
BLTA
8LTL
LLTI
ZAN
89TA
€9TD

LSTN

SHTI

€Y1

EETH

1311

61T
8TTL

STTL

60TA

e Molecule 3: Flagellar L-ring protein

15%

16%

69%

Chain Ay: =

(405

8€d

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 38

0 6921
Lﬂmz
0 14141
sved
ST
£t
Prad\s
£02D
zozl
T0ZN
98TV
6LTA
8LTL
LLT1
vLIS
89T}
€910
L5TN
SYTI
€911
EETH
Pras's

(3958
8TTL

STTL

€174

60TA

L0TI

e Molecule 3: Flagellar L-ring protein

S0Ta

15%

17%

69%

Chain Ad4: =

152!

0 6521
mﬂuz
zsey
8vzd
SYTH
€520
1TTN
€029
z0Tl
T0TN
96T
98TV
6LTA
8LTL
LLTT
vLIS
89TY
€919
LSTN
SYII
£VTT
€ETH
Pras's

(3958
8TTL

STTL

60TA

L0TI

e Molecule 3: Flagellar L-ring protein

Sota

201D

15%

16%

69%

Chain A9: =

L 2 4

201D

78S

08v

T.d

¥9d

€91

Tsa
0SA

8€d

0 6921
mﬂmz
0 zgey
8ved
SHTH
€T
Pradls
€029
zozl
102N
98TV
6LTA
8LTL
L.T1
BLIS
89T
€910
LSTN
SHTI
€911
€ETH
LT

61T
8TTL

STTL

erTd

60TA

L0TI

e Molecule 3: Flagellar L-ring protein

S0tTa

15%

15%

70%

Chain BD:

LOTI

8€d

6521
95CN
zsey
8¥ed
SV
Siz4)]
LgTN
€02D
[4van
TOoZN
96TY
98TV
6LTA
8LIL
LLTI
ZAN
891X
€910
LSIN
SPTI
eYTT
EETN
L2

611X
8TTL

STTL

60TA

e Molecule 3: Flagellar L-ring protein

15%

15%

70%

Chain BL: ™

¥8s

15728

0 6921

952N

0 zsey
8vzd
SYTH
£veh
Prad\s
€029
z0zl
T0ZN
98TV
6LTA
8LTL
LL11
VLIS
89T
€919
LSTN
SYTI
€711
€ETH

L2811

61T
8TTL

STTL
60TA

L0TI

e Molecule 3: Flagellar L-ring protein

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 39

15%

17%

69%

Chain BN:

Tva

6521
952N
{414 4
8ved
SYCN
Eizdi]
LgeTN
€02H
coTL
TOZN
981V
6LIA
8L1L
LLTI
VLIS
89TH
€91
LSIN
SYTI
€Y1
EETH
L2130

611X
8TTL

STTL

€11d

60TA

LOTI

e Molecule 3: Flagellar L-ring protein

S0Ta

201D

15%

17%

69%

Chain BS: =

201D

8€d

0 6921

952N

0 14141
8bed
SYTH
54|
Prad\s
€029
zozl
T0ZN
9613
98TV
6LTA
8LTL
LLT1
VLIS
89T
€919
LSTN
SYTI
€Y1
EETH

1213

61T
8TTL

STTL

€174

60TA

LOTI

e Molecule 3: Flagellar L-ring protein

S0Ta

15%

16%

69%

Chain BX:

[ 405

8€d

6G21
962N
[4(4 )
8¥%ed
SYTN
Bizds]
LTTN
€029
[duan
ToZN
96T
98TV
6LTA
8LTL
LL11
vL18
89TA
€919
LSTN
SYTI
EVTT
EETN
L2131

61T
8TTL

STTL

60TA

L0TI

e Molecule 3: Flagellar L-ring protein

S0ta

15%

15%

70%

Chain Be: =

LOTI

8€d

0 6521
wﬂmz
0 1414
8ved
SHTH
5%40]
LzeN
€029
zozl
10ZN
98TV
6LTA
8LTL
LL1T
BLIS
89713
€919
LSTN
SHTI
€HT1
€ETH
1T

6114
8TTL

STTL

60TA

e Molecule 3: Flagellar L-ring protein

15%

15%

70%

Chain Bh:

LOTI

8ed

D E

R L DWI
PROTEIN DATA BANK

w_ 0



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 40

6921
992N
(414 4
8¥cd
STTH
5544l
LeeN
€029
[duaAn
TOoCZN
98TV
6LTA
8LTL
LLTI
A%
89TA
€9TD

LSTIN

SYTI

evT1

EETH

Prqs’s

6114
8TTL

STTL

60TA

e Molecule 3: Flagellar L-ring protein

15%

16%

69%

Chain Bm: =

201D

8ed

0 6921
wﬂmz
0 4144
8ved
SHTH
€%l
1TeN
€029
zozl
10ZN
98TY
6LTA
8LTL
111
BLIS
89713
€919
LSTN
SHTI
523
€ETH
1Z13

61T
8TTL

STTL

60TA

LOTI

e Molecule 3: Flagellar L-ring protein

SotTa

15%

16%

69%

Chain Br:

15728

0 69T
wmrz
zgey
8ved
SHTH
€%l
1TeN
€029
zozl
10ZN
98TV
6LTA
8LTL
LL11
BLIS
8913
€919
LSTN
SHTI
5%
EETH

L2TH

61T
8TTL

STIL

60TA

LOTI

e Molecule 3: Flagellar L-ring protein

S0Ta

[405]

15%

15%

70%

Chain Bw: =

L0TI

8ed

0 6921
wﬂuz
0 [4:14 4
8vzd
SYTH
£vzh
Prad\s
€029
zozl
102N
98TV
6LTA
8LIL
LLTT
vLIS
89T
€919

LSIN

SPTI

€YTT

EET

L2

6TTY
8TTL

STTL

60TA

e Molecule 3: Flagellar L-ring protein

15%

15%

70%

Chain B2:

78S

8€d

0 6921
mﬂmz
[ 414
8ved
SYTH
€4zl
Prad\s
€029
zozl
T0ZN
98TY
6LTA
8LIL
LL11
VLIS
89T
€919
LSTN
SYTI
€911
EETH

LT

61T
8TTL

STTL
60TA
L0TI

£60a

e Molecule 4: Flagellar assembly lipoprotein FlgP

D E

O

R L DWI
PROTEIN DATA BANK

W



Page 41 Full wwPDB EM Validation Report EMD-39776, 8Z5N

. [ -
Chain 2: 5% .. 92%

V134

| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain 7: 5% .- 92%

IO
V134
| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain AB: e 92%

V134

| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain AG: Iﬁ . 92%

IO
V134
| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP



Page 42 Full wwPDB EM Validation Report EMD-39776, 8Z5N

Chain AL: e 2%

V134

| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain AQ: R 92%

| ‘ ‘

V134
| P35
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain AV: 5. 92%

“

V134
E136
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain Aa: 5% .- 92%

| ‘ ‘

V134
| P35
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP



Page 43 Full wwPDB EM Validation Report EMD-39776, 8Z5N

Chain Af: e 92%

V134

| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain Ak: R 92%

IO
V134
| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain Ap: e 92%

“

V134
E136
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain Au: 5% .- 92%

IIIIIIIIIIIIIIIIIIIIIIIIIIii

e Molecule 4: Flagellar assembly lipoprotein FlgP

V134
E136
F143



Page 44 Full wwPDB EM Validation Report EMD-39776, 8Z5N

Chain Az: 5% .. 2%

V134

| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain Ab5: Iﬁ . 92%

IO
V134
| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain AO0: e 92%

V134

| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain BE: R 922%

IO
V134
| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP



Page 45 Full wwPDB EM Validation Report EMD-39776, 8Z5N

Chain BJ: e 2%

V134

| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain BO: Iﬁ . 92%

IO
V134
| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain BT: e 92%

V134

| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain BY: e 2%

IO
V134
| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP



Page 46 Full wwPDB EM Validation Report EMD-39776, 8Z5N

Chain Bd: e 2%

V134

| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain Bi: 5% .. 92%

IO
V134
| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

. [ -
Chain Bn: 5% .- 92%

V134

| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP

Chain Bs: 5% .. 92%

IO
V134
| P135
E136 ¢
F143

e Molecule 4: Flagellar assembly lipoprotein FlgP



Page 47 Full wwPDB EM Validation Report EMD-39776, 8Z5N

Chain Bx: 5% .. 92%

“

e Molecule 4: Flagellar assembly lipoprotein FlgP

V134

E136
F143

Chain B3: Iﬁ . 2%

L 4

e Molecule 5: The N-terminus of Flagellar L-ring protein

¢

V134

E136
F143

15%
. I
Chain 3: 92% 8%

e Molecule 5: The N-terminus of Flagellar L-ring protein
8%
Chain 8 T 92% 8%

R

e Molecule 5: The N-terminus of Flagellar L-ring protein

23%

. T ——
Chain AC: 92% 8%

¢
¢
¢

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

. .
Chain AH: 92% 8%




Page 48 Full wwPDB EM Validation Report

EMD-39776, 8Z5N

R

e Molecule 5: The N-terminus of Flagellar L-ring protein

15%

Chain AM: — 2%

A 2 <>

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain AR: r— 92%

<>

1y

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain AW: T 92%
HE S
e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain Ab: r— 2%

e

e Molecule 5: The N-terminus of Flagellar L-ring protein

15%

8%

Chain Ag: — 92%

¢
¢

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain Al r— 92%

L 4

e

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%



Page 49 Full wwPDB EM Validation Report

EMD-39776, 8Z5N

15%

Chain Aq: r— 92%

<& <>

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

. .
Chain Av: 2%

<>

1y

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain Al: T 92%
HE
e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain A6: — 92%

R

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain BA: r— 2%

i’

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain BF: r— 2%

<>

e

e Molecule 5: The N-terminus of Flagellar L-ring protein

15%

8%

Chain BK: — 92%

A 2 <>

8%



Page 50 Full wwPDB EM Validation Report

EMD-39776, 8Z5N

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

Chain BP: — 92%

<>

e

e Molecule 5: The N-terminus of Flagellar L-ring protein

15%

8%

Chain BU: — 92%

A 2 L 2

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain BZ: r— 2%

<>

e

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

. [—
Chain Be: 92%

R 2

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain Bj: — 92%

<>

e

e Molecule 5: The N-terminus of Flagellar L-ring protein

15%

8%

. I
Chain Bo: 92%

A 4 A 4

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

8%

Chain Bt: — 92%

8%



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 51

e Molecule 5: The N-terminus of Flagellar L-ring protein

15%

8%

92%

Chain By:

e Molecule 5: The N-terminus of Flagellar L-ring protein

8%

Chain B4: —

8%

92%

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

Chain 4:

911D

€0TA

L6d

68V

L8A
98I

8.4

TN

194

791

LET

SEN

€ed

0921

L5cd

€5CI

0%ZN

8€CI

9€Ts
SETT

9z

ey

TICH

1021

¥6TL

¥8TI

08TY

SL1d

€LTH

T9TA

T9eT

Lged

€5eY

EVET

0ved

92€eT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

13%

66%

Chain 9:

TPIA

SETY

{4453}

911D

€0TA

L6d

68V

L8A
98I

8.4

TN

194

791

LET

SEN

€ed

144

B6.LTH

1.2

€92A

09zL

LSy
9s5¢s

€5CI
0¥%ZN

6€TH
8€CI

9€TSs
GETT

9z

ey

TICH

L0271

7611

¥8TI

0874

SL1d

€LTH

T9TA

8STN

T9eT

PAsioics

€9EV

TreEn
€VeT

oved

9zeT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

13%

66%

Chain AD:

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 52

TPIA

SETV

Y211

911D

€0TA

194

0
o
=

£ed

1144

6.LTH

LL2d

€9CA

092L

LSTH
9GCs

€621
0%ZN

6€cd
8€CI

9€TS
S€TT

9z

€eeyd

T2

L0271

¥6TL

¥8TI

08TYH

SL1d

€L13

T9TA

8STN

T9€I

L5€d

€SEY

ThEW
eveT

0%ed

9zeT
SCEL

111

te

-ring pro

. Flagellar P

e Molecule 6

21%

13%

66%

Chain Al

TvIA

SETV

7211

911D

€0TA

194

791

LET

GEN

€€ed

14

6.LTH

1.2

€9CA

09zL

LSy
95¢s

€5CI
0¥%ZN

6€TT
8€CI

9€TSs
SGETT

9zed

e€eey

TICH

L0271

78TI

0874

SL1d

€LTH

T9TA

8STN

T9e1

L59€d

ool 4

TPeER
€¥eT

oved

9zeT
GZEL

111

te

-ring pro

. Flagellar P

e Molecule 6

21%

13%

66%

Chain AN

TvIA

SETV

vC11

911D

€0TA

194

¥91

LET

SEN

€ed

144

6LTH

1.2

€9CA

092L

LScyd
95¢s

€5CI

0%ZN

8€CI

9€TS
SGETT

9zed

eeeyd

TICH

L0271

7611

78TI

0874

SL1d

€L7H

T9TA

8STN

T9EI

LS€9

€GEV

Yren
€%eT

oved

92eT
SCEL

11

te

-ring pro

. Flagellar P

e Molecule 6

21%

13%

66%

Chain AS

TPIA

SETV

Y211

911D

€0TA

0
o
=

€ed

1344

6.LTH

LL2D

€9CA

092L

LSTH
9GCs

€621
0%ZN

6€cd
8€CI

9€TS
S€TT

9zey

e€eeyd

T2

L0271

¥6TL

¥8TI

08TYH

SL1d

€L1d

T9TA

8STN

T9€1

LS€d

£GeV

Pren
€71

oved

92eT
SCEL

R LDWIDE
PROTEIN DATA BANK

w_ 0



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 53

e Molecule 6: Flagellar P-ring protein

21%

13%

66%

0
[}
IZI

Chain AX:

TVIA

SETV

Y11

911D

€0TA

144

6.LCW

112D

€9CA

0921

LS2d
958¢s

€9CI
0¥ZN
Goracy
8€CI

9€es
SeeT

9z

€Ty

TTICH

L0271

7811

08TY

SL1d

€L1d

T9TA

8STN

T9€1

Ao

€5EV

TPER
E€VET

oved

9zeT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

Chain Ac:

V1A

SETY

%211

911D

€0TA

194

0
o
=

144

6.LCIN

L.

€9CA

0921

LSTd
98¢s

€S8CI

0%ZN

8€CI

9€Ts
S€CT

9z

€Ty

TICH

L0271

¥8TI

08TH

SL1d

€L1d

T9TA

8STN

T9€1

pAsioxcs

€5eV

YYER
E€VET

oved

9zeT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

0
o
=

Chain Ah:

157478

SETV

Y211

911D

€0TA

194

1144

6.LTN

LL2d

€9CA

09z1

A4S
9G¢s

€821

0%ZN

8€CI

9€Ts
S€TT

9z

44§

TTICH

L0271

¥8TI

08TH

SL1d

€L1d

19TA

8STN

T9€1

Ao

€GEV

PreEn
€%eT

oved

92€e1
SCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

0
o
=

Chain Am:

T7IA

SETV

Y211

911D

€0TA

1144

6.LCN

LLTD

€9CA

0921

PASA S
9G2S

€621

0%ZN

8€CI

9€Ts
SeCT

9z

€ceyd

T2

L0271

¥8TI

08TYH

SL1d

€L1d

T9TA

8STN

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 54

T9€T

L5€d

€5ev

Tren
EVET

0ved

92eT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

13%

66%

Chain Ar:

TPIA

SETY

{4453}

911D

€0TA

L6d

68Y

L8A
98I

8.4

TN

194

791

LET

SEN

€€d

144

B6.LTH

112D

€9CA

09zl

pAstAc
95¢s

€5CI

0%ZN

8€CI

9€Ts
S§eTT

9z

£€eey

TICH

L0271

7811

0874

SLTd

€L7TH

T9TA

8STN

T9eT

PAsios

€5eV

Tren
EVET

oved

9zeT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

Chain Aw:

TvIA

SETV

Y11

911D

€0TA

194

w0
1)
IIE:II

€ed

144

6.LTW

112D

€9CA

0921

pAstAc
95¢s

€SCI

072N

8€CI

9€Ts
S€TT

9z

€cey

TTCH

L0271

¥8TI

0874

SL1d

€L1d

T9TA

8GN

T9e1

L5€d

€5eV

TPER
EVET

oved

9zeT
GCEL

e Molecule 6: Flagellar P-ring protein

21%

13%

66%

Chain A2:

TVIA

SETV

7C11

911D

€0TA

L6d

06
68V

L8A
98I

TN

194

791

9SL

LET

w
1)
II== II

£ed

42

141

6.LTH

112D

€9CA

09zL

A4

€5¢I

0%ZN

8€CI

9€TS
SETT

9zTy

eeey

TICH

021

7811

0874

SL1d

€73

T9TA

8STN

T9€1

L59€d

€5eV

€¥eT

oved

9zeT
GCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

67%

Chain AT:

TVIA

SETV

%211

911D

€0TA

L6d

68V

L8A
98I

8.4

TN

194

91

LET

SEN

£ed

144

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 55

6.LCN

112D

€9CA

0921

L5cd

€5¢I

0%ZN

8€CI

9€TS
SETT

9zeyd

€y

TIZH

1021

7811

08TYH

SL1d

€LTH

T9TA

8STN

T9€1

LS€d

€GEV

€71

oved

9C€eT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

Chain BB:

T7IA

GETY

YCT1

911D

€0TA

194

[}
0
IIE:II

€eY

144

6.LTH

k4]

€9CA

092L

L52d
95¢s

€5CI

0%ZN

8€CI

9€Ts
S€TT

9gey

€cey

TIZH

L0271

¥8TI

08TY

SL1d

€L1d

T9TA

8GN

T9EI

LS€9

foiio) 4

YreEW
€veT

0ved

9zeT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

Chain BG:

TVIA

SETY

%211

911D

€0TA

0
[}
II:Z II

144

6.LCW

112D

€9CA

0921

LS2d
958¢s

€S9CI

0%ZN

8€CI

9€es
SeeT

9z

€Ty

TICH

L0271

7811

08TY

SL1d

€L1d

T9TA

8GN

T9€1

Ao

€5eV

TYER
E€VET

oved

9zeT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

Chain BL:

TVIA

SETY

Y211

911D

€0TA

194

0
o
=

144

6.LCN

L.2d

€9CA

09z1L

LS2d
98¢s

€5CI

0%ZN

8€CI

9€Ts
S€CT

9z

€cey

TICH

L0271

811

08TH

SL1d

€L1d

T9TA

8STN

T9€I

LG€d

egey

a3
€vET

oved

92eT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

67%

Chain BQ:

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

0
o
=

Page 56

TPIA

SETV

Y211

911D

€0TA

194

£ed

1144

6.LTN

LL2D

€9CA

0921

PASA:S
9G2S

€821

8€CI

SeTT

9z

€eeyd

T2

L0271

¥8TI

08TYH

SL1d

€L13

T9TA

8STN

T9€I

LG€d

€GEV

PrER
E€%eT

oved

92eT
SCEL

11

te

-ring pro

: Flagellar P

e Molecule 6

21%

12%

67%

Chain BV

T7IA

SETV

YCT1

911D

€0TA

L6d

68V

L8A
98I

TN

194

%91

LET

SEN

£ed

1144

6.LTH

L.2D

€9CA

0921

PALA: S
9G2S

€SCI

8€CI

S€TT

9zey

€gey

TIZH

L0271

¥8TI

08TYH

SL1d

€L1d

T9TA

8GN

T9€I

L9€ed

foiiol 4

TheEW
€¥eT

oved

9zeT
GCEL

111

te

-ring pro

. Flagellar P

e Molecule 6

21%

12%

67%

Chain Ba

TvIA

SETV

iZ4%}

911D

€0TA

194

¥91

LET

SEN

€ed

144

6.LCW

112D

€92A

0921

AT
95¢s

€9CI

8€CI

SeeT

9z

€eeyd

TICH

L0271

78TI

0874

SL1d

€L7d

T9TA

8STN

T9€I

L5€d

€5EV

TPER
EVET

oved

9zeT
SCEL

111

te

-rimg pro

: Flagellar P

e Molecule 6

21%

11%

67%

Chain Bf

V1A

SETV

%211

911D

€0TA

L6d

68V

L8A
98I

TN

194

91

LET

SEN

£ed

144

6.LTN

LLTD

€92A

0921

PAsIA

€921

8€CI

SeeT

9z

€Ty

TTICH

L0271

7811

0874

SL1d

eL1d

T9TA

8STN

T9€I

LS€d

€3eY

£ve1

oved

92eT
SCEL

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 57

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

Chain Bk:

TVIA

SETV

Y11

911D

€0TA

0
[}
IZI

144

6.LCW

112D

€9CA

0921

LS2d
958¢s

€9CI

0%ZN

8€CI

9€es
SeeT

9z

€Ty

TTICH

L0271

7811

08TY

SL1d

€L1d

T9TA

8STN

T9€1

Ao

€5EV

TPER
E€VET

oved

9zeT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

Chain Bp:

911D

€0TA

0
0
=

6.LTN

LLTD

€9CA

0921

PASLA:S
9G2S

€SCI

0%ZN

8€CI

9€Ts
S€TT

9z

€y

T2

L0271

¥8TI

08TYH

SL1d

€L1d

T9€I

LS€4

foisiol 4

ThEW
eveT

0%ed

9zeT
GCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

w
)
IZI

Chain Bu:

911D

€0TA

194

£ed

ey

6.LCW

112D

€9CA

0921

PAsTAC
95¢s

€5CI

0%ZN

8€CI

9€Ts
S€TT

9z

€Ty

TICH

L0271

¥8TI

0874

SL1d

€L1d

€5eV

TPER
EVET

oved

9zeT
SCEL

e Molecule 6: Flagellar P-ring protein

21%

12%

66%

Chain Bz:

TVIA

SETV

Y11

911D

€0TA

0
o
IZI

144

6.LCW

112D

€9CA

0921

LS2d
95¢s

€5CI

0%ZN

8€CI

9€Cs
SeeT

9z

Pqacs

TICH

L0271

7811

0874

SL1d

€L1d

T9TA

8GN

D E

O

R L DWI
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 58

T9€T

L5€d

€5ev

Tren
EVET

0ved

92€eT
SCEL

111

te

-ring pro

. Flagellar P

e Molecule 6

21%

12%

66%

Chain B5:

TPIA

SETY

YCT1

911D

€0TA

194

791

LET

SEN

€€d

144

6.LTH

k4]

€9CA

092L

1524
95¢s

€5CI

0%ZN

8€CI

9€Ts
S€TT

9gey

€cey

TICH

1021

¥8TI

08TY

SLTd

eL1d

T9TA

8GN

T9eT

L5€d

€5eY

TheEn
EVET

oved

9zeT
SCeL

11

Flagella basal-body protei

e Molecule 7

—
7%

21%

w—
72%

Chain 5: -

¢

TLT
0L1

89K
191

91

63V

7SA

081

(44!

SEA

8CA
pacy

65TV

544

9€Td

€ECH

TeCL

8¢cd

9ZTA

88Ta

0LTL

99TS

1918

651D

LSTT

S9TY
FSTIN

CSTA

8¥1a

6ETH

L219D
9CTA

80TI

3

¥0TI
€01

L6¥
964

€64
z6s

vLEN

69€1
89ed

29EN
65ed

9S€T
SG€d

£5€d

TS€d
0G€X

8EES
LEEA

veed
€TeL
CCEH
Tzem
L1€%
80€Y
FOEN

COEA

LBCTA

Flagella basal-body protein

S6CA

6821

98CS

¥8cd

28cd
1821

8924

%92s

e Molecule 7

{41408

—
7%

20%

73%

Chain 0

>0 o o

L2 4

G8A

€8H
8N

LT

(42!

SEA

8CA
Lz4

€ECH

TecL

82¢2a

1448

geed

SO0

902A
S0CL

S6TI

881Q

0471

9918

1918

6STH

LSTT

SGTH
YSIN

CSTA
871
6ETH

21D
9TTA

0 80TI

01

i

%011
€0TH

164

0 964

€64
268

Flagella basal-body protein

e Molecule 7

—
7%

19%

74%

Chain AE: =

D E

O R

L DWI
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 59

SO0 o

€64
[433

S8A

€8H
28N

cLa
TLT

0.1
69d
89N
191
79I
65V
7SA
0871
{474
SEA

8CA
pracy

65TV

982l

1574

9gcd

E€ECH

TecL

8¢Ta

9zeTh

qacs

L& <

902A
S0CL

S6TI

8810

0LTL

9918

1918

6310

LSTT

SSTH
YSIN

2STA

871

6ETI

L8219
9CIA

80TI

3

70TI
€0TX

164
964

vLEN

69€1
89ed

29eN
65€Q
9G5€T
EGET
TSed
LEEA
veed
€CEL
TZeEM
L1eX
80€Y

TOEN

20EN

L6TA

Flagella basal-body prote

S62A

68CI

v8cd

1821

8923

79CS

(414

11

e Molecule 7

7%

21%

72%

Chain AJ

Ao 2 2

1,97

%91

65V

wSA

081

[47:!

SEA

8CA
pracy

S0TL

G6TI

881a

0LTL

9918

1918

63T

LSTT

SSTY
TSTIN

2cSTA
8¥1a
B6ETH

121D
9TTA

0 80TI

L01d

i

70TI
€0TX

0 964

S8A

69€1
89¢ed

29eN
65€Q

95€T
isiors

€9€4

T9ed
0S€A

LEEA

veed

€TEL

TCeEM

L1e3

80€Y

YOEN

20oEA

LBTA

S6CTA

68CI

98CS

astacs

[4stace
1821

8924

¥92s

z9cn

63eV

95TL

TvcH

9€Td

€ECH

L

e Molecule 7

vLEN

in

Flagella basal-body prote

7%

20%

73%

Chain AO

TLT

{444

SEA

8CA
pacy

S0TL

S6TI

881d

0LTL

9918

1918

6STD

LSTT
9STh
SGTH
HSIN

CSTA
8¥1d
6ETH

21D
9CTA

0 80T

L0Ta

v0TI
€0TA

663

0 164

964

€64
{43

vLEN

69€1
89¢ed

C9EN

639ed

95€T

£9€d

Ts€ed

LEEA

veed

€CEL

T2EM

LTEN

80¢Y

YOEW

CO0EA

LBTA

S62ZA

68CI

98CS

782

Flagella basal-body prote

[4:14ck
18271

89¢d

%928

e Molecule 7

{448
65TV

1574

11

7%

20%

—
73%

Chain AT

o & o

.2 4

cLd
TLT

0L1
69d
89K
197
228
63V
7SA
081

cvd

SEA

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 60

9gcd

EECH

TeeL

8¢Ta

9zgTA

A

> o

902A
S02L

S6TI

881Q

0LTL

9918

1918

651D

LSTT
9510
GSTY
YSIN

TSTA
8¥1a
B6ETN

pran]
9CTA

0 80TI

70TI
€0TX

Led

0 964

€64
268

vLEN

69€1
89€b

T9EN

65€d

9G€T

€5€d

Tsed

LEEN

veed

€TEL

Teemn

L1€%

80€Y

TOEN

20en

L6TA

Flagella basal-body prote

S62A

6821

¥8ca

1821

892

v9¢s

(414

65TV

9521

1374

11

e Molecule 7

7%

20%

73%

Chain AY

S 0o <

S8A

€8H
28N

[kc
TLT

69d

89N

L9T

Y9I

65V

YSA

081

{44

SEA

8CA
Lca

(4740

652V

574

9€Td

€ECH

TeCL

8¢cd

9gTA

€cea

o

90ZA
S0zl

S6TI

88Ta

0LTL

99718

1918

6510

LST1

SSTH
TSTIN

CSTA
8¥1a
6ETH

21D

0 80TI

L0Ta

i

0 164

vLEN

69€T
89¢ed

C9EN
65€d

9G€T
SG€d

€5€4

T6€d
0GEX

8€ES
LEEA

veey
€TEL
[445:1
TZeM
LTEN
80€Y

FOEN

COEA

LBTA

Flagella basal-body prote

S6CA

6821

¥8ca

1821

69CKH
8923

vozs

11

e Molecule 7

7%

20%

—
73%

Chain Ad

SEA

S0zl

S6TI

88TQ

OLTL

9918

1918

631D

LSTT

SSTH
FSTIN

CSTA
8¥1a
6ETH

L21D

0 80TI

0T

i

¥0TI
€0TH

164

0 964

€64
268

vLEN

69€1
89€d

C9EN

6S€Q

9S€T

€98

15€d

8EES
LEEN

veen
€CeL
CCEH
TZEM
L1€N
80€Y
YOEW

CTOEA

LBTA

Flagella basal-body prote

S6TA

68CI

¥8ca

1821

69CH
8924

%9¢s

{474

65TV

9821

1544

9€cTd

11

e Molecule 7

7%

20%

—
73%

i

Chain A

€64
[433

S8A

€8H
28N

S 0o o

(448

65TV

9821l

15744

9€Td

€ECH

TeecL

822d

9TTA

€T

L 2 2

631D

LST1

SSTH
YSIN

2STA

8¥1a

6ETH

421D

80TI

3

0TI
€0TH

0 164

964

VLEN

69€1
89gd

T9EN
65€Q

9G€T
eisiors

€5€d

TSed
0S€A

8EES
LEEA

veed
€CeL
TTEH
TZeEM
L1eX
80€Y
YOEN

20EN

L6TA

S62A

6821

v8cd

1821

69T
8924

79CS

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 61

11

Flagella basal-body protei

e Molecule 7

7%

21%

72%

Chain An

Lt

SEA

9€24d

EECH

902A
S02L

S6TI

88T1a

0LTL

9918

1918

6STD

LSTT

GSTY
YSIN

TSTA

8¥1a

B6ETN

121D

80TI

€0TA

TLEN

69€1
89€D

C9EN

6G€d

99€T
SGed

£9€d

T9ed
0S€X

8EES
LEEA

veed
€TEL
CCEH
TCEM
L1exd
80€Y

YOEW

COEA

L6TA

Flagella basal-body prote

S6CZA

6821

jactact

1821

69N
892

%9¢s

(474,

652V

952l

1574

1mn

e Molecule 7

7%

20%

73%

Chain As

TLT

SEA

8CA
pacy

1574

9gTd

E€ECH

TeecL

8¢zd

92CA

902A
S0zl

S6TI

881Q

OLTL

9918

1918

631D

LSTT

SGTH
HSIN

CSTA
81
6ET

L21D

0 80TI

L01d

i

¥0TI
€01

0 164

964

€64
z6s

vLEN

69€1
89¢ed

29EN

639ed

9S€T
SG€d

£5€d

Ts€d
0G€X

8EES
LEEA

veed
€CEL
CCEH
Tzem
L1€3
80€Yd

FOEN

COEA

LBTA

Flagella basal-body prote

S62ZA

68C1

¥8ca

1821

8924

%928

(4408

65TV

9621

11

e Molecule 7

7%

20%

—
73%

Chain Ax

>

197

SEA

9€cd

E€ECH

90CA
S0CL

S6TI

881Q

0L7L

9918

1918

6STH

LSTT

SGTH
YSIN

CSTA

8¥1a

6ETH

21D

80TI
1,01

%011
€0TH

964

v.LEN

69€1
89€d

C9EN

6SEQ

9G€T
feieorcs

€58

Tsed
0S€X

8EES
LEEN

veey
€CEL
CCEH
TZEM
L1€%
80€Y
YOEN

20eN

LBTA

Flagella basal-body prote

S62A

68CI

v8ca

1821

8924

¥92s

(448

65TV

9821l

1544

11

e Molecule 7

7%

20%

73%

Chain A3

0o o

S8A

€8H
28N

cLa
L1

0LT
69d
89K
191
79I
65V
vSA
081

[47!

SEA

8CZA
Led

R LDWIDE

w_ 0

PROTEIN DATA BANK



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 62

9521

1574

9gcd

E€ECH

TecL

82¢2a

9T

{qac

h & 4

902A
S02L

G6TI

881d

0LTL

9918

1918

6ST0

LSTT

SSTY
YSIN

¢STA

871

6ETW

121D

80TI

3

v0TI
€0TX

0 164

964

€64
[433

vLEN

69€1
89€b

T9EN

65€d

9G€T
eistors

€5€d

Tsed
0S€X

8EES
LEEN

veed
€eelL
TTEH
Teemn
L1€%
80€Y

TOEN

20eN

L6TA

Flagella basal-body prote

S62A

6821

v8cd

1821

8924

79Cs

(4143

65TV

11

e Molecule 7

7%
e & o

21%

& 4

72%

Chain A8

cLa
TLT

0L1
69d
89
19T
91
63V
YSA
081

{4

SEA

9€Td

EECH

TeeL

8gcd

92TA
STy

€cea

>

902A
S0TL

S6TI

88Ta

0LTL

99718

1918

6STD

LSTT

SGTH
YSIN

CSTA
8¥1a
6ETH

121D

0 80T

L01d

i

¥0TI
€0TA

L6y

0 964

€64
268

YLEN

69€1
89¢D

C9EN

65€d

9G€T
SGed

€9€d

T9ed
0S€X

8EES
LEEA

veed
€TeL
CCEH
TCEM
LTEN
80€Y

YOEW

COoEA

LBTA

S62ZA

6821

98CS

82

[4:14c)
1821

89¢d

%9¢s

c9Th

65TV

9821

1574

1m

Flagella basal-body protei

e Molecule 7

7%

20%

73%

Chain BC

S 0o o

S8A

€8H
8N

[k
TLT

0L1
69d
89
191
Y9I
63V
YSA
09T

e

SEA

8CA
L3

T¥cH

9gTd

E€ECH

TecL

822a

92N
STy

€eea

b & 4

902A
S0zl

88Ta

0LTL

9918

1918

651D

LSTT

SSTH
HSTIN

CSTA
8%1a
6ETH

1219

0 80T

L01d

i

¥0TI

vLEN

69€1
89¢ed

29EN
639ed
9G€T
£5€d
TS5€d
LEEA
veed
€CEL
TCEM
L1€%
80€Y

FOEN

COEA

LBTA

S62ZA

6821

98CS

j34cs

Flagella basal-body prote

[4:14ck
18C1

8924

¥9zs

652V

9621

11

e Molecule 7

7%

19%

74%

Chain BH

L 2 2

SEA

9€CTd

E€ECH

TecL

8¢2d

9zeA

1918

O

R LDWIDE
PROTEIN DATA BANK

631D

LSTT

SGTH
FSTIN

CSTA

8%1a

6ETH

L21D

80TI

3

%011
€01

6634

164
964

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 63

vLEN

69€1
89¢b

29EN

639ed

99€T

€5€d

16€d

LEEA

veed

€TEL

TCEM

LTEN

80€Y

FOEN

COEA

LBTA

Flagella basal-body prote

S62ZA

6821

¥8ca

1821

89¢d

¥9¢s

(448

652V

9621

1574

11

e Molecule 7

7%

20%

73%

Chain BM

a2 2 4

S8A

€8H
8N

[k
TLT

0L1
69d
89N
197
79I
63V
YSA
09T

(4!

SEA

8CA
pRacy

1574

9€Td

E€ECH

TecL

8¢2d

92CA

geed

L& 4

90TA
S0TL

S6TI

881a

0LTL

991S

1918

6STH

LSTT

SGTH
TSN

CSTA

8¥1a

6ETH

21D
9CTA

80TI

3

¥0TI
€0TH

663

0 164

964

€64
z6s

vLeEN

69€T
89¢gb

CT9EN
65€a
9G€T
£5€d
TS€d
LEEA
veed
E€CTEL
Tzem
L1€3
80€Y

FOEN

(408

LBTA

Flagella basal-body prote

S6CA

68C1

¥8ca

1821

8924

7928

(4148

65TV

9621

11

e Molecule 7

7%

21%

>

72%

Chain BR

TLT

SEA

€ECTH

902A
S0cL

S6TI

881Q

0L7L

991s

1918

6STH

LSTT

SGTH
YSIN

TSTA

8¥1a

6ETH

121D
9CTIA

80TI
01

v0TI
€0TY

164
964

€64
26S

v.LEN

69€1
89ed

2T9EN
6SEQ

9G€T
eisorcs

£G€d

Ts9ed
0S€X

LEEN

veey

€TEL

TZEM

L1EX

80€Y

YOEW

20EA

LBTA

S6TA

68CI

98CS

astecs

[4stacy
1821

89¢d

v92s

T9Th

65TV

98TL

1544

9€Td

11

Flagella basal-body protei

e Molecule 7

7%

19%

74%

Chain BW

964

79CS

{414,

65TV

1574

9gcd

€ECH

TecL

8¢Ca

9zTA

902A
S0CL

S6TI

831a

0LTL

9918

1918

6STH

LSTT

SSTH
YSIN

2STA

871

6ETI

121D
9CTIA

80TI

7071
€0TX

164

vLEN

69€T
89ed

29eN
65€Q

9G€T
eisioxs

€5€d

Tsed
0S€X

LEEA

veed

€CeL

TCEM

L1eX

80€Y

YOEN

20EN

LBTA

S62A

68CI

¥8ca

1821

892d

11

Flagella basal-body protei

e Molecule 7

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 64

7%

19%

74%

Chain Bb

S8A

€8H
8N

[k
TLT
0.1
69d

o & o

197

65V

7SA

081

{444

SEA

E€ECH
TeecL

8¢zd

92CA

€eed

>

1918

6STH

LSTT

SGTH
TSN

CSTA

8¥%1a

6ETH

L219D
9CTA

80TI

3

Y011
€0TH

L64

0 964

€64
268

¢

vLEN

69€1
89¢ed

C9EN

639ed

98€T

€94

Tsed

LEEN

veed

€CEL

T2EM

LIEN

80¢Y

YOEW

COoEA

LBTA

Flagella basal-body prote

S6TA

68CI

¥8ca

1821

69CH
89¢d

%9¢s

{474

65TV

96821

1574

9€cTd

11

e Molecule 7

7%

22%

71%

S8A

€8H

191

91

63V

YSA

081

(4!

SEA

8CA
pacy

9821

544

9€Cd

€ECH

TECL

822a

9ZTA

902ZA
S0zTL

S6TI

881a

0LTL

99TS

T9TS

651D

LST1

SSTH
FSTIN

CSTA
8¥1a
6ETH

219D
9CTA

0 80TI

0 164

964

vLEN

69€1
89¢ed

C9EN

639ed

9G€T
feiegors

€£9€d

TS€d
0S€X

8EES
LEEA

veed
€CEL
CCEH
TCEM
LT3
80€Y

FOEN

COEA

LBTA

S6CA

6821

98CS

¥8cH

Flagella basal-body prote

[4:14ck
18271

69T
8923

¥92s

(41408

652V

11

e Molecule 7

7%

S 0o o

21%

o

w—
72%

Chain Bl

cLd
TLT

0L1
69d
89
197
228
63Y
7SA
081

cvd

SEA

T€cL

8¢Cd

92CA
STTH

geed

a2

902
S0cCL

S6TI

8810

0 80TI

01

¥0TI
€0TH

164

0 964

€64
26S

V.LEN

69€1
89¢ed

CT9EN
6S€Q

9G€T
SGET

£9€d

acicxcs
0S€X

8EES
LEEA

veey
€CeL
CCEH
TZEM
L1EX
80€Y

Y0EW

20oEA

LBTA

S6TA

68CI

¥8ca

1821

69CH
892d

%9¢s

{474,

652y

9GTL

1544

9€cTd

€ECH

1

11

Flagella basal-body protei

e Molecule 7

7%

21%

72%

Chain Bq

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 65

S8A

€8H
8N

S 0o o

cLa
TLT

69d

89K

191

79I

63V

7SA

081

{4

SEA

8CZA

9821

1574

9gcd

E€ECH

TecL

8¢Ta

9zTA
STTH

qacs

L& <

902A
S02L

S6TI

881a

0 80TI

0TI
€01

.. L6y

964

vLEN

69€1
89€b

C9EN

65€d

98€T
feisforcs

£3ed

Tsed
0S€X

8€EES
LEEN

veey
€TEL
CTEH
TZEM
L1
80€Y

YOEN

coen

L6TA

S62A

68C1

9828

¥8¢d

Flagella basal-body prote

z8cd
18¢1

8923

79CS

e Molecule 7

(414

65TV

11

7%

20%

73%

Chain Bv

S8A

€8H

1574

9€cd

902A
S02L

S6TI

881Q

0LTL

9918

1918

6STD

LSTT

SSTY
YSIN

2STA
8¥1a
B6ETN

121D

0 80TI

L01d

i

70TI
€0TX

Led

0 964

€64

[
<)
0

T.LEN

69€1
89€b

C9EN

65€d

9G€T
feisiorcs

£9€d

T9ed
0SeXx

8EES
LEEN

veed
€Tel
CTEH
TCEM
L1€ex
80€Y
YOEW

20en

L6TA

S6TA

6821

98CS

¥82H

Flagella basal-body prote

[4:t4cy
1821

89¢d

79¢s

e Molecule 7

(414
65TV

9521

11

7%

19%
SO0 &

74%

Chain B1

i

268

06A

S8A

€8H
8N

cLa

0L1
69d

L97T

63V

YSA

081

e

9682l

Ty

9gTd

E€ECH

TecL

822a

92N
STy

P{aace

& 4

902A
(AN

S6TI

881d

0LTL

9918

1918

651D

LSTT

SSGTH
HSIN

ZSTA

8¥%1d

6ETI

4219

80TI
L0Td

i

7071
€0TA

L64

vLEN

69€T
89¢eb

29EN
639€d

9G€T
SG€d

€5€d

T6€d
0G€X

8EES
LEEA

veed
€eeL
CCEH
Tzen
L1EY
80€Y
FOEN

COEA

LBTA

Flagella basal-body prote

S6CA

6821

v8cd

18C1

8923

¥92s

(41408

652V

11

e Molecule 7

7%

21%

72%

Chain B6

o & o

A2 2

[k
TLT

041
69d
89
197
79I
65V
7SA
081

{44

SEA

9€Td

E€ECH

TecL

8¢Td

9ZCA
e

oraac

a4

90TA
S0TL

881a

0LTL

9918

1918

W

6STH

LSTT

SGTH
YIIN

CSTA
8¥1a
6ETH

21D

0 80TI

0T

i

¥0TI
€0TH

0 964

R LDWIDE

O

PROTEIN DATA BANK



EMD-39776, 8Z5N

Full wwPDB EM Validation Report

Page 66

YLEN

69€1
89¢ed

C9EN

6G€d

9G€T
SG€d

€98

T9ed
0S€X

8EES
LEEA

veed
€TeL
CCEH
TCEM
LTEN
80€Y

YOEW

COEA

LBTA

S6CTA

6821

98CS

actacy

28cd
1821

8923

%9¢s

(474,
65TV
95821

1544

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 67

Full wwPDB EM Validation Report

EMD-39776, 8Z5N

4 Experimental information (i)

Property Value Source

EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C13 Depositor
Number of particles used 45233 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION

Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 50 Depositor
Minimum defocus (nm) 1200 Depositor
Maximum defocus (nm) 1800 Depositor
Magnification 105000 Depositor
Image detector FEI FALCON 1V (4k x 4k) Depositor
Maximum map value 3.861 Depositor
Minimum map value -2.661 Depositor
Average map value 0.000 Depositor
Map value standard deviation 0.120 Depositor
Recommended contour level 0.34 Depositor
Map size (A) 744.0, 744.0, 744.0 wwPDB

Map dimensions 620, 620, 620 wwPDB

Map angles (°) 90.0, 90.0, 90.0 wwPDB

Pixel spacing (A) 1.2,1.2,1.2 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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

angles).

. Bond lengths Bond angles
Mol | Chain | pyia7 17 55 | RMSZ #|Z| >5
1 A 0.23 0/2230 0.35 0/3009
1 B 0.22 0/2237 0.35 0/3019
1 E 0.23 0/2230 0.35 0/3009
1 F 0.22 0/2237 0.35 0/3019
1 I 0.23 0/2230 0.35 0/3009
1 J 0.22 0/2237 0.35 0/3019
1 M 0.23 0/2230 0.35 0/3009
1 N 0.22 0/2237 0.35 0/3019
1 Q 0.23 0/2230 0.35 0/3009
1 R 0.22 0/2237 0.35 0/3019
1 U 0.23 0/2230 0.35 0/3009
1 \Y 0.22 0/2237 0.35 0/3019
1 Y 0.23 0/2230 0.35 0/3009
1 Z 0.22 0/2237 0.35 0/3019
1 c 0.23 0/2230 0.35 0/3009
1 d 0.22 0/2237 0.35 0/3019
1 g 0.23 0/2230 0.35 0/3009
1 h 0.22 0/2237 0.35 0/3019
1 k 0.23 0/2230 0.35 0/3009
1 1 0.22 0/2237 0.35 0/3019
1 0 0.23 0/2230 0.35 0/3009
1 p 0.22 0/2237 0.36 0/3019
1 S 0.23 0/2230 0.35 0/3009
1 t 0.22 0/2237 0.35 0/3019
1 W 0.23 0/2230 0.35 0/3009
1 X 0.22 0/2237 0.35 0/3019
2 C 0.15 0/1499 0.39 0/2029
2 D 0.17 0/1499 0.38 0/2029
2 G 0.15 0/1499 0.39 0/2029
2 H 0.17 0/1499 0.38 0/2029
2 K 0.15 0/1499 0.39 0/2029
2 L 0.17 0/1499 0.38 0/2029
2 O 0.15 0/1499 0.39 0/2029
2 P 0.17 0/1499 0.38 0/2029

EMD-39776, 8Z5N



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry

Page 69 Full wwPDB EM Validation Report EMD-39776, 825N
. Bond lengths Bond angles
Mol | Chain | pyia7 17 55 | RMSZ 4| Z| >5
2 S 0.15 0/1499 0.39 0/2029
2 T 0.17 0/1499 0.38 0/2029
2 W 0.15 0/1499 0.39 0/2029
2 X 0.17 0/1499 0.38 0/2029
2 a 0.15 0/1499 0.39 0/2029
2 b 0.17 0/1499 0.38 0/2029
2 e 0.15 0/1499 0.39 0/2029
2 f 0.17 0/1499 0.38 0/2029
2 i 0.15 0/1499 0.39 0/2029
2 j 0.17 0/1499 0.38 0/2029
2 m 0.15 0/1499 0.39 0/2029
2 n 0.17 0/1499 0.38 0/2029
2 q 0.15 0/1499 0.39 0/2029
2 r 0.17 0/1499 0.38 0/2029
2 u 0.15 0/1499 0.39 0/2029
2 v 0.17 0/1499 0.38 0/2029
2 y 0.15 0/1499 0.39 0/2029
2 z 0.17 0/1499 0.38 0/2029
3 1 0.18 0/1706 0.29 0/2315
3 6 0.18 0/1706 0.29 0/2315
3 A4 0.18 0/1706 0.29 0/2315
3 A9 0.18 0/1706 0.29 0/2315
3 AA 0.18 0/1706 0.29 0/2315
3 AF 0.18 0/1706 0.29 0/2315
3 AK 0.18 0/1706 0.29 0/2315
3 AP 0.18 0/1706 0.29 0/2315
3 AU 0.18 0/1706 0.29 0/2315
3 AZ 0.18 0/1706 0.29 0/2315
3 Ae 0.18 0/1706 0.29 0/2315
3 Aj 0.18 0/1706 0.29 0/2315
3 Ao 0.18 0/1706 0.29 0/2315
3 At 0.18 0/1706 0.29 0/2315
3 Ay 0.18 0/1706 0.29 0/2315
3 B2 0.18 0/1706 0.29 0/2315
3 BD 0.18 0/1706 0.29 0/2315
3 BI 0.18 0/1706 0.29 0/2315
3 BN 0.18 0/1706 0.29 0/2315
3 BS 0.18 0/1706 0.29 0/2315
3 BX 0.18 0/1706 0.29 0/2315
3 Bce 0.18 0/1706 0.29 0/2315
3 Bh 0.18 0/1706 0.29 0/2315
3 Bm 0.18 0/1706 0.29 0/2315
3 Br 0.18 0/1706 0.29 0/2315
$roe
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. Bond lengths Bond angles
Mol | Chain | pyia7 17 55 | RMSZ 4| Z| >5

3 Bw 0.18 0/1706 0.29 0/2315

4 2 0.23 0/98 0.39 0/129

4 7 0.23 0/98 0.39 0/129

4 A0 0.23 0/98 0.39 0/129

4 A5 0.23 0/98 0.39 0/129

4 AB 0.23 0/98 0.39 0/129

4 AG 0.23 0/98 0.38 0/129

4 AL 0.23 0/98 0.38 0/129

4 AQ 0.23 0/98 0.39 0/129

4 AV 0.23 0/98 0.39 0/129

4 Aa 0.23 0/98 0.39 0/129

4 Af 0.23 0/98 0.39 0/129

4 Ak 0.23 0/98 0.38 0/129

4 Ap 0.23 0/98 0.38 0/129

4 Au 0.23 0/98 0.39 0/129

4 Az 0.23 0/98 0.39 0/129

4 B3 0.23 0/98 0.39 0/129

4 BE 0.23 0/98 0.39 0/129

4 BJ 0.23 0/98 0.38 0/129

4 BO 0.23 0/98 0.38 0/129

4 BT 0.23 0/98 0.39 0/129

4 BY 0.23 0/98 0.39 0/129

4 Bd 0.23 0/98 0.39 0/129

4 Bi 0.23 0/98 0.39 0/129

4 Bn 0.23 0/98 0.38 0/129

4 Bs 0.23 0/98 0.38 0/129

4 Bx 0.23 0/98 0.39 0/129

5 3 0.34 0/64 0.99 1/88 (1.1%)

5 8 0.34 0/64 0.99 1/88 (1.1%)

5 Al 0.35 0/64 0.99 1/88 (1.1%)

5 A6 0.34 0/64 0.99 1/88 (1.1%)

bt AC 0.34 0/64 0.99 1/88 (1.1%)

5 AH 0.34 0/64 0.99 1/88 (1.1%)

5 AM 0.34 0/64 0.99 1/88 (1.1%)

5 AR 0.34 0/64 0.99 1/88 (1.1%)

5 AW 0.34 0/64 0.98 1/88 (1.1%)

5 Ab 0.34 0/64 0.99 1/88 (1.1%)

5 Ag 0.34 0/64 0.99 1/88 (1.1%)

5 Al 0.34 0/64 0.99 1/88 (1.1%)

5 Aq 0.34 0/64 0.99 1/88 (1.1%)

5 Av 0.34 0/64 0.98 1/88 (1.1%)

5 B4 0.35 0/64 0.99 1/88 (1.1%)

5 BA 0.34 0/64 0.99 1/88 (1.1%)

$roe
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. Bond lengths Bond angles
Mol | Chain | pyia7 17 55 | RMSZ 4| Z| >5
5 BF 0.34 0/64 0.99 1/88 (1.1%)
5 BK 0.34 0/64 0.99 1/88 (1.1%)
5 BP 0.34 0/64 0.99 1/88 (1.1%)
5 BU 0.34 0/64 0.99 1/88 (1.1%)
bt BZ 0.34 0/64 0.98 1/88 (1.1%)
5 Be 0.34 0/64 0.99 1/88 (1.1%)
5 Bj 0.34 0/64 0.99 1/88 (1.1%)
5 Bo 0.34 0/64 0.99 1/88 (1.1%)
5 Bt 0.34 0/64 0.99 1/88 (1.1%)
5 By 0.34 0/64 0.98 1/88 (1.1%)
6 4 0.18 0/2131 0.27 0/2894
6 9 0.18 0/2131 0.27 0/2894
6 A2 0.18 0/2131 0.27 0/2894
6 AT 0.18 0/2131 0.27 0/2894
6 AD 0.18 0/2131 0.27 0/2894
6 Al 0.18 0/2131 0.27 0/2894
6 AN 0.18 0/2131 0.27 0/2894
6 AS 0.18 0/2131 0.27 0/2894
6 AX 0.18 0/2131 0.27 0/2894
6 Ac 0.18 0/2131 0.27 0/2894
6 Ah 0.18 0/2131 0.27 0/2894
6 Am 0.18 0/2131 0.27 0/2894
6 Ar 0.18 0/2131 0.27 0/2894
6 Aw 0.18 0/2131 0.27 0/2894
6 B5 0.18 0/2131 0.27 0/2894
6 BB 0.18 0/2131 0.27 0/2894
6 BG 0.18 0/2131 0.27 0/2894
6 BL 0.18 0/2131 0.27 0/2894
6 BQ 0.18 0/2131 0.27 0/2894
6 BV 0.18 0/2131 0.27 0/2894
6 Ba 0.18 0/2131 0.27 0/2894
6 Bf 0.18 0/2131 0.27 0/2894
6 Bk 0.18 0/2131 0.27 0/2894
6 Bp 0.18 0/2131 0.27 0/2894
6 Bu 0.18 0/2131 0.27 0/2894
6 Bz 0.18 0/2131 0.27 0/2894
7 0 0.18 0/2818 0.28 0/3814
7 5 0.17 0/2818 0.28 0/3814
7 A3 0.18 0/2818 0.28 0/3814
7 A8 0.17 0/2818 0.28 0/3814
7 AE 0.17 0/2818 0.28 0/3814
7 AlJ 0.17 0/2818 0.28 0/3814
7 AO 0.18 0/2818 0.28 0/3814
$roe
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. Bond lengths Bond angles
Mol | Chain | pyia7 17 55 | RMSZ 4| Z| >5
7 AT 0.18 0/2818 0.28 0/3814
7 AY 0.18 0/2818 0.28 0/3814
7 Ad 0.17 0/2818 0.28 0/3814
7 Ai 0.18 0/2818 0.28 0/3814
7 An 0.18 0/2818 0.28 0/3814
7 As 0.18 0/2818 0.28 0/3814
7 Ax 0.17 0/2818 0.28 0/3814
7 B1 0.17 0/2818 0.28 0/3814
7 B6 0.18 0/2818 0.28 0/3814
7 BC 0.18 0/2818 0.28 0/3814
7 BH 0.17 0/2818 0.28 0/3814
7 BM 0.17 0/2818 0.28 0/3814
7 BR 0.18 0/2818 0.28 0/3814
7 BW 0.18 0/2818 0.28 0/3814
7 Bb 0.18 0/2818 0.28 0/3814
7 Bg 0.17 0/2818 0.28 0/3814
7 Bl 0.18 0/2818 0.28 0/3814
7 Bq 0.18 0/2818 0.28 0/3814
7 Bv 0.18 0/2818 0.28 0/3814
All All 0.19 | 0/274287 | 0.32 | 26/371358 (0.0%)

There are no bond length outliers.

All (26) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(°)
5 AM 6 PRO | N-CA-CB | 7.71 110.17 103.31
) BP 6 PRO | N-CA-CB | 7.71 110.17 103.31
) Al 6 PRO | N-CA-CB | 7.69 110.16 103.31
5 B4 6 PRO | N-CA-CB | 7.69 110.16 103.31
) Ag 6 PRO | N-CA-CB | 7.69 110.15 103.31
) Bj 6 PRO | N-CA-CB | 7.69 110.15 103.31
) AC 6 PRO | N-CA-CB | 7.68 110.14 103.31
5 BF 6 PRO | N-CA-CB | 7.68 110.14 103.31
) Al 6 PRO | N-CA-CB | 7.67 110.14 103.31
5 Bo 6 PRO | N-CA-CB | 7.67 110.14 103.31
) AR 6 PRO | N-CA-CB | 7.67 110.14 103.31
) BU 6 PRO | N-CA-CB | 7.67 110.14 103.31
) Aq 6 PRO | N-CA-CB | 7.66 110.13 103.31
5 Bt 6 PRO | N-CA-CB | 7.66 110.13 103.31
) 8 6 PRO | N-CA-CB | 7.66 110.12 103.31
) BA 6 PRO | N-CA-CB | 7.66 110.12 103.31
5 3 6 PRO | N-CA-CB | 7.65 110.12 103.31

Continued on next page...
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Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
5 A6 6 PRO | N-CA-CB | 7.65 110.12 103.31
5 AW 6 PRO | N-CA-CB | 7.63 110.10 103.31
5 BZ 6 PRO | N-CA-CB | 7.63 110.10 103.31
) AH 6 PRO | N-CA-CB | 7.62 110.09 103.31
) BK 6 PRO | N-CA-CB | 7.62 110.09 103.31
) Ab 6 PRO | N-CA-CB | 7.62 110.09 103.31
5 Be 6 PRO | N-CA-CB | 7.62 110.09 103.31
5 Av 6 PRO | N-CA-CB | 7.61 110.08 103.31
5 By 6 PRO | N-CA-CB | 7.61 110.08 103.31

There are no chirality outliers.

There are no planarity outliers.

5.2 Too-close contacts (i)

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 2183 0 2154 33 0
1 B 2190 0 2163 47 0
1 E 2183 0 2154 34 0
1 F 2190 0 2163 46 0
1 I 2183 0 2154 32 0
1 J 2190 0 2163 44 0
1 M 2183 0 2154 32 0
1 N 2190 0 2163 47 0
1 Q 2183 0 2154 34 0
1 R 2190 0 2163 47 0
1 U 2183 0 2154 34 0
1 \% 2190 0 2163 47 0
1 Y 2183 0 2154 33 0
1 Z 2190 0 2163 46 0
1 c 2183 0 2154 33 0
1 d 2190 0 2163 46 0
1 g 2183 0 2154 32 0
1 h 2190 0 2163 47 0
1 k 2183 0 2154 33 0
1 1 2190 0 2163 48 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 0 2183 0 2154 33 0
1 D 2190 0 9163 a7 0
1 s 2183 0 2154 35 0
1 t 2190 0 2163 48 0
1 w 2183 0 2154 35 0
1 X 2190 0 2163 46 0
2 C 1471 0 1457 27 0
2 D 1471 0 1457 26 0
2 G 1471 0 1457 28 0
2 H 1471 0 1457 27 0
2 K 1471 0 1457 26 0
2 L 1471 0 1457 27 0
2 O 1471 0 1457 29 0
2 P 1471 0 1457 26 0
2 S 1471 0 1457 29 0
2 T 1471 0 1457 27 0
2 W 1471 0 1457 28 0
2 X 1471 0 1457 28 0
2 a 1471 0 1457 28 0
2 b 1471 0 1457 27 0
2 e 1471 0 1457 28 0
2 f 1471 0 1457 26 0
2 1 1471 0 1457 29 0
2 ] 1471 0 1457 26 0
2 m 1471 0 1457 28 0
2 n 1471 0 1457 27 0
2 q 1471 0 1457 26 0
2 r 1471 0 1457 29 0
2 u 1471 0 1457 27 0
2 % 1471 0 1457 27 0
2 y 1471 0 1457 26 0
2 Z 1471 0 1457 28 0
3 1 1678 0 1612 64 0
3 6 1678 0 1612 64 0
3 A4 1678 0 1612 67 0
3 A9 1678 0 1612 65 0
3 AA 1678 0 1612 65 0
3 AF 1678 0 1612 67 0
3 AK 1678 0 1612 65 0
3 AP 1678 0 1612 66 0
3 AU 1678 0 1612 67 0
3 AZ 1678 0 1612 66 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
3 Ae 1678 0 1612 65 0
3 Aj 1678 0 1612 68 0
3 Ao 1678 0 1612 67 0
3 At 1678 0 1612 65 0
3 Ay 1678 0 1612 65 0
3 B2 1678 0 1612 64 0
3 BD 1678 0 1612 65 0
3 BI 1678 0 1612 64 0
3 BN 1678 0 1612 66 0
3 BS 1678 0 1612 67 0
3 BX 1678 0 1612 66 0
3 Be 1678 0 1612 63 0
3 Bh 1678 0 1612 63 0
3 Bm 1678 0 1612 64 0
3 Br 1678 0 1612 65 0
3 Bw 1678 0 1612 64 0
4 2 97 0 98 6 0
4 7 97 0 98 6 0
4 A0 97 0 98 6 0
4 A5 97 0 98 6 0
4 AB 97 0 98 6 0
4 AG 97 0 98 6 0
4 AL 97 0 98 6 0
4 AQ 97 0 98 6 0
4 AV 97 0 98 6 0
4 Aa 97 0 98 6 0
4 Af 97 0 98 6 0
4 Ak 97 0 98 6 0
4 Ap 97 0 98 6 0
4 Au 97 0 98 6 0
4 Az 97 0 98 6 0
4 B3 97 0 98 6 0
4 BE 97 0 98 6 0
4 BJ 97 0 98 6 0
4 BO 97 0 98 6 0
4 BT 97 0 98 6 0
4 BY 97 0 98 6 0
4 Bd 97 0 98 6 0
4 Bi 97 0 98 6 0
4 Bn 97 0 98 6 0
4 Bs 97 0 98 6 0
4 Bx 97 0 98 6 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
5 3 65 0 30 5 0
5 8 65 0 30 5 0
5 Al 65 0 30 5 0
) A6 65 0 30 5 0
) AC 65 0 30 5 0
) AH 65 0 30 5 0
5 AM 65 0 30 5 0
5 AR 65 0 30 5 0
5 AW 65 0 30 5 0
) Ab 65 0 30 5 0
) Ag 65 0 30 5 0
b} Al 65 0 30 5 0
5 Aq 65 0 30 5 0
5 Av 65 0 30 5 0
5 B4 65 0 30 5 0
5 BA 65 0 30 5 0
) BF 65 0 30 5 0
) BK 65 0 30 5 0
) BP 65 0 30 5 0
) BU 65 0 30 5 0
5 BZ 65 0 30 5 0
5 Be 65 0 30 5 0
) Bj 65 0 30 5 0
) Bo 65 0 30 5 0
5 Bt 65 0 30 5 0
) By 65 0 30 5 0
6 4 2102 0 2158 44 0
6 9 2102 0 2158 45 0
6 A2 2102 0 2158 42 0
6 A7 2102 0 2158 43 0
6 AD 2102 0 2158 45 0
6 Al 2102 0 2158 46 0
6 AN 2102 0 2158 45 0
6 AS 2102 0 2158 46 0
6 AX 2102 0 2158 45 0
6 Ac 2102 0 2158 45 0
6 Ah 2102 0 2158 43 0
6 Am 2102 0 2158 43 0
6 Ar 2102 0 2158 45 0
6 Aw 2102 0 2158 44 0
6 Bb5 2102 0 2158 44 0
6 BB 2102 0 2158 45 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
6 BG 2102 0 2158 44 0
6 BL 2102 0 2158 43 0
6 BQ 2102 0 2158 43 0
6 BV 2102 0 2158 43 0
6 Ba 2102 0 2158 45 0
6 Bf 2102 0 2158 41 0
6 Bk 2102 0 2158 44 0
6 Bp 2102 0 2158 44 0
6 Bu 2102 0 2158 43 0
6 Bz 2102 0 2158 43 0
7 0 2774 0 2747 73 0
7 3 2774 0 2747 72 0
7 A3 2774 0 2747 72 0
7 A8 2774 0 2747 76 0
7 AE 2774 0 2747 69 0
7 AJ 2774 0 2747 76 0
7 AO 2774 0 2747 74 0
7 AT 2774 0 2747 73 0
7 AY 2774 0 2747 72 0
7 Ad 2774 0 2747 77 0
7 Ai 2774 0 2747 72 0
7 An 2774 0 2747 76 0
7 As 2774 0 2747 72 0
7 Ax 2774 0 2747 74 0
7 B1 2774 0 2747 72 0
7 B6 2774 0 2747 76 0
7 BC 2774 0 2747 71 0
7 BH 2774 0 2747 73 0
7 BM 2774 0 2747 71 0
7 BR 2774 0 2747 76 0
7 BW 2774 0 2747 70 0
7 Bb 2774 0 2747 73 0
7 Bg 2774 0 2747 7 0
7 Bl 2774 0 2747 79 0
7 Bq 2774 0 2747 76 0
7 Bv 2774 0 2747 76 0

All All 269711 0 266773 4658 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 9.

All (4658) close contacts within the same asymmetric unit are listed below, sorted by their clash
magnitude.
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
6:BG:277:GLY:O 6:BL:340:PRO:HB2 1.64 0.98
6:BB:277:GLY:O 6:BG:340:PRO:HB2 1.64 0.98
6:Bf:277:GLY:O 6:Bk:340:PRO:HB2 1.64 0.98
6:Am:277:GLY:O 6:Ar:340:PRO:HB2 1.64 0.97
6:Bk:277:GLY:O 6:Bp:340:PRO:HB2 1.64 0.97
6:BL:277:GLY:O 6:BQ:340:PRO:HB2 1.64 0.97
6:Ba:277:GLY:O 6:Bf:340:PRO:HB2 1.64 0.97
6:BQ:277:GLY:O 6:BV:340:PRO:HB2 1.64 0.97
6:BV:277:GLY:O 6:Ba:340:PRO:HB2 1.64 0.97
6:Bp:277:GLY:0O 6:Bu:340:PRO:HB2 1.64 0.97
1:x:89:ILE:HD11 7:Bv:362:ASN:HD22 1.30 0.97
6:Ar:277:GLY:O 6:Aw:340:PRO:HB2 1.64 0.97
1:t:89:ILE:HD11 7:B1:362: ASN:HD22 1.30 0.97
6:A7:277:GLY:O 6:BB:340:PRO:HB2 1.64 0.97
6:Bu:277:GLY:O 6:Bz:340:PRO:HB2 1.64 0.97
6:Bz:277:GLY:O 6:B5:340:PRO:HB2 1.64 0.97
1:p:89:ILE:HD11 7:Bb:362: ASN:HD22 1.30 0.97
6:4:340:PRO:HB2 6:B5:277:GLY:O 1.64 0.97
6:A2:277:GLY:O 6:A7:340:PRO:HB2 1.64 0.97
6:Ah:277:GLY:O 6:Am:340:PRO:HB2 1.64 0.96
1:1:89:ILE:HD11 7:BR:362:ASN:HD22 1.30 0.96
7:A3:205: THR:HB 3:A4:32:THR:HG23 1.47 0.96
7:A8:205: THR:HB 3:A9:32:THR:HG23 1.47 0.96
1:B:89:ILE:HD11 7:B6:362: ASN:HD22 1.30 0.96
2:X:208:ASP:0D2 1:7:293:VAL:CG1 2.13 0.96
2:b:208:ASP:0D2 1:d:293:VAL:CG1 2.13 0.96
6:4:277:GLY:O 6:9:340:PRO:HB2 1.64 0.96
6:Aw:277:GLY:O 6:A2:340:PRO:HB2 1.64 0.96
2:L:208:ASP:0OD2 1:N:293:VAL:CG1 2.13 0.96
2:v:208:ASP:0OD2 1:x:293:VAL:CG1 2.13 0.96
6:9:277:GLY:O 6:AD:340:PRO:HB2 1.64 0.96
1:B:293:VAL:CG1 2:2:208:ASP:0D2 2.13 0.96
6:AD:277:GLY:O 6:Al:340:PRO:HB2 1.64 0.96
2:n:208:ASP:0D2 1:p:293:VAL:CG1 2.13 0.96
6:AL:277:GLY:O 6:AN:340:PRO:HB2 1.64 0.96
2:P:208:ASP:0D2 1:R:293:VAL:CG1 2.13 0.96
1:h:89:ILE:HD11 7:BH:362:ASN:HD22 1.30 0.96
6:AN:277:GLY:O 6:AS:340:PRO:HB2 1.64 0.96
7:BC:205:-THR:HB 3:BD:32: THR:HG23 1.47 0.96
2:T:208:ASP:0OD2 1:V:293:VAL:CG1 2.13 0.96
2:1:208:ASP:0D2 1:h:293:VAL:CG1 2.13 0.96
2:3:208:ASP:0OD2 1:1:293:VAL:CG1 2.13 0.96
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
6:AS:277:GLY:O 6:AX:340:PRO:HB2 1.64 0.96
7:Ax:205:THR:HB 3:Ay:32: THR:HG23 1.47 0.96
2:D:208:ASP:0D2 1:F:293:VAL:CG1 2.13 0.95
2:1:208:ASP:0D2 1:t:293:VAL:CG1 2.13 0.95
6:AX:277:GLY:O 6:Ac:340:PRO:HB2 1.64 0.95
6:Ac:277:GLY:O 6:Ah:340:PRO:HB2 1.64 0.95
7:B1:205:THR:HB 3:B2:32: THR:HG23 1.47 0.95
2:D:208:ASP:0D2 1:F:293:VAL:HG12 1.67 0.95
2:j:208:ASP:0OD2 1:1:293:VAL:HG12 1.67 0.95
2:v:208:ASP:0OD2 1:x:293:VAL:HG12 1.67 0.95
3:1:32: THR:HG23 7:B6:205: THR:HB 1.47 0.95
7:Bv:205: THR:HB 3:Bw:32: THR:HG23 1.47 0.95
1:B:293:VAL:HG12 2:2:208:ASP:0D2 1.67 0.95
2:H:208:ASP:0D2 1:J:293:VAL:HG12 1.67 0.95
2:H:208:ASP:0D2 1:J:293:VAL:CG1 2.13 0.95
7:AY:205: THR:HB 3:AZ:32: THR:HG23 1.47 0.95
1:N:89:ILE:HD11 7:AT:362: ASN:HD22 1.30 0.95
2:X:208:ASP:0D2 1:7:293:VAL:HG12 1.67 0.95
2:1:208:ASP:0OD2 1:N:293:VAL:HG12 1.67 0.95
7:5:205:THR:HB 3:6:32: THR:HG23 1.47 0.95
2:1:208:ASP:0D2 1:t:293:VAL:HG12 1.67 0.95
7:Ad:205:THR:HB 3:Ae:32: THR:HG23 1.47 0.95
7:BH:205: THR:HB 3:BI:32:THR:HG23 1.47 0.95
7:Bq:205: THR:HB 3:Br:32:THR:HG23 1.47 0.95
7:As:205: THR:HB 3:At:32: THR:HG23 1.47 0.95
2:P:208:ASP:0D2 1:R:293:VAL:HG12 1.67 0.94
7:AT:205:THR:HB 3:AU:32:THR:HG23 1.47 0.94
1:F:89:ILE:HD11 7:0:362:ASN:HD22 1.30 0.94
1:R:89:ILE:HD11 7:Ad:362:ASN:HD22 1.30 0.94
1:J:89:ILE:HD11 7:AJ:362:ASN:HD22 1.30 0.94
1:d:89:ILE:HD11 7:A8:362:ASN:HD22 1.30 0.94
2:n:208:ASP:0D2 1:p:293:VAL:HG12 1.67 0.94
7:0:205:THR:HB 3:AA:32:THR:HG23 1.47 0.94
7:Bl:205: THR:HB 3:Bm:32: THR:HG23 1.47 0.94
7:Ai:205: THR:HB 3:Aj:32:THR:HG23 1.47 0.94
7:AE:205: THR:HB 3:AF:32:THR:HG23 1.47 0.94
2:T:208:ASP:0OD2 1:V:293:VAL:HG12 1.67 0.94
7:AJ:205:- THR:HB 3:AK:32:THR:HG23 1.47 0.94
2:b:208:ASP:0D2 1:d:293:VAL:HG12 1.67 0.94
7:Bb:205: THR:HB 3:Bc:32:THR:HG23 1.47 0.94
2:1:208:ASP:0OD2 1:h:293:VAL:HG12 1.67 0.93
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Atom-1 Atom-2 distance (A) overlap (A)
7:Bg:205: THR:HB 3:Bh:32: THR:HG23 1.47 0.93
7:A0:205:THR:HB 3:AP:32: THR:HG23 1.47 0.93
7:BW:205:THR:HB 3:BX:32: THR:HG23 1.47 0.93
7:BM:205: THR:HB 3:BN:32: THR:HG23 1.47 0.93
1:7:89:ILE:HD11 7:Ax:362:ASN:HD22 1.30 0.93
7:An:205:THR:HB 3:A0:32:THR:HG23 1.47 0.93
1:V:89:ILE:HD11 7:An:362:ASN:HD22 1.30 0.92
7:BR:205:THR:HB 3:BS:32: THR:HG23 1.47 0.92
1:M:283:ARG:NH2 2:P:105:GLN:O 2.10 0.85
1:E:283:ARG:NH2 2:H:105:GLN:O 2.10 0.85
1:U:283:ARG:NH2 2:X:105:GLN:O 2.10 0.85
1:A:283:ARG:NH2 2:D:105:GLN:O 2.10 0.84
1:1:283:ARG:NH2 2:L:105:GLN:O 2.10 0.84
1:k:283:ARG:NH2 2:1:105:GLN:O 2.10 0.84
1:¢:283:ARG:NH2 2:1:105:GLN:O 2.10 0.84
1:0:283:ARG:NH2 2:1:105:GLN:O 2.10 0.84
1:w:283:ARG:NH2 2:2:105:GLN:O 2.10 0.84
1:5:283:ARG:NH2 2:v:105:GLN:O 2.10 0.84
1:g:283:ARG:NH2 2:3:105:GLN:O 2.10 0.83
1:Q:283:ARG:NH2 2:T:105:GLN:O 2.10 0.83
1:Y:283:ARG:NH2 2:b:105:GLN:O 2.10 0.83
6:Bp:226:ARG:HD2 7:Bv:369:ILE:O 1.80 0.82
6:BQ:226:ARG:HD2 7:BW:369:1LE:O 1.80 0.82
6:A7:226:ARG:HD2 7:BC:369:ILE:O 1.80 0.82
6:A2:226:ARG:HD2 7:AR:369:ILE:O 1.80 0.82
6:BV:226:ARG:HD2 7:Bb:369:ILE:O 1.80 0.82
6:9:226:ARG:HD2 7:AE:369:ILE:O 1.80 0.82
6:Bk:226: ARG:HD2 7:Bq:369:ILE:O 1.80 0.82
6:4:226:ARG:HD2 7:0:369:1ILE:O 1.80 0.82
6:Bu:226:ARG:HD2 7:B1:369:1LE:O 1.80 0.82
6:BL:226:ARG:HD2 7:BR:369:ILE:O 1.80 0.82
6:AD:226:ARG:HD2 7:AJ:369:ILE:O 1.80 0.81
6:Aw:226:ARG:HD2 7:A3:369:ILE:O 1.80 0.81
6:BB:226:ARG:HD2 7:BH:369:1LE:O 1.80 0.81
6:AS:226:ARG:HD2 7:AY:369:ILE:O 1.80 0.81
6:Ac:226:ARG:HD?2 7:A1:369:ILE:O 1.80 0.81
6:Bf:226:ARG:HD2 7:Bl:369:ILE:O 1.80 0.81
6:AN:226:ARG:HD2 7:AT:369:ILE:O 1.80 0.81
6:Ba:226:ARG:HD2 7:Bg:369:1LE:O 1.80 0.81
6:Bz:226:ARG:HD2 7:B6:369:1ILE:O 1.80 0.81
6:A1:226:ARG:HD2 7:A0:369:ILE:O 1.80 0.81
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Atom-1 Atom-2 distance (A) overlap (A)
6:AX:226:ARG:HD2 7:Ad:369:1LE:O 1.80 0.81
7:5:369:1LE:O 6:B5:226:ARG:HD2 1.80 0.81
6:Ah:226:ARG:HD2 7:An:369:1ILE:O 1.80 0.81
6:BG:226:ARG:HD2 7:BM:369:ILE:O 1.80 0.80
6:Am:226:ARG:HD2 7:As:369:ILE:O 1.80 0.80
6:Ar:226:ARG:HD2 7:Ax:369:1LE:O 1.80 0.80
7:BR:334:ARG:HD3 | 7:BW:353:GLU:HG2 1.66 0.78
6:A7:277:GLY:O 6:BB:340:PRO:CB 2.32 0.78
6:BL:277:GLY:O 6:BQ:340:PRO:CB 2.32 0.78
7:BM:334:ARG:HD3 7:BR:353:GLU:HG2 1.66 0.78
7:Bv:205:THR:CB 3:Bw:32: THR:HG23 2.14 0.78
7:B1:205:THR:CB 3:B2:32:THR:HG23 2.14 0.78
6:BQ:277:GLY:O 6:BV:340:PRO:CB 2.32 0.78
7:BW:334:ARG:HD3 7:Bb:353:GLU:HG2 1.66 0.78
6:Ar:277:GLY:O 6:Aw:340:PRO:CB 2.32 0.78
7:BH:334:ARG:HD3 7:BM:353:GLU:HG2 1.66 0.78
7:BW:205:THR:CB 3:BX:32: THR:HG23 2.14 0.78
6:Ba:277:GLY:O 6:Bf:340:PRO:CB 2.32 0.78
6:Bf:277:GLY:O 6:Bk:340:PRO:CB 2.32 0.78
7:Bb:205: THR:CB 3:Bc:32:THR:HG23 2.14 0.78
7:Bb:334:ARG:HD3 7:Bg:353:GLU:HG2 1.66 0.78
7:AJ:205:THR:CB 3:AK:32: THR:HG23 2.14 0.78
6:Am:277:GLY:O 6:Ar:340:PRO:CB 2.32 0.78
6:A2:277:GLY:O 6:A7:340:PRO:CB 2.32 0.78
6:BB:277:GLY:O 6:BG:340:PRO:CB 2.32 0.78
3:1:32: THR:HG23 7:B6:205: THR:CB 2.14 0.77
6:BG:180:ARG:NH2 7:BM:188:ASP:OD1 2.13 0.77
7:BR:205:THR:CB 3:BS:32: THR:HG23 2.14 0.77
7:Bq:205: THR:CB 3:Br:32: THR:HG23 2.14 0.77
7:-AE:205:THR:CB 3:AF:32:THR:HG23 2.14 0.77
7:BC:334:ARG:HD3 7:BH:353:GLU:HG2 1.66 0.77
6:Ac:180:ARG:NH2 7:Ai:188:ASP:OD1 2.13 0.77
6:BG:277:GLY:O 6:BL:340:PRO:CB 2.32 0.77
7:Bg:205:THR:CB 3:Bh:32: THR:HG23 2.14 0.77
6:Bu:277:GLY:O 6:Bz:340:PRO:CB 2.32 0.77
6:4:180:ARG:NH2 7:0:188:ASP:OD1 2.13 0.77
7:0:205:THR:CB 3:AA:32:THR:HG23 2.14 0.77
7:A0:205:THR:CB 3:AP:32:THR:HG23 2.14 0.77
6:Ac:277:GLY:O 6:Ah:340:PRO:CB 2.32 0.77
7:Bg:334:ARG:HD3 7:B1:353:GLU:HG2 1.66 0.77
6:Bp:277:GLY:0O 6:Bu:340:PRO:CB 2.32 0.77
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Atom-1 Atom-2 distance (A) overlap (A)
7:Ai:334:ARG:HD3 7:An:353:GLU:HG2 1.66 0.77
6:Aw:277:GLY:O 6:A2:340:PRO:CB 2.32 0.77
7:BM:205: THR:CB 3:BN:32: THR:HG23 2.14 0.77
6:9:277:GLY:O 6:AD:340:PRO:CB 2.32 0.77
6:AX:277:GLY:O 6:Ac:340:PRO:CB 2.32 0.77
7:Ad:334:ARG:HD3 7:A1:353:GLU:HG2 1.66 0.77
7:An:334:ARG:HD3 7:As:353:GLU:HG2 1.66 0.77
7:A8:334:ARG:HD3 7:BC:353:GLU:HG2 1.66 0.77
7:B1:205: THR:CB 3:Bm:32: THR:HG23 2.14 0.77
7:Ai:205: THR:CB 3:Aj:32:THR:HG23 2.14 0.77
6:AN:277:GLY:O 6:AS:340:PRO:CB 2.32 0.77
7:AY:334:ARG:HD3 7:Ad:353:GLU:HG2 1.66 0.77
7:Ax:205:THR:CB 3:Ay:32: THR:HG23 2.14 0.77
6:Bk:277:GLY:O 6:Bp:340:PRO:CB 2.32 0.77
7:A3:205:-THR:CB 3:A4:32: THR:HG23 2.14 0.77
7:A8:205: THR:CB 3:A9:32:THR:HG23 2.14 0.77
6:BV:277:GLY:O 6:Ba:340:PRO:CB 2.32 0.77
7:Bq:226:VAL:HB 7:Bq:236:PHE:HB3 1.67 0.77
6:4:277:GLY:O 6:9:340:PRO:CB 2.32 0.76
7:5:205:THR:CB 3:6:32: THR:HG23 2.14 0.76
6:AS:277:GLY:O 6:AX:340:PRO:CB 2.32 0.76
7:AT:205:THR:CB 3:AU:32: THR:HG23 2.14 0.76
7:As:334:ARG:HD3 7:Ax:353:GLU:HG2 1.66 0.76
6:BB:180:ARG:NH2 7:BH:188:ASP:0OD1 2.13 0.76
7:Bv:226:VAL:HB 7:Bv:236:PHE:HB3 1.68 0.76
7:0:334:ARG:HD3 7:AE:353:GLU:HG2 1.66 0.76
7:AE:334:ARG:HD3 7:AJ:353:GLU:HG2 1.66 0.76
6:Al:277:GLY:O 6:AN:340:PRO:CB 2.32 0.76
7:A1:69:PRO:O 5:Al1:6:PRO:CB 2.34 0.76
7:Ax:69:PRO:O 5:A1:6:PRO:CB 2.34 0.76
7:B1:226:VAL:HB 7:Bl:236:PHE:HB3 1.68 0.76
7:B1:226:VAL:HB 7:B1:236:PHE:HB3 1.68 0.76
7:5:334:ARG:HD3 7:0:353:GLU:HG2 1.66 0.76
7:0:69:PRO:O 5:AC:6:PRO:CB 2.34 0.76
6:AD:277:GLY:O 6:Al:340:PRO:CB 2.32 0.76
7:AE:69:PRO:O 5:AH:6:PRO:CB 2.34 0.76
7:Ad:205:THR:CB 3:Ae:32: THR:HG23 2.14 0.76
7:As:69:PRO:O 5:Av:6:PRO:CB 2.34 0.76
7:As:205:THR:CB 3:At:32:THR:HG23 2.14 0.76
7:BC:205:THR:CB 3:BD:32: THR:HG23 2.14 0.76
7:B1:334:ARG:HD3 7:Bq:353:GLU:HG2 1.66 0.76
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Atom-1 Atom-2 distance (A) overlap (A)
6:Bz:277:GLY:O 6:B5:340:PRO:CB 2.32 0.76
3:AK:157:ASN:OD1 | 3:AU:259:LEU:HD12 1.86 0.76
7:AT:69:PRO:O 5:AW:6:PRO:CB 2.34 0.76
7:AT:334:ARG:HD3 7:AY:353:GLU:HG2 1.66 0.76
6:Ah:277:GLY:O 6:Am:340:PRO:CB 2.32 0.76
3:At:157:ASN:OD1 3:A4:259:LEU:HD12 1.86 0.76
7:Ax:334:ARG:HD3 7:A3:353:GLU:HG2 1.66 0.76
7:A8:69:PRO:O 5:BA:6:PRO:CB 2.34 0.76
7:Bq:69:PRO:0O 5:Bt:6:PRO:CB 2.34 0.76
7:B1:69:PRO:O 5:B4:6:PRO:CB 2.34 0.76
7:B6:226:VAL:HB 7:B6:236:PHE:HB3 1.68 0.76
5:3:6:PRO:CB 7:B6:69:PRO:O 2.34 0.76
6:4:340:PRO:CB 6:B5:277:GLY:O 2.32 0.76
3:AF:157:ASN:OD1 3:AP:259:LEU:HD12 1.86 0.76
3:AP:157:ASN:OD1 3:A7Z:259:LEU:HD12 1.86 0.76
3:AZ:157:ASN:OD1 3:Aj:259:LEU:HD12 1.86 0.76
7:BH:69:PRO:O 5:BK:6:PRO:CB 2.34 0.76
7:Bg:226:VAL:HB 7:Bg:236:PHE:HB3 1.68 0.76
7:5:226:VAL:HB 7:5:236:PHE:HB3 1.68 0.76
7:0:226:VAL:HB 7:0:236:PHE:HB3 1.68 0.76
7:AE:226:VAL:HB 7:AE:236:PHE:HB3 1.68 0.76
7:AJ:69:PRO:O 5:AM:6:PRO:CB 2.34 0.76
7:AJ:226:VAL:HB 7:AJ:236:PHE:HB3 1.67 0.76
7:AJ:334:ARG:HD3 7:A0:353:GLU:HG2 1.66 0.76
7:A0:69:PRO:O 5:AR:6:PRO:CB 2.34 0.76
7:A3:69:PRO:O 5:A6:6:PRO:CB 2.34 0.76
7:BC:69:PRO:O 5:BF:6:PRO:CB 2.34 0.76
3:BN:157:ASN:OD1 | 3:BX:259:LEU:HD12 1.86 0.76
3:BS:157:ASN:OD1 3:Bc:259:LEU:HD12 1.86 0.76
7:B1:69:PRO:O 5:Bo:6:PRO:CB 2.34 0.76
3:AA:157:ASN:OD1 3:AK:259:LEU:HD12 1.86 0.76
7:A0:226:VAL:HB 7:A0:236:PHE:HB3 1.67 0.76
7:A0:334:ARG:HD3 7:AT:353:GLU:HG2 1.66 0.76
7:An:205:THR:CB 3:A0:32:THR:HG23 2.14 0.76
7:A3:334:ARG:HD3 7:A8:353:GLU:HG2 1.66 0.76
3:BD:157:ASN:OD1 3:BN:259:LEU:HD12 1.86 0.76
7:5:188:ASP:0OD1 6:B5:180:ARG:NH2 2.13 0.76
3:AU:157:ASN:OD1 3:Ae:259:LEU:HD12 1.86 0.76
7:AY:205:THR:CB 3:AZ:32: THR:HG23 2.14 0.76
7:Ad:69:PRO:O 5:Ag:6:PRO:CB 2.34 0.76
3:Ae:157:ASN:OD1 3:A0:259:LEU:HD12 1.86 0.76
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Atom-1 Atom-2 distance (A) overlap (A)
7:An:69:PRO:0O 5:Aq:6:PRO:CB 2.34 0.76
7:BH:205: THR:CB 3:BI:32: THR:HG23 2.14 0.76
3:BI:157:ASN:OD1 3:BS:259:LEU:HD12 1.86 0.76
3:BX:157:ASN:OD1 3:Bh:259:LEU:HD12 1.86 0.76
7:Bb:226:VAL:HB 7:Bb:236:PHE:HB3 1.68 0.76
3:Bc:157:ASN:OD1 3:Bm:259:LEU:HD12 1.86 0.76
6:Bf:180:ARG:NH2 7:Bl:188:ASP:OD1 2.13 0.76
7:5:69:PRO:0O 5:8:6:PRO:CB 2.34 0.76
7:5:353:GLU:HG2 7:B6:334:ARG:HD3 1.66 0.76
7:BR:69:PRO:O 5:BU:6:PRO:CB 2.34 0.76
7:BW:69:PRO:O 5:BZ:6:PRO:CB 2.34 0.76
7:Bg:69:PRO:O 5:Bj:6:PRO:CB 2.34 0.76
7:B1:334:ARG:HD3 7:B6:353:GLU:HG2 1.66 0.76
3:6:157:ASN:OD1 3:AF:259:LEU:HD12 1.86 0.76
7:AY:69:PRO:O 5:Ab:6:PRO:CB 2.34 0.76
3:Ay:157:ASN:OD1 3:A9:259:LEU:HD12 1.86 0.76
6:BL:180:ARG:NH2 7:BR:188:ASP:OD1 2.13 0.76
7:AT:226:VAL:HB 7:AT:236:PHE:HB3 1.68 0.75
7:BR:226:VAL:HB 7:BR:236:PHE:HB3 1.67 0.75
7:Bq:334:ARG:HD3 7:Bv:353:GLU:HG2 1.66 0.75
6:AX:180:ARG:NH2 7:Ad:188:ASP:OD1 2.13 0.75
3:A0:157:ASN:OD1 3:Ay:259:LEU:HD12 1.86 0.75
3:A9:157:ASN:OD1 3:BI:259:LEU:HD12 1.86 0.75
7:BM:226:VAL:HB 7:BM:236:PHE:HB3 1.67 0.75
7:BW:226:VAL:HB 7:BW:236:PHE:HB3 1.68 0.75
3:Bh:157:ASN:OD1 3:Br:259:LEU:HD12 1.86 0.75
7:Bv:334:ARG:HD3 7:B1:353:GLU:HG2 1.66 0.75
6:A7:180:ARG:NH2 7:BC:188:ASP:0OD1 2.13 0.75
7:Bb:69:PRO:O 5:Be:6:PRO:CB 2.34 0.75
7:Bv:69:PRO:0O 5:By:6:PRO:CB 2.34 0.75
7:AY:226:VAL:HB 7:AY:236:PHE:HB3 1.68 0.75
3:1:157:ASN:OD1 3:AA:259:LEU:HD12 1.86 0.75
7:BH:226:VAL:HB 7:BH:236:PHE:HB3 1.68 0.75
3:Aj:157:ASN:OD1 3:At:259:LEU:HD12 1.86 0.75
3:Bm:157:ASN:OD1 | 3:Bw:259:LEU:HD12 1.86 0.75
7:Ad:226:VAL:HB 7:Ad:236:PHE:HB3 1.68 0.75
7:BC:226:VAL:HB 7:BC:236:PHE:HB3 1.68 0.75
7:BM:69:PRO:O 5:BP:6:PRO:CB 2.34 0.75
7:Ai:226:VAL:HB 7:Ai:236:PHE:HB3 1.68 0.74
3:A4:157:ASN:OD1 3:BD:259:LEU:HD12 1.86 0.74
7:A8:226:VAL:HB 7:A8:236:PHE:HB3 1.68 0.74
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Atom-1 Atom-2 distance (A) overlap (A)
7:An:226:VAL:HB 7:An:236:PHE:HB3 1.67 0.74
3:BN:127:LYS:HB2 3:Bc:245:-MET:HE3 1.69 0.74
3:BS:127:LYS:HB2 3:Bh:245:-MET:HE3 1.70 0.74
6:Ba:180:ARG:NH2 7:Bg:188:ASP:OD1 2.13 0.74
3:Br:157:ASN:OD1 3:B2:259:LEU:HD12 1.86 0.74
2:n:208:ASP:0D2 1:p:293:VAL:HG11 1.87 0.74
3:6:259:LEU:HD12 3:B2:157:ASN:OD1 1.86 0.74
7:A3:226:VAL:HB 7:A3:236:PHE:HB3 1.68 0.74
6:Bz:180:ARG:NH2 7:B6:188:ASP:OD1 2.13 0.74
7:As:226:VAL:HB 7:As:236:PHE:HB3 1.68 0.74
7:Ax:226:VAL:HB 7:Ax:236:PHE:HB3 1.68 0.74
3:BX:127:LYS:HB2 3:Bm:245:MET:HE3 1.70 0.74
2:j:208:ASP:0OD2 1:1:293:VAL:HG11 1.87 0.74
3:BI:127:LYS:HB2 3:BX:245:MET:HE3 1.70 0.74
3:Bc:127:LYS:HB2 3:Br:245:MET:HE3 1.70 0.74
2:1:208:ASP:0D2 1:t:293:VAL:HG11 1.87 0.74
3:At:127:LYS:HB2 3:A9:245:-MET:HE3 1.70 0.74
3:Ay:127:LYS:HB2 3:BD:245:MET:HE3 1.70 0.74
3:1:259:LEU:HD12 3:Bw:157:ASN:OD1 1.86 0.74
6:A2:180:ARG:NH2 7:A8:188:ASP:OD1 2.13 0.74
3:A4:127:LYS:HB2 3:BI:245:-MET:HE3 1.70 0.74
3:BD:127:LYS:HB2 3:BS:245:MET:HE3 1.70 0.74
3:Bh:127:LYS:HB2 3:Bw:245:-MET:HES3 1.70 0.74
3:A0:127:LYS:HB2 3:A4:245:-MET:HE3 1.70 0.74
3:A9:127:LYS:HB2 3:BN:245:MET:HE3 1.70 0.74
2:1:208:ASP:0D2 1:h:293:VAL:HG11 1.87 0.73
3:Aj:127:LYS:HB2 3:Ay:245:MET:HE3 1.70 0.73
2:D:208:ASP:0D2 1:F:293:VAL:HG11 1.87 0.73
3:Bm:127:LYS:HB2 3:B2:245:MET:HE3 1.70 0.73
6:Bu:180:ARG:NH2 7:B1:188:ASP:OD1 2.13 0.73
2:T:208:ASP:0OD2 1:V:293:VAL:HG11 1.87 0.73
6:AS:180:ARG:NH2 7:AY:188:ASP:0OD1 2.13 0.73
3:Ae:127:LYS:HB2 3:At:245:MET:HE3 1.70 0.73
6:Aw:180:ARG:NH2 7:A3:188:ASP:OD1 2.13 0.73
2:H:208:ASP:0D2 1:J:293:VAL:HG11 1.87 0.73
1:B:293:VAL:HG11 2:2:208:ASP:0D2 1.87 0.73
2:X:208:ASP:0D2 1:7:293:VAL:HG11 1.87 0.73
2:v:208:ASP:0OD2 1:x:293:VAL:HG11 1.87 0.73
3:1:245:MET:HE3 3:Br:127:LYS:HB2 1.70 0.73
3:6:245:MET:HE3 3:Bw:127:LYS:HB2 1.70 0.73
3:AZ:127:-LYS:HB2 3:A0:245:MET:HE3 1.70 0.73
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Atom-1 Atom-2 distance (A) overlap (A)

3:Aj:256:ASN:OD1 3:A0:245:MET:HE1 1.89 0.73
3:BX:256:ASN:OD1 3:Bc:245:-MET:HE1 1.89 0.73
3:AA:245:-MET:HE3 3:B2:127:LYS:HB2 1.70 0.73
3:AZ:256:ASN:OD1 3:Ae:245:-MET:HE1 1.89 0.73
3:At:256:ASN:OD1 3:Ay:245:MET:HE1 1.89 0.73
3:A4:256:ASN:OD1 3:A9:245:MET:HE1 1.89 0.73
3:BD:256:ASN:OD1 3:BI:245:MET:HE1 1.89 0.73
3:BN:256:ASN:OD1 3:BS:245:MET:HE1 1.89 0.73
6:Ar:180:ARG:NH2 7:Ax:188:ASP:0OD1 2.13 0.73
2:L:208:ASP:0OD2 1:N:293:VAL:HG11 1.87 0.72
2:b:208:ASP:0D2 1:d:293:VAL:HG11 1.87 0.72
7:AE:205:THR:HB 3:AF:32:THR:CG2 2.19 0.72
3:AU:127:LYS:HB2 3:Aj:245:MET:HE3 1.70 0.72
3:A9:256:ASN:OD1 3:BD:245:MET:HE1 1.89 0.72
3:Bh:256:ASN:OD1 3:Bm:245:MET:HE1 1.89 0.72
3:Bm:256:ASN:OD1 3:Br:245:-MET:HE1 1.89 0.72
7:Bv:205: THR:HB 3:Bw:32: THR:CG2 2.19 0.72
3:Bw:256:ASN:OD1 3:B2:245:MET:HE1 1.89 0.72
3:1:127:LYS:HB2 3:AF:245:MET:HE3 1.70 0.72
3:1:256:ASN:CG 3:6:245:-MET:HE1 2.15 0.72
7:AJ:205:THR:HB 3:AK:32: THR:CG2 2.19 0.72
3:A0:256:ASN:CG 3:At:245:MET:HE1 2.14 0.72
3:Ay:256:ASN:OD1 3:A4:245:MET:HE1 1.89 0.72
3:BI:256:ASN:OD1 3:BN:245:MET:HE1 1.89 0.72
3:BS:256:ASN:OD1 3:BX:245:MET:HE1 1.89 0.72
3:BX:256:ASN:CG 3:Bc:245:MET:HE1 2.15 0.72
3:Bc:256:ASN:CG 3:Bh:245:MET:HE1 2.15 0.72
3:Bc:256:ASN:OD1 3:Bh:245:MET:HE1 1.89 0.72
3:1:36:ALA:HA 7:B6:206:VAL:HG23 1.72 0.72
3:1:256:ASN:OD1 3:6:245:-MET:HE1 1.89 0.72
3:AF:256:ASN:CG 3:AK:245:-MET:HE1 2.15 0.72
3:AP:127:LYS:HB2 3:Ae:245:MET:HE3 1.70 0.72
3:AP:256:ASN:OD1 3:AU:245:MET:HE1 1.89 0.72
7:AY:206:VAL:HG23 3:AZ:36:ALA:HA 1.72 0.72
7:Ad:206:VAL:HG23 3:Ae:36:ALA:HA 1.72 0.72
7:Ai:206:VAL:HG23 3:Aj:36:ALA:HA 1.72 0.72
3:Aj:256:ASN:CG 3:A0:245:MET:HE1 2.15 0.72
3:At:256:ASN:CG 3:Ay:245:MET:HE1 2.15 0.72
3:Ay:256:ASN:CG 3:A4:245:MET:HE1 2.15 0.72
3:A4:256:ASN:CG 3:A9:245:MET:HE1 2.15 0.72
3:A9:256:ASN:CG 3:BD:245:MET:HE1 2.15 0.72
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7:BC:205:THR:HB 3:BD:32: THR:CG2 2.19 0.72
3:BS:256:ASN:CG 3:BX:245:MET:HE1 2.15 0.72
3:Bh:256:ASN:CG 3:Bm:245:MET:HE1 2.15 0.72
3:Bm:256:ASN:CG 3:Br:245:MET:HE1 2.15 0.72
7:Bv:206:VAL:HG23 3:Bw:36:ALA:HA 1.72 0.72
7:B1:206:VAL:HG23 3:B2:36:ALA:HA 1.72 0.72
3:6:127:LYS:HB2 3:AK:245:MET:HE3 1.70 0.72
3:AK:127:LYS:HB2 3:AZ:245:MET:HE3 1.69 0.72
7:An:206:VAL:HG23 3:A0:36:ALA:HA 1.72 0.72
3:A0:256:ASN:OD1 3:At:245:MET:HE1 1.89 0.72
7:As:205: THR:HB 3:At:32: THR:CG2 2.19 0.72
7:As:206:VAL:HG23 3:At:36:ALA:HA 1.72 0.72
7:A8:205: THR:HB 3:A9:32: THR:CG2 2.19 0.72
3:BD:256:ASN:CG 3:BIl:245:-MET:HE1 2.15 0.72
3:BI:256:ASN:CG 3:BN:245:MET:HE1 2.15 0.72
3:BN:256:ASN:CG 3:BS:245:MET:HE1 2.15 0.72
3:Br:256:ASN:CG 3:Bw:245:-MET:HE1 2.14 0.72
3:AU:256:ASN:CG 3:AZ:245:MET:HE1 2.15 0.72
3:Ae:256:ASN:CG 3:Aj:245:MET:HE1 2.15 0.72
7:Ax:205:THR:HB 3:Ay:32: THR:CG2 2.19 0.72
7:Bq:206: VAL:HG23 3:Br:36:ALA:HA 1.72 0.72
7:5:206:VAL:HG23 3:6:36:ALA:HA 1.72 0.72
7:0:205:THR:HB 3:AA:32:THR:CG2 2.19 0.72
7:0:206:VAL:HG23 3:AA:36:ALA:HA 1.72 0.72
3:AA:127:LYS:HB2 3:AP:245:-MET:HE3 1.70 0.72
3:AF:127:LYS:HB2 3:AU:245:MET:HE3 1.70 0.72
3:AP:256:ASN:CG 3:AU:245:MET:HE1 2.15 0.72
7:Ax:206:VAL:HG23 3:Ay:36:ALA:HA 1.72 0.72
7:Bb:206: VAL:HG23 3:Bc:36:ALA:HA 1.72 0.72
2:P:208:ASP:0D2 1:R:293:VAL:HG11 1.87 0.72
3:AA:256:ASN:OD1 3:AF:245:MET:HE1 1.89 0.72
3:AF:256:ASN:OD1 3:AK:245:MET:HE1 1.89 0.72
7:AT:206:VAL:HG23 3:AU:36:ALA:HA 1.72 0.72
3:A7Z:256:ASN:CG 3:Ae:245:MET:HE1 2.15 0.72
7:A3:206:VAL:HG23 3:A4:36:ALA:HA 1.72 0.72
7:BM:206:VAL:HG23 3:BN:36:ALA:HA 1.71 0.72
7:BR:205:THR:HB 3:BS:32: THR:CG2 2.19 0.72
7:B1:206: VAL:HG23 3:Bm:36:ALA:HA 1.72 0.72
7:Bq:205: THR:HB 3:Br:32:THR:CG2 2.19 0.72
3:Br:256:ASN:OD1 3:Bw:245:MET:HE1 1.89 0.72
3:Bw:256:ASN:CG 3:B2:245:MET:HE1 2.15 0.72
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3:AA:256:ASN:CG 3:AF:245:MET:HE1 2.15 0.72
6:BQ:180:ARG:NH2 | 7:BW:188:ASP:OD1 2.13 0.72
7:BW:206:VAL:HG23 3:BX:36:ALA:HA 1.72 0.72
7:Bg:206:VAL:HG23 3:Bh:36:ALA:HA 1.72 0.72
7:A0:206:VAL:HG23 3:AP:36:ALA:HA 1.72 0.72
7:A8:206:VAL:HG23 3:A9:36:ALA:HA 1.72 0.72
7:BC:206:VAL:HG23 3:BD:36:ALA:HA 1.72 0.72
7:BM:205: THR:HB 3:BN:32: THR:CG2 2.19 0.72
7:BR:206:VAL:HG23 3:BS:36:ALA:HA 1.72 0.72
6:BV:180:ARG:NH2 7:Bb:188:ASP:0OD1 2.13 0.72
3:1:245:MET:HE1 3:B2:256:ASN:CG 2.15 0.72
7:AE:206:VAL:HG23 3:AF:36:ALA:HA 1.72 0.72
7:AJ:206:VAL:HG23 3:AK:36:ALA:HA 1.71 0.72
7:BH:206:VAL:HG23 3:BI:36:ALA:HA 1.72 0.72
6:Bp:180:ARG:NH2 7:Bv:188:ASP:OD1 2.13 0.72
7:Ai:205:THR:HB 3:Aj:32:THR:CG2 2.19 0.71
7:A3:206:VAL:CG2 3:A4:36:ALA:HA 2.21 0.71
7:Bb:206:VAL:CG2 3:Bc:36:ALA:HA 2.21 0.71
7:5:205: THR:HB 3:6:32: THR:CG2 2.19 0.71
6:9:180:ARG:NH2 7:AE:188:ASP:0OD1 2.13 0.71
3:AK:256:ASN:OD1 3:AP:245:-MET:HE1 1.89 0.71
7:Ad:205:THR:HB 3:Ae:32:THR:CG2 2.19 0.71
3:Ae:256:ASN:OD1 3:Aj:245:MET:HE1 1.89 0.71
3:A4:157:ASN:OD1 3:BD:259:LEU:CD1 2.39 0.71
7:BM:206:VAL:CG2 3:BN:36:ALA:HA 2.21 0.71
3:6:256:ASN:CG 3:AA:245:-MET:HE1 2.15 0.71
6:AN:180:ARG:NH2 7:AT:188:ASP:0OD1 2.13 0.71
3:AU:256:ASN:OD1 3:AZ:245:MET:HE1 1.89 0.71
3:Ae:157:ASN:OD1 3:A0:259:LEU:CD1 2.39 0.71
7:An:206:VAL:CG2 3:A0:36:ALA:HA 2.21 0.71
3:A0:157:ASN:OD1 3:Ay:259:LEU:CD1 2.39 0.71
7:BH:206:VAL:CG2 3:BI:36:ALA:HA 2.21 0.71
3:BI:157:ASN:OD1 3:BS:259:LEU:CD1 2.39 0.71
3:AU:157:ASN:OD1 3:Ae:259:LEU:CD1 2.39 0.71
3:AZ:157:ASN:OD1 3:Aj:259:LEU:CD1 2.39 0.71
3:BD:157:ASN:OD1 3:BN:259:LEU:CD1 2.39 0.71
7:BR:206:VAL:CG2 3:BS:36:ALA:HA 2.21 0.71
7:Bb:205: THR:HB 3:Bc:32:THR:CG2 2.19 0.71
7:Bg:205: THR:HB 3:Bh:32:THR:CG2 2.19 0.71
7:Bl1:205: THR:HB 3:Bm:32: THR:CG2 2.19 0.71
7:Bq:206:VAL:CG2 3:Br:36:ALA:HA 2.21 0.71
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6:AI:180:ARG:NH2 7:A0:188:ASP:OD1 2.13 0.71
7:AY:205: THR:HB 3:AZ:32: THR:CG2 2.19 0.71
3:Aj:157:ASN:OD1 3:At:259:LEU:CD1 2.39 0.71
7:A8:206:VAL:CG2 3:A9:36:ALA:HA 2.21 0.71
7:BW:206:VAL:CG2 3:BX:36:ALA:HA 2.21 0.71
3:6:256:ASN:OD1 3:AA:245:-MET:HE1 1.89 0.71
6:AD:180:ARG:NH2 7:AJ:188:ASP:OD1 2.13 0.71
3:AF:157:ASN:OD1 3:AP:259:LEU:CD1 2.39 0.71
3:AK:256:ASN:CG 3:AP:245:-MET:HE1 2.15 0.71
6:Ah:180:ARG:NH2 7:An:188:ASP:OD1 2.13 0.71
7:As:206:VAL:CG2 3:At:36:ALA:HA 2.21 0.71
3:Ay:157:ASN:OD1 3:A9:259:LEU:CD1 2.39 0.71
7:BC:206:VAL:CG2 3:BD:36:ALA:HA 2.21 0.71
3:BN:157:ASN:OD1 3:BX:259:LEU:CD1 2.39 0.71
7:B1:206:VAL:CG2 3:Bm:36:ALA:HA 2.21 0.71
3:1:245:-MET:HE1 3:B2:256:ASN:OD1 1.89 0.71
7:AJ:206:VAL:CG2 3:AK:36:ALA:HA 2.21 0.71
7:AY:206:VAL:CG2 3:AZ:36:ALA:HA 2.21 0.71
3:A9:157:ASN:OD1 3:BI:259:LEU:CD1 2.39 0.71
7:B1:206:VAL:CG2 3:B2:36:ALA:HA 2.21 0.71
7:0:206:VAL:CG2 3:AA:36:ALA:HA 2.21 0.71
7:AE:206:VAL:CG2 3:AF:36:ALA:HA 2.21 0.71
7:A0:206:VAL:CG2 3:AP:36:ALA:HA 2.21 0.71
7:AT:205: THR:HB 3:AU:32: THR:CG2 2.19 0.71
7:Ad:206:VAL:CG2 3:Ae:36:ALA:HA 2.21 0.71
3:BX:157:ASN:OD1 3:Bh:259:LEU:CD1 2.39 0.71
3:Bc:157:ASN:OD1 3:Bm:259:LEU:CD1 2.39 0.71
3:AK:157:ASN:OD1 3:AU:259:LEU:CD1 2.39 0.71
7:BW:205:THR:HB 3:BX:32: THR:CG2 2.19 0.71
3:1:36:ALA:HA 7:B6:206:VAL:CG2 2.21 0.70
3:1:157:ASN:OD1 3:AA:259:LEU:CD1 2.39 0.70
7:5:206:VAL:CG2 3:6:36:ALA:HA 2.21 0.70
7:AT:206:VAL:CG2 3:AU:36:ALA:HA 2.21 0.70
6:Am:180:ARG:NH2 7:As:188:ASP:0OD1 2.13 0.70
3:At:157:ASN:OD1 3:A4:259:LEU:CD1 2.39 0.70
7:A3:205: THR:HB 3:A4:32:THR:CG2 2.19 0.70
7:Ax:206:VAL:CG2 3:Ay:36:ALA:HA 2.21 0.70
3:Br:157:ASN:OD1 3:B2:259:LEU:CD1 2.39 0.70
7:An:205:THR:HB 3:A0:32:THR:CG2 2.19 0.70
3:1:259:LEU:CD1 3:Bw:157:ASN:OD1 2.39 0.70
3:A4:248:PRO:HB2 3:A4:252:ALA:HB3 1.74 0.70
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Atom-1 Atom-2 distance (A) overlap (A)
6:Bk:180: ARG:NH2 7:Bq:188:ASP:OD1 2.13 0.70
3:6:248:PRO:HB2 3:6:252:ALA:HB3 1.74 0.70
3:AA:157:ASN:OD1 3:AK:259:LEU:CD1 2.39 0.70
3:AA:248:PRO:HB2 3:AA:252:ALA:HB3 1.74 0.70
7:A0:205:THR:HB 3:AP:32:THR:CG2 2.19 0.70
3:AP:248:PRO:HB2 3:AP:252:ALA:HB3 1.74 0.70
3:A0:248:PRO:HB2 3:A0:252:ALA:HB3 1.74 0.70
3:Ay:248:PRO:HB2 3:Ay:252:ALA:HB3 1.74 0.70
7:BH:205: THR:HB 3:BI:32:THR:CG2 2.19 0.70
7:Bg:206:VAL:CG2 3:Bh:36:ALA:HA 2.21 0.70
3:Bm:157:ASN:OD1 3:Bw:259:LEU:CD1 2.39 0.70
3:6:157:ASN:OD1 3:AF:259:LEU:CD1 2.39 0.70
3:AK:248:PRO:HB2 3:AK:252:ALA:HB3 1.74 0.70
3:AP:157:ASN:OD1 3:AZ:259:LEU:CD1 2.39 0.70
3:A7Z:248:PRO:HB2 3:A7Z:252:ALA:HB3 1.74 0.70
3:Ay:157:ASN:CG 3:A9:259:LEU:HG 2.17 0.70
3:A9:157:ASN:CG 3:BI:259:LEU:HG 2.17 0.70
3:BI:248:PRO:HB2 3:BI:252:ALA:HB3 1.74 0.70
3:1:32: THR:CG2 7:B6:205: THR:HB 2.19 0.70
3:6:259:LEU:CD1 3:B2:157:ASN:OD1 2.39 0.70
3:AF:248:PRO:HB2 3:AF:252:ALA:HB3 1.74 0.70
7:Ai:206:VAL:CG2 3:Aj:36:ALA:HA 2.21 0.70
3:A0:157:ASN:CG 3:Ay:259:LEU:HG 2.17 0.70
3:Bw:248:PRO:HB2 3:Bw:252:ALA:HB3 1.74 0.70
1:F:254:PRO:HD2 1:F:257:ARG:HD2 1.73 0.70
3:Aj:248:PRO:HB2 3:Aj:252:ALA:HB3 1.74 0.70
3:A9:248:PRO:HB2 3:A9:252:ALA:HB3 1.74 0.70
3:BD:248:PRO:HB2 3:BD:252:ALA:HB3 1.74 0.70
3:BI:157:ASN:CG 3:BS:259:LEU:HG 2.17 0.70
3:B2:248:PRO:HB2 3:B2:252:ALA:HB3 1.74 0.70
3:1:248:PRO:HB2 3:1:252:ALA:HB3 1.74 0.70
3:Ae:248:PRO:HB2 3:Ae:252:ALA:HB3 1.74 0.70
3:At:248:PRO:HB2 3:At:252:ALA:HB3 1.74 0.70
3:BN:248:PRO:HB2 3:BN:252:ALA:HB3 1.74 0.70
3:BS:157:ASN:OD1 3:Bc:259:LEU:CD1 2.39 0.70
3:Bc:248:PRO:HB2 3:Bc:252:ALA:HB3 1.74 0.70
3:Bh:157:ASN:OD1 3:Br:259:LEU:CD1 2.39 0.70
3:Br:248:PRO:HB2 3:Br:252:ALA:HB3 1.74 0.70
1:J:254:PRO:HD2 1:J:257:ARG:HD2 1.73 0.69
1:N:254:PRO:HD2 1:N:257:ARG:HD2 1.73 0.69
3:AU:248:PRO:HB2 3:AU:252:ALA:HB3 1.74 0.69
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Atom-1 Atom-2 distance (A) overlap (A)
3:Ae:157:ASN:CG 3:A0:259:LEU:HG 2.17 0.69
3:Bh:248:PRO:HB2 3:Bh:252:ALA:HB3 1.74 0.69
3:Br:157:ASN:CG 3:B2:259:LEU:HG 2.17 0.69
7:Bv:206:VAL:CG2 3:Bw:36:ALA:HA 2.21 0.69
1:B:254:PRO:HD2 1:B:257:ARG:HD2 1.73 0.69
3:1:259:LEU-HG 3:Bw:157:ASN:CG 2.17 0.69
3:A4:157:ASN:CG 3:BD:259:LEU.-HG 2.17 0.69
3:BX:248:PRO:HB2 3:BX:252:ALA:HB3 1.74 0.69
3:At:157:ASN:CG 3:A4:259:LEU:HG 2.17 0.69
3:BS:248:PRO:HB2 3:BS:252:ALA:HB3 1.74 0.69
3:Bm:157:ASN:CG 3:Bw:259:LEU:HG 2.17 0.69
3:At:133:MET:SD 3:Ay:157:ASN:ND2 2.66 0.69
3:BS:157:ASN:CG 3:Bc:259:LEU:-HG 2.17 0.69
3:Bh:157:ASN:CG 3:Br:259:.LEU:HG 2.17 0.69
1:7:254:PRO:HD2 1:7:257:ARG:HD2 1.74 0.69
1:d:254:PRO:HD2 1:d:257:ARG:HD2 1.73 0.69
3:1:157:ASN:CG 3:AA:259:LEU:HG 2.17 0.69
3:6:259:LEU:HG 3:B2:157:ASN:CG 2.17 0.69
3:Bm:248:PRO:HB2 3:Bm:252:ALA:HB3 1.74 0.69
1:x:254:PRO:HD2 1:x:257:ARG:HD2 1.73 0.69
3:AA:157:ASN:CG 3:AK:259:LEU:HG 2.17 0.69
3:AK:157:ASN:CG 3:AU:259:LEU:HG 2.17 0.69
3:AP:157:ASN:CG 3:AZ:259:LEU:HG 2.17 0.69
3:AU:157:ASN:CG 3:Ae:259:LEU:HG 2.17 0.69
3:A0:133:MET:SD 3:At:157:ASN:ND2 2.66 0.69
3:BD:157:ASN:CG 3:BN:259:LEU:HG 2.17 0.69
3:Bc:157:ASN:CG 3:Bm:259:LEU:-HG 2.17 0.69
3:AK:133:MET:SD 3:AP:157:ASN:ND2 2.66 0.69
3:BN:133:MET:SD 3:BS:157:ASN:ND2 2.66 0.69
1:V:254:PRO:HD2 1:V:257:ARG:HD2 1.73 0.69
1:p:254:PRO:HD2 1:p:257:ARG:HD2 1.73 0.69
3:AF:157:ASN:CG 3:AP:259:LEU:HG 2.17 0.69
3:AZ:157:ASN:CG 3:Aj:259:LEU:HG 2.17 0.69
3:BN:157:ASN:CG 3:BX:259:LEU-HG 2.17 0.69
3:BS:133:MET:SD 3:BX:157:ASN:ND2 2.66 0.69
3:BX:157:ASN:CG 3:Bh:259:LEU:HG 2.17 0.69
3:Bm:133:MET:SD 3:Br:157:ASN:ND2 2.66 0.69
7:B1:205: THR:HB 3:B2:32: THR:CG2 2.19 0.69
1:R:254:PRO:HD2 1:R:257:ARG:HD2 1.74 0.68
1:t:254:PRO:HD2 1:t:257:ARG:HD2 1.73 0.68
3:1:157:ASN:ND2 3:B2:133:MET:SD 2.66 0.68
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3:Aj:157:ASN:CG 3:At:259:LEU-HG 2.17 0.68
3:6:157:ASN:CG 3:AF:259:LEU:HG 2.17 0.68
3:BI:133:MET:SD 3:BN:157:ASN:ND2 2.66 0.68
1:h:254:PRO:HD2 1:h:257:ARG:HD2 1.73 0.68
1:1:254:PRO:HD2 1:1:257:ARG:HD2 1.73 0.68
3:Aj:133:MET:SD 3:A0:157:ASN:ND2 2.66 0.68
3:Bh:133:MET:SD 3:Bm:157:ASN:ND2 2.66 0.68
3:AF:133:MET:SD 3:AK:157:ASN:ND2 2.66 0.68
7:Bb:205: THR:CB 3:Bc:32:THR:CG2 2.72 0.68
3:1:32: THR:CG2 7:B6:205: THR:CB 2.72 0.68
7:5:205:THR:CB 3:6:32: THR:CG2 2.72 0.68
7:AJ:205:THR:CB 3:AK:32: THR:CG2 2.72 0.68
3:BD:133:MET:SD 3:BI:157:ASN:ND2 2.66 0.68
7:Bg:205: THR:CB 3:Bh:32:THR:CG2 2.72 0.68
7:BW:205:THR:CB 3:BX:32: THR:CG2 2.72 0.68
7:Bv:205:THR:CB 3:Bw:32: THR:CG2 2.72 0.68
7:A0:205:THR:CB 3:AP:32:THR:CG2 2.72 0.68
7:AT:205:THR:CB 3:AU:32: THR:CG2 2.72 0.68
7:AY:205:THR:CB 3:A7Z:32: THR:CG2 2.72 0.68
3:Bw:133:MET:SD 3:B2:157:ASN:ND2 2.66 0.68
1:E:94:PRO:O 7:AE:368:GLN:NE2 2.26 0.68
1:1:94:PRO:O 7:A0:368:GLN:NE2 2.26 0.68
1:M:94:PRO:O 7:AY:368:GLN:NE2 2.26 0.68
7:0:205:THR:CB 3:AA:32:THR:CG2 2.72 0.68
7:BM:205:THR:CB 3:BN:32: THR:CG2 2.72 0.68
7:BR:205:THR:CB 3:BS:32: THR:CG2 2.72 0.68
7:Bl1:205: THR:CB 3:Bm:32: THR:CG2 2.72 0.68
7:B1:205:THR:CB 3:B2:32:THR:CG2 2.72 0.68
6:AN:89:ALA:HB2 6:AN:103:VAL:HG12 1.77 0.67
6:AS:89:ALA:HB2 6:AS:103:VAL:HG12 1.76 0.67
7:Ad:205:THR:CB 3:Ae:32: THR:CG2 2.72 0.67
7:BH:205:THR:CB 3:BI:32:THR:CG2 2.72 0.67
1:A:94:PRO:O 7:5:368:GLN:NE2 2.26 0.67
3:AA:133:MET:SD 3:AF:157:ASN:ND2 2.66 0.67
6:Al:89:ALA:HB2 6:Al:103:VAL:HG12 1.77 0.67
6:BL:89:ALA:HB2 6:BL:103:VAL:HG12 1.77 0.67
6:BQ:89:ALA:HB2 6:BQ:103:VAL:HG12 1.77 0.67
6:BV:89:ALA:HB2 6:BV:103:VAL:HG12 1.76 0.67
6:AD:89:ALA:HB2 6:AD:103:VAL:HG12 1.77 0.67
6:AX:89:ALA:HB2 6:AX:103:VAL:HG12 1.77 0.67
7:Ai:205:THR:CB 3:Aj:32:THR:CG2 2.72 0.67
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7:BC:205:THR:CB 3:BD:32: THR:CG2 2.72 0.67
6:BG:89:ALA:HB2 6:BG:103:VAL:HG12 1.77 0.67
1:M:93:PRO:HD2 1:M:96:ARG:HD2 1.76 0.67
1:Q:94:PRO:O 7:Ai:368:GLN:NE2 2.26 0.67
7:A8:205:THR:CB 3:A9:32: THR:CG2 2.72 0.67
1:Q:93:PRO:HD2 1:Q:96:ARG:HD2 1.76 0.67
1:w:94:PRO:O 7:B1:368:GLN:NE2 2.26 0.67
3:Ae:133:MET:SD 3:Aj:157:ASN:ND2 2.66 0.67
7:An:205:THR:CB 3:A0:32:THR:CG2 2.72 0.67
3:A9:133:-MET:SD 3:BD:157:ASN:ND2 2.66 0.67
6:BB:89:ALA:HB2 6:BB:103:VAL:HG12 1.77 0.67
6:Ba:89:ALA:HB2 6:Ba:103:VAL:HG12 1.77 0.67
6:9:89:ALA:HB2 6:9:103:VAL:HG12 1.77 0.67
7:A3:205: THR:CB 3:A4:32: THR:CG2 2.72 0.67
3:Bc:133:MET:SD 3:Bh:157:ASN:ND2 2.66 0.67
1:U:93:PRO:HD2 1:U:96:ARG:HD2 1.76 0.67
6:Ac:89:ALA:HB2 6:Ac:103:VAL:HG12 1.77 0.67
7:As:205: THR:CB 3:At:32: THR:CG2 2.72 0.67
7:AE:154:ASN:OD1 7:AE:166:SER:OG 2.13 0.67
6:A7:89:ALA:HB2 6:A7:103:VAL:HG12 1.77 0.67
7:Bv:154:ASN:OD1 7:Bv:166:SER:OG 2.13 0.67
1:5:94:PRO:O 7:Bq:368:GLN:NE2 2.26 0.67
6:4:89:ALA:HB2 6:4:103:VAL:HG12 1.77 0.67
3:6:133:MET:SD 3:AA:157:ASN:ND2 2.66 0.67
7:Ax:205:THR:CB 3:Ay:32: THR:CG2 2.72 0.67
1:1:93:PRO:HD2 1:1:96:ARG:HD2 1.76 0.67
7:5:334:ARG:CD 7:0:353:GLU:HG2 2.25 0.67
7:0:154:ASN:OD1 7:0:166:SER:OG 2.13 0.67
6:Ah:226:ARG:NH2 7:An:323:THR:O 2.28 0.67
6:A2:226:ARG:NH2 7:A8:323: THR:O 2.28 0.67
6:Bf:89:ALA:HB2 6:Bf:103:VAL:HG12 1.77 0.67
1:Y:93:PRO:HD2 1:Y:96:ARG:HD2 1.76 0.66
7:0:205:THR:OG1 3:AA:32:THR:CG2 2.44 0.66
7:0:334:ARG:CD 7:AE:353:GLU:HG2 2.26 0.66
7:AE:334:ARG:CD 7:AJ:353:GLU:HG2 2.26 0.66
7:AJ:334:ARG:CD 7:A0:353:GLU:HG2 2.25 0.66
6:A7:226:ARG:NH2 7:BC:323:THR:O 2.28 0.66
7:A8:205:THR:0G1 3:A9:32: THR:CG2 2.44 0.66
1:U:94:PRO:O 7:As:368:GLN:NE2 2.26 0.66
1:¢:93:PRO:HD2 1:g:96:ARG:HD2 1.76 0.66
1:k:93:PRO:HD2 1:k:96:ARG:HD2 1.76 0.66
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7:5:205:THR:OG1 3:6:32: THR:CG2 2.44 0.66
7:5:353:GLU:HG2 7:B6:334:ARG:CD 2.26 0.66
7:A0:334:ARG:CD 7:AT:353:GLU:HG2 2.25 0.66
7:AY:154:ASN:OD1 7:AY:166:SER:OG 2.13 0.66
7:Ad:154:ASN:OD1 7:Ad:166:SER:OG 2.13 0.66
6:A2:89:ALA:HB2 6:A2:103:VAL:HG12 1.76 0.66
7:A3:205:THR:0G1 3:A4:32: THR:CG2 2.44 0.66
3:Br:133:MET:SD 3:Bw:157:ASN:ND2 2.66 0.66
6:B5:89:ALA:HB2 6:B5:103:VAL:HG12 1.76 0.66
3:1:32: THR:CG2 7:B6:205: THR:OG1 2.44 0.66
7:AE:205:THR:OG1 3:AF:32:THR:CG2 2.44 0.66
6:Ah:89:ALA:HB2 6:Ah:103:VAL:HG12 1.77 0.66
7:Ax:205:THR:OG1 3:Ay:32: THR:CG2 2.44 0.66
7:BC:205:THR:OG1 3:BD:32: THR:CG2 2.44 0.66
7:Bq:154:ASN:OD1 7:Bq:166:SER:OG 2.13 0.66
7:B1:334:ARG:CD 7:B6:353:GLU:HG2 2.26 0.66
1:F:245:ARG:HB2 1:F:260:VAL:HG11 1.77 0.66
1:0:94:PRO:O 7:Bg:368:GLN:NE2 2.26 0.66
7:AE:50:LEU:HD21 7:AE:67:LEU:HD23 1.78 0.66
7:AE:205:THR:CB 3:AF:32:THR:CG2 2.72 0.66
7:AT:334:ARG:CD 7:AY:353:GLU:HG2 2.26 0.66
7:Bg:205: THR:OG1 3:Bh:32: THR:CG2 2.44 0.66
1:E:93:PRO:HD2 1:E:96:ARG:HD2 1.76 0.66
7:5:50:LEU:HD21 7:5:67:LEU:HD23 1.78 0.66
7:0:50:LEU:HD21 7:0:67:LEU:HD23 1.78 0.66
7:AJ:205:THR:0G1 3:AK:32: THR:CG2 2.44 0.66
6:Am:226:ARG:NH2 7:As:323: THR:O 2.28 0.66
6:BV:226:ARG:NH2 7:Bb:323:THR:O 2.28 0.66
7:BW:50:LEU:HD21 | 7:BW:67:LEU:HD23 1.78 0.66
7:Bb:205: THR:OG1 3:Bc:32:THR:CG2 2.44 0.66
6:Bk:89:ALA:HB2 6:Bk:103:VAL:HG12 1.77 0.66
7:Bq:205: THR:CB 3:Br:32:THR:CG2 2.72 0.66
7:Bv:334:ARG:CD 7:B1:353:GLU:HG2 2.26 0.66
7:B1:205:THR:OG1 3:B2:32:THR:CG2 2.44 0.66
1:¢:93:PRO:HD2 1:¢:96:ARG:HD2 1.76 0.66
3:1:133:MET:SD 3:6:157:ASN:ND2 2.66 0.66
7:AJ:50:LEU:HD21 7:AJ:67:LEU:HD23 1.78 0.66
7:AT:154:ASN:OD1 7:AT:166:SER:OG 2.13 0.66
7:AY:334:ARG:CD 7:Ad:353:GLU:HG2 2.25 0.66
7:As:205: THR:OG1 3:At:32: THR:CG2 2.44 0.66
7:BR:50:LEU:HD21 7:BR:67:LEU:HD23 1.78 0.66
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7:BW:154:ASN:OD1 7:BW:166:SER:OG 2.13 0.66
7:B1:205: THR:OG1 3:Bm:32: THR:CG2 2.44 0.66
1:B:245:ARG:HB2 1:B:260:VAL:HG11 1.77 0.66
1:0:93:PRO:HD2 1:0:96:ARG:HD2 1.76 0.66
6:AN:226:ARG:NH2 7:AT:323:THR:O 2.29 0.66
3:AU:133:MET:SD 3:AZ:157:ASN:ND2 2.66 0.66
7:BH:205:THR:OG1 3:BI:32:THR:CG2 2.44 0.66
7:Bb:50:LEU:HD21 7:Bb:67:LEU:HD23 1.78 0.66
7:Bb:154:ASN:OD1 7:Bb:166:SER:OG 2.13 0.66
7:Bq:334:ARG:CD 7:Bv:353:GLU:HG2 2.26 0.66
1:k:94:PRO:O 7:BW:368:GLN:NE2 2.26 0.66
7:5:154:ASN:OD1 7:5:166:SER:OG 2.13 0.66
7:AO:50:LEU:HD21 7:AO:67:LEU:HD23 1.78 0.66
3:AZ:133:MET:SD 3:Ae:157:ASN:ND2 2.66 0.66
7:Ad:334:ARG:CD 7:Ai:353:GLU:HG2 2.26 0.66
7:Ai:154:ASN:OD1 7:Ai:166:SER:OG 2.13 0.66
6:Am:89:ALA:HB2 6:Am:103:VAL:HG12 1.76 0.66
3:A4:133:-MET:SD 3:A9:157:ASN:ND2 2.66 0.66
6:BB:226:ARG:NH2 7:BH:323: THR:O 2.28 0.66
7:BW:205:THR:0G1 3:BX:32: THR:CG2 2.44 0.66
7:Bv:205: THR:OG1 3:Bw:32: THR:CG2 2.44 0.66
6:Bz:89:ALA:HB2 6:Bz:103:VAL:HG12 1.77 0.66
1:N:245:ARG:HB2 1:N:260:VAL:HG11 1.78 0.66
1:Y:94:PRO:O 7:A3:368:GLN:NE2 2.26 0.66
1:2:94:PRO:O 7:BM:368:GLN:NE2 2.26 0.66
1:x:245:ARG:HB2 1:x:260:VAL:HG11 1.78 0.66
7:A0:205:THR:OG1 3:AP:32: THR:CG2 2.44 0.66
7:An:205:THR:OG1 3:A0:32:THR:CG2 2.44 0.66
6:Aw:89:ALA:HB2 6:Aw:103:VAL:HG12 1.77 0.66
7:BR:154:ASN:OD1 7:BR:166:SER:OG 2.13 0.66
7:Bg:50:LEU:HD21 7:Bg:67:LEU:HD23 1.78 0.66
6:Bp:89:ALA:HB2 6:Bp:103:VAL:HG12 1.76 0.66
7:B6:50:LEU:HD21 7:B6:67:LEU:HD23 1.78 0.66
1:J:245:ARG:HB2 1:J:260:VAL:HG11 1.78 0.66
1:¢:94:PRO:O 7:BC:368:GLN:NE2 2.26 0.66
7:BM:50:LEU:HD21 7:BM:67:-LEU:HD23 1.78 0.66
7:B1:334:ARG:CD 7:Bq:353:GLU:HG2 2.26 0.66
7:Bq:205: THR:0G1 3:Br:32:THR:CG2 2.44 0.66
3:AK:157:ASN:OD1 3:AU:259:LEU:HG 1.96 0.65
7:Ai:334:ARG:CD 7:An:353:GLU:HG2 2.26 0.65
1:A:93:PRO:HD2 1:A:96:ARG:HD2 1.76 0.65
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3:6:157:ASN:OD1 3:AF:259:LEU:HG 1.96 0.65
7:AT:50:LEU:HD21 7:AT:67:LEU:HD23 1.78 0.65
7:Ai:205: THR:OG1 3:Aj:32:THR:CG2 2.44 0.65
7:A3:154:ASN:OD1 7:A3:166:SER:OG 2.13 0.65
6:Ba:226: ARG:NH2 7:Bg:323: THR:O 2.28 0.65
7:Bg:334:ARG:CD 7:B1:353:GLU:HG2 2.26 0.65
7:Bl:50:LEU:HD21 7:Bl:67:LEU:HD23 1.78 0.65
7:Bl:154:ASN:OD1 7:B1:166:SER:OG 2.13 0.65
1:7:245:ARG:HB2 1:7:260:VAL:HG11 1.77 0.65
1:t:245:ARG:HB2 1:t:260:VAL:HG11 1.78 0.65
3:1:157:ASN:OD1 3:AA:259:LEU:HG 1.97 0.65
3:AA:157:ASN:OD1 3:AK:259:LEU:HG 1.96 0.65
3:AP:133:MET:SD 3:AU:157:ASN:ND2 2.66 0.65
7:AT:205:THR:OG1 3:AU:32: THR:CG2 2.44 0.65
7:Ax:154:ASN:OD1 7:Ax:166:SER:OG 2.13 0.65
7:BH:50:LEU:HD21 7:BH:67:-LEU:HD23 1.78 0.65
7:BM:205:THR:OG1 3:BN:32: THR:CG2 2.44 0.65
7:BR:205:THR:OG1 3:BS:32: THR:CG2 2.44 0.65
6:Bu:89:ALA:HB2 6:Bu:103:VAL:HG12 1.77 0.65
6:AS:226:ARG:NH2 7:AY:323:THR:O 2.28 0.65
7:An:334:ARG:CD 7:As:353:GLU:HG2 2.26 0.65
7:A8:154:ASN:OD1 7:A8:166:SER:OG 2.13 0.65
7:Bb:334:ARG:CD 7:Bg:353:GLU:HG2 2.25 0.65
7:B1:50:LEU:HD21 7:B1:67:LEU:HD23 1.78 0.65
1:w:93:PRO:HD2 1:w:96:ARG:HD2 1.76 0.65
3:6:259:LEU-HG 3:B2:157:ASN:OD1 1.97 0.65
7:Ad:205:THR:OG1 3:Ae:32: THR:CG2 2.44 0.65
6:Ar:226:ARG:NH2 7:Ax:323:THR:O 2.28 0.65
7:Ax:334:ARG:CD 7:A3:353:GLU:HG2 2.26 0.65
3:BX:133:MET:SD 3:Bc:157:ASN:ND2 2.66 0.65
1:d:245:ARG:HB2 1:d:260:VAL:HG11 1.78 0.65
3:1:259:LEU:HG 3:Bw:157:ASN:OD1 1.96 0.65
7:A0:154:ASN:OD1 7:A0:166:SER:OG 2.13 0.65
6:AS:158:ASN:ND2 6:AX:116:GLY:O 2.30 0.65
3:AZ:157:ASN:OD1 3:Aj:259:LEU:HG 1.96 0.65
6:Ar:89:ALA:HB2 6:Ar:103:VAL:HG12 1.77 0.65
6:A2:158:ASN:ND2 6:A7:116:GLY:O 2.30 0.65
7:AR:72:GLU:HG3 5:BA:6:PRO:HA 1.79 0.65
6:BB:158:ASN:ND2 6:BG:116:GLY:O 2.30 0.65
6:BQ:158:ASN:ND2 6:BV:116:GLY:O 2.30 0.65
3:Br:157:ASN:OD1 3:B2:259:LEU-HG 1.96 0.65
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1:5:93:PRO:HD2 1:5:96:ARG:HD2 1.76 0.65
3:AF:157:ASN:OD1 3:AP:259:LEU:HG 1.97 0.65
7:AY:205:THR:OG1 3:AZ:32: THR:CG2 2.44 0.65
7:Ad:72:GLU:HG3 5:Ag:6:PRO:HA 1.79 0.65
6:Ah:158:ASN:ND2 6:Am:116:GLY:O 2.30 0.65
7:As:154:ASN:OD1 7:As:166:SER:OG 2.13 0.65
7:A3:72:GLU:HG3 5:A6:6:PRO:HA 1.79 0.65
7:BW:334:ARG:CD 7:Bb:353:GLU:HG2 2.26 0.65
7:5:323: THR:O 6:B5:226:ARG:NH2 2.28 0.65
6:AN:158:ASN:ND2 6:AS:116:GLY:O 2.30 0.65
7:AY:50:LEU:HD21 7:AY:67:LEU:HD23 1.78 0.65
6:Ac:158:ASN:ND2 6:Ah:116:GLY:O 2.30 0.65
3:Ae:157:ASN:OD1 3:A0:259:LEU:HG 1.96 0.65
7:Ai:72:GLU:HG3 5:Al:6:PRO:HA 1.79 0.65
7:As:317:LYS:NZ 7:As:359:ASP:0OD2 2.30 0.65
7:As:334:ARG:CD 7:Ax:353:GLU:HG2 2.26 0.65
6:Aw:158:ASN:ND2 6:A2:116:GLY:O 2.30 0.65
6:A7:158:ASN:ND2 6:BB:116:GLY:O 2.30 0.65
7:BC:50:LEU:HD21 7:BC:67:LEU:HD23 1.78 0.65
7:BM:154:ASN:OD1 7:BM:166:SER:OG 2.13 0.65
7:BR:334:ARG:CD 7:BW:353:GLU:HG2 2.25 0.65
7:BW:72:GLU:HG3 5:BZ:6:PRO:HA 1.79 0.65
7:Bl:317:LYS:NZ 7:B1:359:ASP:0OD2 2.30 0.65
7:Bq:50:LEU:HD21 7:Bq:67:LEU:HD23 1.78 0.65
1:R:245:ARG:HB2 1:R:260:VAL:HG11 1.77 0.65
6:9:158:ASN:ND2 6:AD:116:GLY:O 2.30 0.65
7:A8:317:LYS:NZ 7:A8:359:ASP:0OD2 2.30 0.65
7:BC:154:ASN:OD1 7:BC:166:SER:OG 2.13 0.65
7:BM:334:ARG:CD 7:BR:353:GLU:HG2 2.25 0.65
7:BR:317:LYS:NZ 7:BR:359:ASP:0D2 2.30 0.65
6:AD:158:ASN:ND2 6:AI:116:GLY:O 2.30 0.65
7:Ad:317:LYS:NZ 7:Ad:359:ASP:0OD2 2.30 0.65
7:A3:334:ARG:CD 7:A8:353:GLU:HG2 2.26 0.65
7:A8:334:ARG:CD 7:BC:353:GLU:HG2 2.25 0.65
7:BC:317:LYS:NZ 7:BC:359:ASP:0D2 2.30 0.65
6:BG:226:ARG:NH2 7:BM:323: THR:O 2.28 0.65
7:BR:72:GLU:HG3 5:BU:6:PRO:HA 1.79 0.65
7:BW:317:LYS:NZ 7:BW:359:ASP:0D2 2.30 0.65
7:Bb:72:GLU:HG3 5:Be:6:PRO:HA 1.79 0.65
6:Bf:158:ASN:ND2 6:Bk:116:GLY:O 2.30 0.65
7:Bv:50:LEU:HD21 7:Bv:67:LEU:HD23 1.78 0.65
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

7:B1:317:LYS:NZ 7:B1:359:ASP:OD2 2.30 0.65
1:V:245:ARG:HB2 1:V:260:VAL:HG11 1.78 0.64
7:AY:72:GLU:HG3 5:Ab:6:PRO:HA 1.79 0.64
7:An:317:-LYS:NZ 7:An:359:ASP:0D2 2.30 0.64
7:BC:72:GLU:HG3 5:BF:6:PRO:HA 1.79 0.64
7:BC:334:ARG:CD 7:BH:353:GLU:HG2 2.26 0.64
7:BH:334:ARG:CD 7:BM:353:GLU:HG2 2.26 0.64
7:Bg:72:GLU:CB 5:Bj:6:PRO:HA 2.28 0.64
7:Bg:317:LYS:NZ 7:Bg:359:ASP:0D2 2.30 0.64
3:AU:157:ASN:OD1 3:Ae:259:LEU:HG 1.96 0.64
7:AY:317:LYS:NZ 7:AY:359:ASP:0OD2 2.30 0.64
3:Aj:157:ASN:OD1 3:At:259:LEU:HG 1.97 0.64
6:Ar:158:ASN:ND2 6:Aw:116:GLY:O 2.30 0.64
7:A8:50:LEU:HD21 7:A8:67:LEU:HD23 1.78 0.64
6:BL:158: ASN:ND2 6:BQ:116:GLY:O 2.30 0.64
6:BV:158:ASN:ND2 6:Ba:116:GLY:O 2.30 0.64
7:Bb:72:GLU:CB 5:Be:6:PRO:HA 2.28 0.64
6:Bk:158:ASN:ND2 6:Bp:116:GLY:O 2.30 0.64
7:Bl:72:GLU:CB 5:Bo:6:PRO:HA 2.28 0.64
6:Bz:158:ASN:ND2 6:B5:116:GLY:O 2.30 0.64
7:B6:154:ASN:OD1 7:B6:166:SER:OG 2.13 0.64
1:h:245:ARG:HB2 1:h:260:VAL:HG11 1.77 0.64
1:p:245:ARG:HB2 1:p:260:VAL:HG11 1.78 0.64
5:3:6:PRO:HA 7:B6:72:GLU:CB 2.28 0.64
7:AO:317:LYS:NZ 7:A0:359:ASP:0OD2 2.30 0.64
3:AP:157:ASN:OD1 3:AZ:259:LEU:HG 1.97 0.64
6:AX:158:ASN:ND2 6:Ac:116:GLY:O 2.30 0.64
6:Am:158:ASN:ND2 6:Ar:116:GLY:O 2.30 0.64
7:An:72:GLU:CB 5:Aq:6:PRO:HA 2.28 0.64
3:Ay:133:MET:SD 3:A4:157:ASN:ND2 2.66 0.64
7:A8:72:GLU:CB 5:BA:6:PRO:HA 2.28 0.64
7:BC:72:GLU:CB 5:BF:6:PRO:HA 2.28 0.64
6:Bf:226:ARG:NH2 7:Bl:323: THR.:O 2.28 0.64
7:AJ:72:GLU:CB 5:AM:6:PRO:HA 2.28 0.64
7:A0O:72:GLU:CB 5:AR:6:PRO:HA 2.28 0.64
7:Ad:50:LEU:HD21 7:Ad:67:LEU:HD23 1.78 0.64
7:An:72:GLU:HG3 5:Aq:6:PRO:HA 1.79 0.64
3:A0:157:ASN:OD1 3:Ay:259:LEU:HG 1.96 0.64
7:Ax:72:GLU:HG3 5:A1:6:PRO:HA 1.79 0.64
7:Ax:317:LYS:NZ 7:Ax:359:ASP:0OD2 2.30 0.64
3:BN:157:ASN:OD1 3:BX:259:LEU:HG 1.96 0.64
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Atom-1 Atom-2 distance (A) overlap (A)

6:Bk:226: ARG:NH2 7:Bq:323: THR:O 2.28 0.64
7:5:72:GLU:CB 5:8:6:PRO:HA 2.28 0.64
7:0:72:GLU:CB 5:AC:6:PRO:HA 2.28 0.64
6:BG:158:ASN:ND2 6:BL:116:GLY:O 2.30 0.64
7:Bg:72:GLU:HG3 5:Bj:6:PRO:HA 1.79 0.64
6:Bu:158:ASN:ND2 6:Bz:116:GLY:O 2.30 0.64
7:Bv:317:LYS:NZ 7:Bv:359:ASP:0OD2 2.30 0.64
6:Bz:226: ARG:NH2 7:B6:323: THR:O 2.29 0.64
7:B1:96:ARG:HG2 7:B1:97:ARG:HG3 1.79 0.64
7:B6:96:ARG:HG2 7:B6:97:ARG:HG3 1.79 0.64
1:5:138:SER:OG 1:s:148:ARG:NH1 2.31 0.64
6:4:226:ARG:NH2 7:0:323: THR:O 2.28 0.64
7:5:96:ARG:HG2 7:5:97:ARG:HG3 1.79 0.64
6:Al:158:ASN:ND2 6:AN:116:GLY:O 2.30 0.64
6:AX:226:ARG:NH2 7:Ad:323:THR:O 2.28 0.64
7:A1:72:GLU:CB 5:Al:6:PRO:HA 2.28 0.64
7:As:72:GLU:CB 5:Av:6:PRO:HA 2.28 0.64
7:A3:72:GLU:CB 5:A6:6:PRO:HA 2.28 0.64
3:A9:157:ASN:OD1 3:BI:259:LEU:HG 1.96 0.64
3:BI:157:ASN:OD1 3:BS:259:LEU:HG 1.97 0.64
7:BM:317:LYS:NZ 7:BM:359:ASP:0OD2 2.30 0.64
3:BS:157:ASN:OD1 3:Bc:259:LEU:HG 1.97 0.64
7:BW:72:GLU:CB 5:BZ:6:PRO:HA 2.28 0.64
3:Bc:157:ASN:OD1 3:Bm:259:LEU:HG 1.96 0.64
6:Bp:226:ARG:NH2 7:Bv:323: THR:O 2.28 0.64
7:Bq:72:GLU:CB 5:Bt:6:PRO:HA 2.28 0.64
7:Bv:96:ARG:HG2 7:Bv:97:ARG:HG3 1.79 0.64
1:1:245:ARG:HB2 1:1:260: VAL:HG11 1.77 0.64
7:AJ:317:LYS:NZ 7:AJ:359:ASP:0OD2 2.30 0.64
7:An:154:ASN:OD1 7:An:166:SER:OG 2.13 0.64
7:A3:50:LEU:HD21 7:A3:67:LEU:HD23 1.78 0.64
7:A3:317:LYS:NZ 7:A3:359:ASP:0OD2 2.30 0.64
3:BD:157:ASN:OD1 3:BN:259:LEU:HG 1.96 0.64
3:BX:157:ASN:OD1 3:Bh:259:LEU:HG 1.96 0.64
3:Bh:157:ASN:OD1 3:Br:259:LEU:HG 1.96 0.64
5:3:6:PRO:HA 7:B6:72:GLU:HG3 1.79 0.64
6:4:116:GLY:O 6:B5:158:ASN:ND2 2.30 0.64
7:5:72:GLU:HG3 5:8:6:PRO:HA 1.79 0.64
7:5:317:-LYS:NZ 7:5:359:ASP:0D2 2.30 0.64
7:Ax:50:LEU:HD21 7:Ax:67:LEU:HD23 1.78 0.64
7:A3:96:ARG:HG2 7:A3:97:ARG:HG3 1.79 0.64
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Atom-1 Atom-2 distance (A) overlap (A)
3:A4:157:ASN:OD1 3:BD:259:LEU:HG 1.97 0.64
7:BH:317:LYS:NZ 7:BH:359:ASP:0D2 2.30 0.64
7:BM:72:GLU:HG3 5:BP:6:PRO:HA 1.79 0.64
6:Ba:158:ASN:ND2 6:Bf:116:GLY:O 2.30 0.64
7:Bg:154:ASN:OD1 7:Bg:166:SER:OG 2.13 0.64
7:Bq:96:ARG:HG2 7:Bq:97:ARG:HG3 1.79 0.64
7:0:72:GLU:HG3 5:AC:6:PRO:HA 1.79 0.64
7:0:96:ARG:HG2 7:0:97:ARG:HG3 1.79 0.64
7:AE:72:GLU:CB 5:AH:6:PRO:HA 2.28 0.64
7:AT:72:GLU:HG3 5:AW:6:PRO:HA 1.79 0.64
7:A8:96:ARG:HG2 7:A8:97:ARG:HG3 1.79 0.64
7:BR:72:GLU:CB 5:BU:6:PRO:HA 2.28 0.64
6:4:158:ASN:ND2 6:9:116:GLY:O 2.30 0.64
7:AT:72:GLU:CB 5:AW:6:PRO:HA 2.28 0.64
7:Ai:50:LEU:HD21 7:Ai:67:LEU:HD23 1.78 0.64
7:An:50:LEU:HD21 7:An:67:LEU:HD23 1.78 0.64
3:At:157:ASN:OD1 3:A4:259:LEU:HG 1.96 0.64
7:Ax:72:GLU:CB 5:A1:6:PRO:HA 2.28 0.64
7:Ax:96:ARG:HG2 7:Ax:97:ARG:HG3 1.79 0.64
7:BC:96:ARG:HG2 7:BC:97:ARG:HG3 1.79 0.64
7:BH:154:ASN:OD1 7:BH:166:SER:OG 2.13 0.64
7:B1:72:GLU:CB 5:B4:6:PRO:HA 2.28 0.64
1:w:138:SER:OG 1:w:148:ARG:NH1 2.31 0.63
7:AE:72:GLU:HG3 5:AH:6:PRO:HA 1.79 0.63
7:As:50:LEU:HD21 7:As:67:LEU:HD23 1.78 0.63
7:As:96:ARG:HG2 7:As:97:ARG:HG3 1.79 0.63
6:Aw:226:ARG:NH2 7:A3:323: THR:O 2.29 0.63
7:BH:72:GLU:CB 5:BK:6:PRO:HA 2.28 0.63
7:BH:72:GLU:HG3 5:BK:6:PRO:HA 1.79 0.63
7:BH:96:ARG:HG2 7:BH:97:ARG:HG3 1.79 0.63
7:B1:96:ARG:HG2 7:B1:97:ARG:HG3 1.79 0.63
7:Bv:72:GLU:CB 5:By:6:PRO:HA 2.28 0.63
7:B1:72:GLU:HG3 5:B4:6:PRO:HA 1.79 0.63
7:AE:96:ARG:HG2 7T:AE:97:ARG:HG3 1.79 0.63
7:Ad:72:GLU:CB 5:Ag:6:PRO:HA 2.28 0.63
7:Ai:206:VAL:HG23 3:Aj:36:ALA:CA 2.29 0.63
7:Ax:206:VAL:HG23 3:Ay:36:ALA:CA 2.29 0.63
6:AD:226:ARG:NH2 7:AJ:323: THR:O 2.28 0.63
7:AJ:154:ASN:OD1 7:AJ:166:SER:0G 2.13 0.63
7:AY:72:GLU:CB 5:Ab:6:PRO:HA 2.28 0.63
7:An:96:ARG:HG2 7:An:97:ARG:HG3 1.79 0.63
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Atom-1 Atom-2 distance (A) overlap (A)

7:BC:206:VAL:HG23 3:BD:36:ALA:CA 2.29 0.63
7:BM:96:ARG:HG2 7:BM:97:ARG:HG3 1.79 0.63
7:BW:206:VAL:HG23 3:BX:36:ALA:CA 2.29 0.63
6:Bu:226:ARG:NH2 7:B1:323: THR:O 2.28 0.63
7:Bv:72:GLU:HG3 5:By:6:PRO:HA 1.79 0.63
1:Q:283:ARG:NH2 2:T:106:GLY:HA3 2.14 0.63
1:¢:283:ARG:NH2 2:1:106:GLY:HA3 2.14 0.63
1:w:283:ARG:NH2 2:2:106:GLY:HA3 2.14 0.63
6:A1:226:ARG:NH2 7:A0:323:THR:O 2.28 0.63
7:AT:206:VAL:HG23 3:AU:36:ALA:CA 2.29 0.63
7:As:72:GLU:HG3 5:Av:6:PRO:HA 1.79 0.63
7:BR:206:VAL:HG23 3:BS:36:ALA:CA 2.29 0.63
7:Bb:317:LYS:NZ 7:Bb:359:ASP:0D2 2.30 0.63
7:Bg:206:VAL:HG23 3:Bh:36:ALA:CA 2.29 0.63
6:Bp:158:ASN:ND2 6:Bu:116:GLY:O 2.30 0.63
1:Y:283:ARG:NH2 2:b:106:GLY:HA3 2.14 0.63
1:2:283:ARG:NH2 2:3:106:GLY:HA3 2.14 0.63
1:5:283:ARG:NH2 2:v:106:GLY:HA3 2.14 0.63
7:AJ:72:GLU:HG3 5:AM:6:PRO:HA 1.79 0.63
7:BH:206:VAL:HG23 3:BI:36:ALA:CA 2.29 0.63
7:BL:72:GLU:HG3 5:Bo:6:PRO:HA 1.79 0.63
7:B1:206: VAL:HG23 3:Bm:36:ALA:CA 2.29 0.63
3:Bm:157:ASN:OD1 3:Bw:259:LEU:HG 1.97 0.63
7:Bv:206:VAL:HG23 3:Bw:36:ALA:CA 2.29 0.63
1:U:283:ARG:NH2 2:X:106:GLY:HA3 2.14 0.63
7:AJ:96:ARG:HG2 7:AJ:97:ARG:HG3 1.79 0.63
7:Ai:317:LYS:NZ 7:Ai:359:ASP:0OD2 2.30 0.63
3:Ay:157:ASN:OD1 3:A9:259:LEU:HG 1.97 0.63
7:A3:206:VAL:HG23 3:A4:36:ALA:CA 2.29 0.63
6:BL:226:ARG:NH2 7:BR:323: THR:O 2.28 0.63
7:BM:72:GLU:CB 5:BP:6:PRO:HA 2.28 0.63
1:A:138:SER:OG 1:A:148:ARG:NH1 2.31 0.63
1:E:283:ARG:NH2 2:H:106:GLY:HA3 2.14 0.63
7:5:206:VAL:HG23 3:6:36:ALA:CA 2.29 0.63
7:AJ:206:VAL:HG23 3:AK:36:ALA:CA 2.29 0.63
7:AY:206:VAL:HG23 3:AZ:36:ALA:CA 2.29 0.63
7:A1:96:ARG:HG2 7:A1:97:ARG:HG3 1.79 0.63
7:An:206:VAL:HG23 3:A0:36:ALA:CA 2.29 0.63
7:BR:96:ARG:HG2 7:BR:97:ARG:HG3 1.79 0.63
7:Bg:96:ARG:HG2 7:Bg:97:ARG:HG3 1.80 0.63
1:1:283:ARG:NH2 2:1.:106:GLY:HA3 2.14 0.63
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6:9:226:ARG:NH2 7:AE:323: THR:O 2.28 0.63
7:Bq:72:GLU:HG3 5:Bt:6:PRO:HA 1.79 0.63
7:-AE:206:VAL:HG23 3:AF:36:ALA:CA 2.29 0.63
7:A0O:72:GLU:HG3 5:AR:6:PRO:HA 1.79 0.63
1:k:283:ARG:NH2 2:1:106:GLY:HA3 2.14 0.62
7:AT:317:LYS:NZ 7:AT:359:ASP:0D2 2.30 0.62
7:Ai:321: TRP:HE1 7:Ai:374:ASN:HD22 1.47 0.62
7:An:321: TRP:HE1 7:An:374:ASN:HD22 1.47 0.62
7:As:206:VAL:HG23 3:At:36:ALA:CA 2.29 0.62
7:B1:206:VAL:HG23 3:B2:36:ALA:CA 2.29 0.62
7:Ad:206:VAL:HG23 3:Ae:36:ALA:CA 2.29 0.62
7:As:321:TRP:HE1 7:As:374:ASN:HD22 1.47 0.62
6:BQ:226:ARG:NH2 7:BW:323:THR:O 2.29 0.62
7:B1:154:ASN:OD1 7:B1:166:SER:OG 2.13 0.62
7:Ad:96:ARG:HG2 7:Ad:97:ARG:HG3 1.80 0.62
7:BW:96:ARG:HG2 7:BW:97:ARG:HG3 1.79 0.62
7:Bb:96:ARG:HG2 7:Bb:97:ARG:HG3 1.79 0.62
3:1:36:ALA:CA 7:B6:206:VAL:HG23 2.29 0.62
7:A0:96:ARG:HG2 7:AO:97:ARG:HG3 1.79 0.62
7:Ad:321: TRP:HE1 7:Ad:374:ASN:HD22 1.47 0.62
7:Bq:317:LYS:NZ 7:Bq:359:ASP:0OD2 2.30 0.62
6:Ac:226:ARG:NH2 7:Ai:323:THR:O 2.28 0.62
7:Ax:321: TRP:HE1 7:Ax:374:ASN:HD22 1.47 0.62
7:A8:206:VAL:HG23 3:A9:36:ALA:CA 2.29 0.62
1:E:138:SER:OG 1:E:148:ARG:NH1 2.31 0.62
7:AE:317:LYS:NZ 7:AE:359:ASP:0OD2 2.30 0.62
7:Bb:206:VAL:HG23 3:Bc:36:ALA:CA 2.29 0.62
1:M:283:ARG:NH2 2:P:106:GLY:HA3 2.14 0.62
1:0:283:ARG:NH2 2:1:106:GLY:HA3 2.14 0.62
7:BM:206:VAL:HG23 3:BN:36:ALA:CA 2.29 0.62
7:Bg:321: TRP:HE1 7:Bg:374:ASN:HD22 1.47 0.62
7:AY:96:ARG:HG2 7:AY:97:ARG:HG3 1.79 0.62
7:Bb:233:HIS:NE2 7:Bg:353:GLU:OE2 2.33 0.62
7:B6:317:LYS:NZ 7:B6:359:ASP:0OD2 2.30 0.62
1:A:283:ARG:NH2 2:D:106:GLY:HA3 2.14 0.62
7:0:206:VAL:HG23 3:AA:36:ALA:CA 2.29 0.62
7:-AE:233:HIS:NE2 7:AJ:353:GLU:OE2 2.33 0.62
7:AJ:233:HIS:NE2 7:A0:353:GLU:OE2 2.33 0.62
7:A0:206:VAL:HG23 3:AP:36:ALA:CA 2.29 0.62
7:Bq:206: VAL:HG23 3:Br:36:ALA:CA 2.29 0.62
7:B1:233:HIS:NE2 7:B6:353:GLU:OE2 2.33 0.62
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4:AB:134:VAL:HG12 7:AE:70:LEU:HD12 1.82 0.62
4:AQ:134:VAL:HG12 | T7:AT:70:LEU:HD12 1.82 0.62
7:AY:321:TRP:HE1 7:-AY:374:ASN:HD22 1.47 0.62
7:BR:321: TRP:HE1 7:BR:374:ASN:HD22 1.46 0.62
7:BW:233:HIS:NE2 7:Bb:353:GLU:OE2 2.33 0.62
7:Bb:321: TRP:HE1 7:Bb:374:ASN:HD22 1.47 0.62
7:Bv:233:HIS:NE2 7:B1:353:GLU:OE2 2.33 0.62
4:2:134:VAL:HG12 7:5:70:LEU:HD12 1.82 0.61
4:7:134:VAL:HG12 7:0:70:LEU:HD12 1.82 0.61
7:0:321: TRP:HE1 7:0:374:ASN:HD22 1.47 0.61
4:AG:134:VAL:HG12 7:AJ:70:LEU:HD12 1.83 0.61
7:AT:96:ARG:HG2 7:AT:97:ARG:HG3 1.79 0.61
4:AV:134:VAL:HG12 7:AY:70:LEU:HD12 1.82 0.61
4:Aa:134:VAL:HG12 7:Ad:70:LEU:HD12 1.82 0.61
3:Ae:35:ASP:HB3 3:Ae:38:GLU:HG2 1.82 0.61
7:A3:321: TRP:HE1 7:A3:374:ASN:HD22 1.47 0.61
7:Bg:233:HIS:NE2 7:B1:353:GLU:OE2 2.33 0.61
6:Bu:97:PRO:HD3 6:Bu:173:GLU:HG3 1.82 0.61
3:1:157:ASN:OD1 3:AA:259:LEU:CG 2.48 0.61
4:AL:134:VAL:HG12 7:AO:70:LEU:HD12 1.83 0.61
4:Af:134:VAL:HG12 7:Ai:70:LEU:HD12 1.82 0.61
3:Aj:35:ASP:HB3 3:Aj:38:GLU:HG2 1.82 0.61
4:Ak:134:VAL:HG12 7:An:70:LEU:HD12 1.82 0.61
7:BW:321:TRP:HE1 | 7:BW:374:ASN:HD22 1.47 0.61
3:BX:157:ASN:OD1 3:Bh:259:LEU:CG 2.48 0.61
3:Bh:35:ASP:HB3 3:Bh:38:GLU:HG2 1.82 0.61
3:Bh:157:ASN:OD1 3:Br:259:LEU.CG 2.48 0.61
6:Bp:97:PRO:HD3 6:Bp:173:GLU:HGS3 1.82 0.61
3:Bw:35:ASP:HB3 3:Bw:38:GLU:HG2 1.83 0.61
7:5:353:GLU:OE2 7:B6:233:HIS:NE2 2.33 0.61
3:6:157:ASN:OD1 3:AF:259:LEU:CG 2.48 0.61
7:0:233:HIS:NE2 7:AE:353:GLU:OE2 2.33 0.61
3:AF:35:ASP:HB3 3:AF:38:GLU:HG2 1.83 0.61
3:AK:157:ASN:OD1 3:AU:259:LEU:CG 2.49 0.61
3:AU:157:ASN:OD1 3:Ae:259:LEU:CG 2.48 0.61
3:AZ:35:ASP:HB3 3:AZ:38:GLU:HG2 1.83 0.61
4:Au:134:VAL:HG12 7:Ax:70:LEU:HD12 1.82 0.61
6:Bf:97:PRO:HD3 6:Bf:173:GLU:HG3 1.82 0.61
6:Bk:97:PRO:HD3 6:Bk:173:GLU:HG3 1.82 0.61
7:Bl:321: TRP:HE1 7:Bl:374:ASN:HD22 1.47 0.61
7:Bq:321:' TRP:HE1 7:Bq:374:ASN:HD22 1.47 0.61
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3:Br:157:ASN:OD1 3:B2:259:LEU:CG 2.49 0.61
7:Bv:321: TRP:HE1 7:Bv:374:ASN:HD22 1.47 0.61
3:B2:35:ASP:HB3 3:B2:38:GLU:HG2 1.83 0.61
1:F:91:MET:HE1 7:0:362:ASN:O 2.01 0.61
1:1:138:SER:OG 1:1:148:ARG:NH1 2.31 0.61
1:N:91:MET:HE1 7:AT:362:ASN:O 2.01 0.61
1:V:91:MET:HE1 7:An:362:ASN:O 2.01 0.61
1:p:91:MET:HE1 7:Bb:362:ASN:O 2.01 0.61
3:1:35:ASP:HB3 3:1:38:GLU:HG2 1.83 0.61
7:5:321: TRP:HE1 7:5:374:ASN:HD22 1.47 0.61
3:AA:157:ASN:OD1 3:AK:259:LEU:CG 2.48 0.61
7:AE:321:TRP:HE1 7:AE:374:ASN:HD22 1.47 0.61
3:AK:35:ASP:HB3 3:AK:38:GLU:HG2 1.83 0.61
4:Ap:134:VAL:HG12 7:As:70:LEU:HD12 1.83 0.61
3:At:35:ASP:HB3 3:At:38:GLU:HG2 1.83 0.61
3:Bc:35:ASP:HB3 3:Bc:38:GLU:HG2 1.83 0.61
3:Bm:35:ASP:HB3 3:Bm:38:GLU:HG2 1.82 0.61
3:Br:35:ASP:HB3 3:Br:38:GLU:HG2 1.82 0.61
6:Bz:97:PRO:HD3 6:Bz:173:GLU:HG3 1.82 0.61
4:B3:134:VAL:HG12 7:B6:70:LEU:HD12 1.82 0.61
1:R:91:MET:HE1 7:Ad:362:ASN:O 2.01 0.61
3:AA:35:ASP:HB3 3:AA:38:GLU:HG2 1.83 0.61
7:A0:233:HIS:NE2 7:AT:353:GLU:OE2 2.33 0.61
3:AZ:157:ASN:OD1 3:Aj:259:LEU:CG 2.48 0.61
7:Ad:233:HIS:NE2 7:A1:353:GLU:OE2 2.33 0.61
7:Ai:233:HIS:NE2 7:An:353:GLU:OE2 2.33 0.61
4:A7:134:VAL:HG12 7:A3:70:LEU:HD12 1.82 0.61
7:BC:233:HIS:NE2 7:BH:353:GLU:OE2 2.33 0.61
3:BN:157:ASN:OD1 3:BX:259:LEU:CG 2.49 0.61
7:B1:233:HIS:NE2 7:Bq:353:GLU:OE2 2.33 0.61
7:Bq:233:HIS:NE2 7:Bv:353:GLU:OE2 2.33 0.61
1:Y:138:SER:OG 1:Y:148:ARG:NH1 2.31 0.61
1:t:91:MET:HE1 7:B1:362:ASN:O 2.01 0.61
3:1:259:.LEU:.CG 3:Bw:157:ASN:OD1 2.49 0.61
7:AJ:321: TRP:HE1 7:AJ:374:ASN:HD22 1.47 0.61
3:AU:35:ASP:HB3 3:AU:38:GLU:HG2 1.83 0.61
3:Ae:157:ASN:OD1 3:A0:259:LEU:CG 2.48 0.61
3:Aj:157:ASN:OD1 3:At:259:LEU:CG 2.49 0.61
3:A0:35:ASP:HB3 3:A0:38:GLU:HG2 1.82 0.61
6:Ar:97:PRO:HD3 6:Ar:173:GLU:HG3 1.82 0.61
6:Aw:97:PRO:HD3 6:Aw:173:GLU:HG3 1.82 0.61
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Atom-1 Atom-2 distance (A) overlap (A)
3:Ay:35:ASP:HB3 3:Ay:38:GLU:HG2 1.83 0.61
3:BX:35:ASP:HB3 3:BX:38:GLU:HG2 1.83 0.61
4:Bx:134:VAL:HG12 7:B1:70:LEU:HD12 1.82 0.61
6:B5:97:PRO:HD3 6:B5:173:GLU:HG3 1.82 0.61
7:B6:321: TRP:HE1 7:B6:374:ASN:HD22 1.47 0.61
1:1:91:MET:HE1 7:BR:362:ASN:O 2.01 0.61
3:6:35:ASP:HB3 3:6:38:GLU:HG2 1.83 0.61
7:0:317:LYS:NZ 7:0:359:ASP:0D2 2.30 0.61
3:AF:157:ASN:OD1 3:AP:259:LEU:CG 2.49 0.61
3:AP:35:ASP:HB3 3:AP:38:GLU:HG2 1.83 0.61
3:At:157:ASN:OD1 3:A4:259:LEU:CG 2.49 0.61
3:A4:35:ASP:HB3 3:A4:38:GLU:HG2 1.83 0.61
4:A5:134:VAL:HG12 7:A8:70:LEU:HD12 1.82 0.61
7:AR:233:HIS:NE2 7:BC:353:GLU:OE2 2.33 0.61
3:BD:157:ASN:OD1 3:BN:259:LEU:CG 2.48 0.61
4:BE:134:VAL:HG12 7:BH:70:LEU:HD12 1.82 0.61
7:BH:233:HIS:NE2 7:BM:353:GLU:OE2 2.33 0.61
3:BI:35:ASP:HB3 3:BI:38:GLU:HG2 1.83 0.61
3:BN:35:ASP:HB3 3:BN:38:GLU:HG2 1.83 0.61
7:BR:233:HIS:NE2 7:BW:353:GLU:OE2 2.33 0.61
3:BX:118:THR:HG22 | 3:BX:168:LYS:HG3 1.82 0.61
6:Ba:97:PRO:HD3 6:Ba:173:GLU:HG3 1.82 0.61
1:J:91:MET:HE1 7:AJ:362:ASN:O 2.01 0.61
1:¢:138:SER:OG 1:c:148:ARG:NH1 2.31 0.61
1:x:91:MET:HE1 7:Bv:362:ASN:O 2.01 0.61
6:4:97:PRO:HD3 6:4:173:GLU:HG3 1.82 0.61
3:AP:157:ASN:OD1 3:AZ:259:LEU:CG 2.49 0.61
7:AY:233:HIS:NE2 7:Ad:353:GLU:OE2 2.33 0.61
6:A2:97:PRO:HD3 6:A2:173:GLU:HG3 1.82 0.61
3:A4:157:ASN:OD1 3:BD:259:LEU:.CG 2.48 0.61
4:A0:134:VAL:HG12 7:BC:70:LEU:HD12 1.82 0.61
4:BT:134:VAL:HG12 | 7:BW:70:LEU:HD12 1.82 0.61
3:Bm:157:ASN:OD1 3:Bw:259:LEU:CG 2.49 0.61
6:9:97:PRO:HD3 6:9:173:GLU:HG3 1.82 0.61
3:AF:118:THR:HG22 3:AF:168:LYS:HG3 1.83 0.61
7:AT:321: TRP:HE1 7:AT:374:ASN:HD22 1.47 0.61
7:A8:321: TRP:HE1 7:A8:374:ASN:HD22 1.47 0.61
3:BD:35:ASP:HB3 3:BD:38:GLU:HG2 1.83 0.61
3:BI:118: THR:HG22 3:BI:168:LYS:HG3 1.83 0.61
4:BJ:134:VAL:HG12 7:BM:70:LEU:HD12 1.83 0.61
7:BM:321:TRP:HE1 | 7:BM:374:ASN:HD22 1.47 0.61
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Atom-1 Atom-2 distance (A) overlap (A)
4:BO:134:VAL:HG12 7:BR:70:LEU:HD12 1.83 0.61
3:BS:118:THR:HG22 3:BS:168:LYS:HG3 1.82 0.61
4:BY:134:VAL:HG12 7:Bb:70:LEU:HD12 1.82 0.61
3:Bc:157:ASN:OD1 3:Bm:259:LEU:CG 2.48 0.61
4:Bd:134:VAL:HG12 7:Bg:70:LEU:HD12 1.82 0.61
1:Z:91:MET:HE1 7:Ax:362:ASN:O 2.01 0.61
3:AK:118:THR:HG22 | 3:AK:168:LYS:HG3 1.82 0.61
3:Ae:118: THR:HG22 3:Ae:168:LYS:HG3 1.82 0.61
6:Am:97:PRO:HD3 6:Am:173:GLU:HG3 1.82 0.61
7:An:233:HIS:NE2 7:As:353:GLU:OE2 2.33 0.61
3:BS:35:ASP:HB3 3:BS:38:GLU:HG2 1.83 0.61
3:Bh:118: THR:HG22 3:Bh:168:LYS:HG3 1.82 0.61
4:Bi:134:VAL:HG12 7:Bl:70:LEU:HD12 1.82 0.61
4:Bs:134:VAL:HG12 7:Bv:70:LEU:HD12 1.83 0.61
7:B1:321: TRP:HE1 7:B1:374:ASN:HD22 1.47 0.61
1:d:91:MET:HE1 7:A8:362:ASN:O 2.01 0.60
3:6:259:LEU:.CG 3:B2:157:ASN:OD1 2.49 0.60
6:AD:97:PRO:HD3 6:AD:173:GLU:HG3 1.82 0.60
7:AO:321:TRP:HE1 | 7:A0:374:ASN:HD22 1.46 0.60
7:A3:233:HIS:NE2 7:A8:353:GLU:OE2 2.33 0.60
7:BC:321:TRP:HE1 7:BC:374:ASN:HD22 1.47 0.60
7:BH:321: TRP:HE1 7:BH:374:ASN:HD22 1.47 0.60
3:BN:118: THR:HG22 3:BN:168:LYS:HG3 1.82 0.60
6:BV:97:PRO:HD3 6:BV:173:GLU:HG3 1.82 0.60
4:Bn:134:VAL:HG12 7:Bq:70:LEU:HD12 1.82 0.60
1:R:216:ASP:0OD1 1:R:216:ASP:N 2.34 0.60
1:h:91:MET:HE1 7:BH:362:ASN:O 2.01 0.60
7:5:233:HIS:NE2 7:0:353:GLU:OE2 2.33 0.60
3:AA:118:THR:HG22 | 3:AA:168:LYS:HG3 1.83 0.60
3:A0:157:ASN:OD1 3:Ay:259:LEU:CG 2.49 0.60
3:A9:35:ASP:HB3 3:A9:38:GLU:HG2 1.83 0.60
3:A9:157:ASN:OD1 3:BI:259:LEU:CG 2.48 0.60
7:BM:233:HIS:NE2 7:BR:353:GLU:OE2 2.33 0.60
6:BQ:97:PRO:HD3 6:BQ:173:GLU:HG3 1.82 0.60
1:M:138:SER:0OG 1:M:148:ARG:NH1 2.31 0.60
1:N:216:ASP:N 1:N:216:ASP:OD1 2.34 0.60
1:V:216:ASP:N 1:V:216:ASP:OD1 2.34 0.60
2:1:207:ARG:CD 1:t:293:VAL:HG23 2.32 0.60
1:t:216:ASP:N 1:t:216:ASP:OD1 2.34 0.60
2:v:207:ARG:CD 1:x:293:VAL:HG23 2.32 0.60
3:AZ:118: THR:HG22 3:A7:168:LYS:HG3 1.82 0.60
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Atom-1 Atom-2 distance (A) overlap (A)
3:Aj:118: THR:HG22 3:Aj:168:LYS:HG3 1.82 0.60
3:Bm:118: THR:HG22 | 3:Bm:168:LYS:HG3 1.82 0.60
1:x:216:ASP:N 1:x:216:ASP:0OD1 2.34 0.60
6:AI:97:PRO:HD3 6:A1:173:GLU:HG3 1.82 0.60
6:AN:97:PRO:HD3 6:AN:173:GLU:HG3 1.82 0.60
7:AT:233:HIS:NE2 7:AY:353:GLU:OE2 2.33 0.60
3:A9:118: THR:HG22 3:A9:168:LYS:HG3 1.82 0.60
3:BD:118:THR:HG22 | 3:BD:168:LYS:HG3 1.83 0.60
1:B:91:MET:HE1 7:B6:362:ASN:O 2.01 0.60
1:7:216:ASP:0OD1 1:7:216:ASP:N 2.34 0.60
3:A4:118: THR:HG22 3:A4:168:LYS:HG3 1.82 0.60
6:BL:97:PRO:HD3 6:BL:173:GLU:HG3 1.82 0.60
3:Bc:118: THR:HG22 3:Bc:168:LYS:HG3 1.82 0.60
1:B:293:VAL:HG23 2:2:207:ARG:CD 2.32 0.60
1:J:216:ASP:OD1 1:J:216:ASP:N 2.34 0.60
1:R:141:ASP:HB3 1:R:144:SER:HB3 1.84 0.60
1:R:279:ASP:OD1 1:R:282:ARG:NH2 2.35 0.60
1:1:279:ASP:OD1 1:1:282: ARG:NH2 2.35 0.60
2:n:207:ARG:CD 1:p:293:VAL:HG23 2.32 0.60
3:AF:133:MET:CG 3:AK:157:ASN:ND2 2.65 0.60
6:AS:97:PRO:HD3 6:AS:173:GLU:HG3 1.82 0.60
1:N:279:ASP:0OD1 1:N:282:ARG:NH2 2.35 0.60
1:U:138:SER:OG 1:U:148:ARG:NH1 2.31 0.60
1:p:216:ASP:N 1:p:216:ASP:OD1 2.34 0.60
1:p:279:ASP:OD1 1:p:282: ARG:NH2 2.35 0.60
3:1:133:MET:CG 3:6:157:ASN:ND2 2.65 0.60
3:AP:118: THR:HG22 3:AP:168:LYS:HG3 1.82 0.60
3:AP:133:MET:CG 3:AU:157:ASN:ND2 2.65 0.60
6:Ah:97:PRO:HD3 6:Ah:173:GLU:HG3 1.82 0.60
7:As:233:HIS:NE2 7:Ax:353:GLU:OE2 2.33 0.60
3:Ay:157:ASN:OD1 3:A9:259:LEU:CG 2.49 0.60
6:A7:97:PRO:HD3 6:A7:173:GLU:HG3 1.82 0.60
3:A9:133:MET:CG 3:BD:157:ASN:ND2 2.65 0.60
1:N:141:ASP:HB3 1:N:144:SER:HB3 1.84 0.60
1:Q:138:SER:OG 1:Q:148:ARG:NH1 2.31 0.60
6:BG:97:PRO:HD3 6:BG:173:GLU:HG3 1.82 0.60
3:BI:157:ASN:OD1 3:BS:259:LEU:CG 2.49 0.60
3:BN:133:MET:CG 3:BS:157:ASN:ND2 2.65 0.60
3:BS:133:MET:CG 3:BX:157:ASN:ND2 2.65 0.60
3:BS:157:ASN:OD1 3:Bc:259:LEU:CG 2.49 0.60
1:B:279:ASP:OD1 1:B:282:ARG:NH2 2.35 0.60
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Atom-1 Atom-2 distance (A) overlap (A)
1:V:141:ASP:HB3 1:V:144:SER:HB3 1.84 0.60
1:V:279:ASP:OD1 1:V:282:ARG:NH2 2.35 0.60
1:d:216:ASP:OD1 1:d:216:ASP:N 2.34 0.60
7:Ax:233:HIS:NE2 7:A3:353:GLU:OE2 2.33 0.60
3:Bw:133:-MET:CG 3:B2:157:ASN:ND2 2.65 0.60
2:3:207:ARG:CD 1:1:293:VAL:HG23 2.32 0.60
3:AA:133:MET:CG 3:AF:157:ASN:ND2 2.65 0.60
3:AU:118:THR:HG22 | 3:AU:168:LYS:HG3 1.82 0.60
6:AX:97:PRO:HD3 6:AX:173:GLU:HG3 1.82 0.60
3:Bw:118:THR:HG22 3:Bw:168:LYS:HG3 1.82 0.60
1:B:216:ASP:OD1 1:B:216:ASP:N 2.34 0.59
2:D:207:ARG:CD 1:F:293:VAL:HG23 2.32 0.59
1:Y:245:ARG:HB2 1:Y:260:VAL:HG11 1.85 0.59
1:d:279:ASP:0OD1 1:d:282:ARG:NH2 2.35 0.59
3:6:118: THR:HG22 3:6:168:LYS:HG3 1.82 0.59
3:6:133:MET:CG 3:AA:157:ASN:ND2 2.65 0.59
3:AU:133:MET:CG 3:AZ:157:ASN:ND2 2.65 0.59
3:Ae:133:MET:CG 3:Aj:157:ASN:ND2 2.65 0.59
3:A0:118: THR:HG22 3:A0:168:LYS:HG3 1.82 0.59
6:BB:97:PRO:HD3 6:BB:173:GLU:HG3 1.82 0.59
3:BD:133:MET:CG 3:BI:157:ASN:ND2 2.65 0.59
1:U:245:ARG:HB2 1:U:260:VAL:HG11 1.84 0.59
1:7:279:ASP:0OD1 1:7:282:ARG:NH2 2.35 0.59
1:¢:245:ARG:HB2 1:¢:260:VAL:HG11 1.85 0.59
1:g:245:ARG:HB2 1:g:260:VAL:HG11 1.85 0.59
1:k:245:ARG:HB2 1:k:260:VAL:HG11 1.84 0.59
1:F:216:ASP:N 1:F:216:ASP:0OD1 2.34 0.59
1:F:279:ASP:OD1 1:F:282:ARG:NH2 2.35 0.59
1:h:279:ASP:OD1 1:h:282:ARG:NH2 2.35 0.59
1:k:138:SER:OG 1:k:148:ARG:NH1 2.31 0.59
3:AZ:133:MET:CG 3:Ae:157:ASN:ND2 2.65 0.59
3:A0:133:MET:CG 3:At:157:ASN:ND2 2.65 0.59
3:Ay:118: THR:HG22 3:Ay:168:LYS:HG3 1.83 0.59
3:A4:133:-MET:CG 3:A9:157:ASN:ND2 2.65 0.59
3:Br:118: THR:HG22 3:Br:168:LYS:HG3 1.82 0.59
3:B2:118: THR:HG22 3:B2:168:LYS:HG3 1.83 0.59
1:g:138:SER:OG 1:2:148:ARG:NH1 2.31 0.59
1:h:216:ASP:N 1:h:216:ASP:OD1 2.34 0.59
1:0:245:ARG:HB2 1:0:260: VAL:HG11 1.85 0.59
1:x:279:ASP:0OD1 1:x:282:ARG:NH2 2.35 0.59
3:At:118: THR:HG22 3:At:168:LYS:HG3 1.82 0.59
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Atom-1 Atom-2 distance (A) overlap (A)

3:Bh:133:MET:CG 3:Bm:157:ASN:ND2 2.65 0.59
1:J:141:ASP:HB3 1:J:144:SER:HB3 1.84 0.59
2:b:207:ARG:CD 1:d:293:VAL:HG23 2.32 0.59
3:At:133:MET:CG 3:Ay:157:ASN:ND2 2.65 0.59
2:H:207:ARG:CD 1:J:293:VAL:HG23 2.32 0.59
1:J:279:ASP:OD1 1:J:282:ARG:NH2 2.35 0.59
1:Q:245:ARG:HB2 1:Q:260:VAL:HG11 1.84 0.59
1:7:141:ASP:HB3 1:7:144:SER:HB3 1.84 0.59
2:1:207:ARG:CD 1:h:293:VAL:HG23 2.32 0.59
1:1:94:PRO:O 7:BR:368:GLN:NE2 2.35 0.59
6:Ac:97:PRO:HD3 6:Ac:173:GLU:HG3 1.82 0.59
3:Bm:133:MET:CG 3:Br:157:ASN:ND2 2.65 0.59
3:Br:133:MET:CG 3:Bw:157:ASN:ND2 2.65 0.59
2:X:207:ARG:CD 1:7:293:VAL:HG23 2.32 0.59
1:1:216:ASP:OD1 1:1:216:ASP:N 2.34 0.59
1:t:279:ASP:OD1 1:t:282:ARG:NH2 2.35 0.59
3:1:118:THR:HG22 3:1:168:LYS:HG3 1.82 0.59
3:AK:133:MET:CG 3:AP:157:ASN:ND2 2.65 0.59
3:BX:133:MET:CG 3:Bc:157:ASN:ND2 2.65 0.59
2:T:207:ARG:CD 1:V:293:VAL:HG23 2.32 0.59
1:1:141:ASP:HB3 1:1:144:SER:HB3 1.84 0.59
3:BI:133:MET:CG 3:BN:157:ASN:ND2 2.65 0.59
2:L:207:ARG:CD 1:N:293:VAL:HG23 2.32 0.59
1:h:141:ASP:HB3 1:h:144:SER:HB3 1.84 0.59
1:5:245:ARG:HB2 1:5:260: VAL:HG11 1.85 0.59
3:1:157:ASN:ND2 3:B2:133:MET:CG 2.65 0.59
3:Bc:133:MET:CG 3:Bh:157:ASN:ND2 2.65 0.59
2:P:207:ARG:CD 1:R:293:VAL:HG23 2.32 0.58
1:p:141:ASP:HB3 1:p:144:SER:HB3 1.84 0.58
1:w:245:ARG:HB2 1:w:260:VAL:HG11 1.84 0.58
3:Aj:133:MET:CG 3:A0:157:ASN:ND2 2.65 0.58
1:A:245:ARG:HB2 1:A:260:VAL:HG11 1.84 0.58
1:x:141:ASP:HB3 1:x:144:SER:HB3 1.84 0.58
1:h:94:PRO:O 7:BH:368:GLN:NE2 2.35 0.58
3:Ay:133:MET:CG 3:A4:157:ASN:ND2 2.65 0.58
1:B:141:ASP:HB3 1:B:144:SER:HB3 1.84 0.58
1:E:245:ARG:HB2 1:E:260:VAL:HG11 1.85 0.58
1:1:245:ARG:HB2 1:1:260: VAL:HG11 1.85 0.58
1:M:245:ARG:HB2 1:M:260:VAL:HG11 1.85 0.58
1:d:141:ASP:HB3 1:d:144:SER:HB3 1.84 0.58
1:t:141:ASP:HB3 1:t:144:SER:HB3 1.84 0.58
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Atom-1 Atom-2 distance (A) overlap (A)
1:F:141:ASP:HB3 1:F:144:SER:HB3 1.84 0.58
1:J:94:PRO:0O 7:AJ:368:GLN:NE2 2.35 0.58
1:7Z:138:SER:OG 1:7:148:ARG:NH1 2.35 0.58
1:E:247:TYR:O 1:E:250:SER:OG 2.20 0.58
1:N:94:PRO:O 7:AT:368: GLN:NE2 2.35 0.58
1:F:94:PRO:O 7:0:368:GLN:NE2 2.35 0.58
2:K:198:GLN:O 2:K:198:GLN:NE2 2.37 0.58
1:0:138:SER:OG 1:0:148:ARG:NH1 2.31 0.58
2:¢:198:GLN:NE2 2:¢:198:GLN:O 2.37 0.58
2:m:198:GLN:NE2 2:m:198:GLN:O 2.37 0.58
2:a:198:GLN:O 2:a:198:GLN:NE2 2.37 0.58
2:C:198:GLN:O 2:C:198:GLN:NE2 2.37 0.58
1:R:94:PRO:0O 7:Ad:368:GLN:NE2 2.35 0.58
1:1:138:SER:OG 1:1:148:ARG:NH1 2.35 0.58
7:AY:54:VAL:HG13 7:AY:59:ALA:HB3 1.86 0.58
2:q:198:GLN:O 2:q:198:GLN:NE2 2.37 0.57
4:B3:136:GLU:OE1 7:B6:82:ASN:ND2 2.37 0.57
2:0:198:GLN:NE2 2:0:198:GLN:O 2.37 0.57
2:W:198: GLN:NE2 2:W:198:GLN:O 2.37 0.57
2:1:198:GLN:O 2:1:198:GLN:NE2 2.37 0.57
2:y:198:GLN:O 2:y:198:GLN:NE2 2.37 0.57
4:2:136:GLU:OE1 7:5:82:ASN:ND2 2.37 0.57
4:AL:136:GLU:OE1 7:AO:82:ASN:ND2 2.37 0.57
4:AQ:136:GLU:OE1 7:AT:82: ASN:ND2 2.37 0.57
7:AT:54:VAL:HG13 7:AT:59:ALA:HB3 1.86 0.57
7:Ad:54:VAL:HG13 7:Ad:59:ALA:HB3 1.87 0.57
7:Ai:54:VAL:HG13 7:Ai1:59:ALA:HB3 1.87 0.57
1:B:94:PRO:O 7:B6:368: GLN:NE2 2.35 0.57
1:Q:247:TYR:O 1:Q:250:SER:OG 2.20 0.57
4:BY:136:GLU:OE1 7:Bb:82:ASN:ND2 2.37 0.57
4:Bd:136:GLU:OFE1 7:Bg:82: ASN:ND2 2.38 0.57
7:Bq:54:VAL:HG13 7:Bq:59:ALA:HB3 1.87 0.57
7:Bv:54:VAL:HG13 7:Bv:59:ALA:HB3 1.86 0.57
4:Bx:136:GLU:OE1 7:B1:82: ASN:ND2 2.38 0.57
2:S:198:GLN:O 2:S5:198:GLN:NE2 2.37 0.57
2:X:165:GLU:OE2 2:X:207:ARG:NH2 2.38 0.57
1:d:94:PRO:O 7:A8:368:GLN:NE2 2.35 0.57
2:3:165:GLU:OE2 2:j:207:ARG:NH2 2.38 0.57
2:v:165:GLU:OE2 2:v:207:ARG:NH2 2.38 0.57
4:A7:136:GLU:OE1 7:A3:82:ASN:ND2 2.37 0.57
7:Bl:54:VAL:HG13 7:B1:59:ALA:HB3 1.87 0.57
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
2:n:207:ARG:HD3 1:p:293:VAL:HG23 1.86 0.57
2:u:198:GLN:NE2 2:u:198:GLN:O 2.37 0.57
1:w:141:ASP:HB3 1:w:144:SER:HB3 1.87 0.57
7:AO:54:VAL:HG13 7:A0O:59:ALA:HB3 1.86 0.57
4:AV:136:GLU:OE1 7:AY:82:ASN:ND2 2.37 0.57
7:An:54:VAL:HG13 7:An:59:ALA:HB3 1.87 0.57
4:A5:136:GLU:OE1 7:AR:82:ASN:ND2 2.37 0.57
7:B1:54:VAL:HG13 7:B1:59:ALA:HB3 1.87 0.57
1:A:141:ASP:HB3 1:A:144:SER:HB3 1.87 0.57
1:B:63:ARG:NH2 1:B:71:ASP:0OD2 2.38 0.57
2:1:165:GLU:OE2 2:1:207:ARG:NH2 2.38 0.57
1:U:220:VAL:HB 1:U:260:VAL:HG12 1.87 0.57
2:£:207:ARG:HD3 1:h:293:VAL:HG23 1.86 0.57
1:h:218:VAL:HG21 1:h:253:LEU:HD13 1.87 0.57
2:3:207:ARG:HD3 1:1:293:VAL:HG23 1.86 0.57
1:k:220:VAL:HB 1:k:260:VAL:HG12 1.87 0.57
4:7:136:GLU:OE1 7:0:82:ASN:ND2 2.38 0.57
4:AB:136:GLU:OE1 7:AE:82:ASN:ND2 2.37 0.57
6:BG:353:ALA:HB2 6:BL:253:ILE:HG13 1.86 0.57
7:Bg:54:VAL:HG13 7:Bg:59:ALA:HB3 1.87 0.57
4:Bi:136:GLU:OE1 7:B1:82:ASN:ND2 2.37 0.57
2:D:165:GLU:OE2 2:D:207:ARG:NH2 2.38 0.57
1:N:63:ARG:NH2 1:N:71:ASP:OD2 2.38 0.57
1:R:63:ARG:NH2 1:R:71:ASP:OD2 2.38 0.57
1:V:94:PRO:O 7:An:368: GLN:NE2 2.35 0.57
1:7:63:ARG:NH2 1:7:71:ASP:0D2 2.38 0.57
2:n:165:GLU:OE2 2:1:207:ARG:NH2 2.38 0.57
1:5:141:ASP:HB3 1:s:144:SER:HB3 1.87 0.57
1:t:63:ARG:NH2 1:t:71:ASP:0OD2 2.38 0.57
6:4:253:ILE:HG13 6:B5:353:ALA:HB2 1.86 0.57
7:AO:321:TRP:HE1 7:A0:374:ASN:ND2 2.03 0.57
6:Ar:353:ALA:HB2 6:Aw:253:ILE:HG13 1.86 0.57
6:Aw:353:ALA:HB2 6:A2:253:ILE:HG13 1.86 0.57
4:BT:136:GLU:OE1 7:BW:82:ASN:ND2 2.37 0.57
7:Bb:54:VAL:HG13 7:Bb:59:ALA:HB3 1.86 0.57
7:B6:54:VAL:HG13 7:B6:59:ALA:HB3 1.86 0.57
1:F:63:ARG:NH2 1:F:71:ASP:OD2 2.38 0.57
2:P:165:GLU:OE2 2:P:207:ARG:NH2 2.38 0.57
1:Y:220:VAL:HB 1:Y:260:VAL:HG12 1.87 0.57
1:7:218:VAL:HG21 1:7:253:LEU:HD13 1.87 0.57
1:d:218:VAL:HG21 1:d:253:LEU:HD13 1.87 0.57
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

6:9:353:ALA:HB2 6:AD:253:ILE:HG13 1.86 0.57
6:AD:353:ALA:HB2 6:Al:253:ILE:HG13 1.86 0.57
4:AG:136:GLU:OE1 7:AJ:82:ASN:ND2 2.37 0.57
7:Ai:321: TRP:HE1 7:A1:374:ASN:ND2 2.03 0.57
7:As:54:VAL:HG13 7:As:59:ALA:HB3 1.86 0.57
6:BL:353:ALA:HB2 6:BQ:253:ILE:HG13 1.86 0.57
4:Bs:136:GLU:OE1 7:Bv:82:ASN:ND2 2.37 0.57
7:B6:321: TRP:HE1 7:B6:374:ASN:ND2 2.03 0.57
2:b:165:GLU:OE2 2:b:207:ARG:NH2 2.38 0.57
1:t:138:SER:OG 1:t:148:ARG:NH1 2.35 0.57
7:AJ:54:VAL:HG13 7:AJ:59:ALA:HB3 1.87 0.57
7:AJ:321: TRP:HE1 7:AJ:374:ASN:ND2 2.03 0.57
4:Af:136:GLU:OE1 7:Ai:82: ASN:ND2 2.37 0.57
7:An:321: TRP:HE1 7:An:374:ASN:ND2 2.03 0.57
7:A8:321: TRP:HE1 7:A8:374:ASN:ND2 2.03 0.57
6:Bz:353:ALA:HB2 6:B5:253:ILE:HG13 1.86 0.57
7:B1:321: TRP:HE1 7:B1:374:ASN:ND2 2.03 0.57
1:d:63:ARG:NH2 1:d:71:ASP:OD2 2.38 0.57
1:h:63:ARG:NH2 1:h:71:ASP:0OD2 2.38 0.57
1:p:63:ARG:NH2 1:p:71:ASP:OD2 2.38 0.57
4:Ap:136:GLU:OE1 7:As:82:ASN:ND2 2.37 0.57
4:Au:136:GLU:OE1 7:Ax:82:ASN:ND2 2.38 0.57
6:BB:353:ALA:HB2 6:BG:253:ILE:HG13 1.86 0.57
7:BC:321:TRP:HE1 7:BC:374:ASN:ND2 2.03 0.57
4:BE:136:GLU:OE1 7:BH:82:ASN:ND2 2.37 0.57
1:N:138:SER:OG 1:N:148:ARG:NH1 2.35 0.56
2:T:165:GLU:OE2 2:T:207:ARG:NH2 2.38 0.56
1:1:63:ARG:NH2 1:1:71:ASP:0OD2 2.38 0.56
1:0:220:VAL:HB 1:0:260: VAL:HG12 1.87 0.56
6:4:353:ALA:HB2 6:9:253:1ILE:HG13 1.86 0.56
7:5:321: TRP:HE1 7:5:374:ASN:ND2 2.03 0.56
4:Ak:136:GLU:OE1 7:An:82:ASN:ND2 2.37 0.56
7:BW:54:VAL:HG13 7:BW:59:ALA:HB3 1.86 0.56
6:Bu:353:ALA:HB2 6:Bz:253:ILE:HG13 1.86 0.56
2:G:198:GLN:NE2 2:G:198:GLN:O 2.37 0.56
2:H:207:ARG:HD3 1:J:293:VAL:HG23 1.86 0.56
1:1:220:VAL:HB 1:1:260: VAL:HG12 1.87 0.56
1:J:220:VAL:HB 1:J:260:VAL:HG12 1.88 0.56
1:V:218:VAL:HG21 1:V:253:LEU:HD13 1.87 0.56
2:£:165:GLU:OE2 2:1:207:ARG:NH2 2.38 0.56
1:1:218:VAL:HG21 1:1:253:LEU:HD13 1.87 0.56
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Atom-1 Atom-2 distance (A) overlap (A)
1:p:218:VAL:HG21 1:p:253:LEU:HD13 1.87 0.56
1:x:94:PRO:0O 7:Bv:368:GLN:NE2 2.35 0.56
2:2:165:GLU:OE2 2:2:207:ARG:NH2 2.38 0.56
7:5:54:VAL:HG13 7:5:59:ALA:HB3 1.86 0.56
7:AE:321:TRP:HE1 7:AE:374:ASN:ND2 2.03 0.56
6:AN:353:ALA:HB2 6:AS:253:ILE:HG13 1.86 0.56
6:Am:353:ALA:HB2 6:Ar:253:ILE:HG13 1.86 0.56
4:A0:136:GLU:OE1 7:BC:82:ASN:ND2 2.38 0.56
7:Bb:321: TRP:HE1 7:Bb:374:ASN:ND2 2.03 0.56
7:Bg:321: TRP:HE1 7:Bg:374:ASN:ND2 2.03 0.56
6:Bp:353:ALA:HB2 6:Bu:253:1LE:HG13 1.86 0.56
1:B:218:VAL:HG21 1:B:253:LEU:HD13 1.87 0.56
1:B:220:VAL:HB 1:B:260:VAL:HG12 1.87 0.56
2:D:207:ARG:HD3 1:F:293:VAL:HG23 1.86 0.56
1:F:218:VAL:HG21 1:F:253:LEU:HD13 1.87 0.56
2:H:165:GLU:OE2 2:H:207:ARG:NH2 2.38 0.56
2:L:207:ARG:HD3 1:N:293:VAL:HG23 1.86 0.56
1:2:220:VAL:HB 1:2:260:VAL:HG12 1.87 0.56
1:p:220:VAL:HB 1:p:260:VAL:HG12 1.88 0.56
2:1:207:ARG:HD3 1:t:293:VAL:HG23 1.86 0.56
1:w:220:VAL:HB 1:w:260:VAL:HG12 1.87 0.56
1:x:220:VAL:HB 1:x:260:VAL:HG12 1.88 0.56
4:2:142:LEU:HG 7:5:289:ILE:HD12 1.88 0.56
4:AB:142:LEU:HG 7:-AE:289:ILE:HD12 1.88 0.56
7:AE:54:VAL:HG13 7:AE:59:ALA:HB3 1.86 0.56
6:A1:353:ALA:HB2 6:AN:253:ILE:HG13 1.86 0.56
7:AT:321:TRP:HE1 7:AT:374:ASN:ND2 2.03 0.56
4:Aa:136:GLU:OE1 7:Ad:82:ASN:ND2 2.38 0.56
4:Aa:142:LEU:HG 7:Ad:289:ILE:HD12 1.88 0.56
7:Ad:321: TRP:HE1 7:Ad:374:ASN:ND2 2.03 0.56
4:Ak:142:LEU:HG 7:An:289:ILE:HD12 1.88 0.56
4:Au:142:LEU:HG 7:Ax:289:ILE:HD12 1.88 0.56
7:Ax:54:VAL:HG13 7:Ax:59:ALA:HB3 1.87 0.56
6:A2:353:ALA:HB2 6:A7:253:ILE:HG13 1.86 0.56
7:A3:321: TRP:HE1 7:A3:374:ASN:ND2 2.03 0.56
4:BJ:136:GLU:OE1 7:BM:82:ASN:ND2 2.37 0.56
4:Bn:136:GLU:OFE1 7:Bq:82:ASN:ND2 2.37 0.56
1:B:293:VAL:HG23 2:2:207:ARG:HD3 1.86 0.56
1:E:141:ASP:HB3 1:E:144:SER:HB3 1.87 0.56
1:d:138:SER:OG 1:d:148:ARG:NH1 2.35 0.56
1:0:141:ASP:HB3 1:0:144:SER:HB3 1.87 0.56
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Atom-1 Atom-2 distance (A) overlap (A)
6:AS:353:ALA:HB2 6:AX:253:ILE:HG13 1.86 0.56
7:As:321: TRP:HE1 7:As:374:ASN:ND2 2.03 0.56
6:BQ:353:ALA:HB2 6:BV:253:1ILE:HG13 1.86 0.56
7:BR:54:VAL:HG13 7:BR:59:ALA:HB3 1.86 0.56
7:BW:321: TRP:HE1 7:BW:374:ASN:ND2 2.03 0.56
2:P:207:ARG:HD3 1:R:293:VAL:HG23 1.86 0.56
1:Q:220:VAL:HB 1:Q:260:VAL:HG12 1.87 0.56
1:7:94:PRO:O 7:Ax:368:GLN:NE2 2.35 0.56
1:x:63:ARG:NH2 1:x:71:ASP:0OD2 2.38 0.56
4:AL:142:LEU:HG 7:AO:289:ILE:HD12 1.88 0.56
7:BH:321: TRP:HE1 7:BH:374:ASN:ND2 2.03 0.56
7:B1:321: TRP:HE1 7:B1:374:ASN:ND2 2.03 0.56
4:Bx:142:LEU:HG 7:B1:289:ILE:HD12 1.88 0.56
1:J:63:ARG:NH2 1:J:71:ASP:0OD2 2.38 0.56
1:M:220:VAL:HB 1:M:260:VAL:HG12 1.87 0.56
2:X:207:ARG:HD3 1:7:293:VAL:HG23 1.86 0.56
1:1:220:VAL:HB 1:1:260: VAL:HG12 1.88 0.56
2:1:165:GLU:OE2 2:1:207:ARG:NH2 2.38 0.56
2:v:152:GLU:OE2 2:v:184:ARG:NH2 2.38 0.56
2:v:207:ARG:HD3 1:x:293:VAL:HG23 1.86 0.56
4:A5:142:LEU:HG 7:AR:289:ILE:HD12 1.88 0.56
4:B0O:136:GLU:OE1 7:BR:82:ASN:ND2 2.37 0.56
4:Bi:142:LEU:HG 7:Bl:289:ILE:HD12 1.88 0.56
6:Bk:353:ALA:HB2 6:Bp:253:1LE:HG13 1.86 0.56
4:Bs:142:LEU:HG 7:Bv:289:ILE:HD12 1.88 0.56
7:Bv:321:TRP:HE1 7:Bv:374:ASN:ND2 2.03 0.56
1:N:220:VAL:HB 1:N:260:VAL:HG12 1.87 0.56
1:R:218:VAL:HG21 1:R:253:LEU:HD13 1.87 0.56
1:V:63:ARG:NH2 1:V:71:ASP:0OD2 2.38 0.56
2:b:207:ARG:HD3 1:d:293:VAL:HG23 1.86 0.56
1:g:141:ASP:HB3 1:g:144:SER:HB3 1.87 0.56
7:0:54:VAL:HG13 7:0:59:ALA:HB3 1.86 0.56
4:AQ:142:LEU:HG 7:AT:289:ILE:HD12 1.88 0.56
6:Ac:326:LEU:HD22 | 6:Ac:343:LEU:HD21 1.88 0.56
6:Ah:326:LEU:HD22 | 6:Ah:343:LEU:HD21 1.88 0.56
7:A3:54:VAL:HG13 7:A3:59:ALA:HB3 1.86 0.56
1:A:220:VAL:HB 1:A:260:VAL:HG12 1.87 0.56
1:c:141:ASP:HB3 1:c:144:SER:HB3 1.87 0.56
2:u:64:ALA:O 2:u:68:ARG:HB2 2.06 0.56
1:x:218:VAL:HG21 1:x:253:LEU:HD13 1.87 0.56
7:0:321:TRP:HE1 7:0:374:ASN:ND2 2.03 0.56
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Atom-1 Atom-2 distance (A) overlap (A)
4:BE:142:LEU:HG 7:BH:289:ILE:HD12 1.88 0.56
6:BL:326:LEU:HD22 | 6:BL:343:LEU:HD21 1.88 0.56
7:BM:54:VAL:HG13 7:BM:59:ALA:HB3 1.87 0.56
6:BQ:326:LEU:HD22 | 6:BQ:343:LEU:HD21 1.88 0.56
4:BY:142:LEU:HG 7:Bb:289:ILE:HD12 1.88 0.56
6:Bf:326:LEU:HD22 6:Bf:343:LEU:HD21 1.88 0.56
6:Bk:326:LEU:HD22 | 6:Bk:343:LEU:HD21 1.88 0.56
2:G:64:ALA:O 2:G:68:ARG:HB2 2.06 0.56
2:K:64:ALA:O 2:K:68:ARG:HB2 2.06 0.56
2:W:64:ALA:O 2:W:68:ARG:HB2 2.06 0.56
1:¢:220:VAL:HB 1:¢:260:VAL:HG12 1.87 0.56
2:1:64:ALA:O 2:1:68:ARG:HB2 2.06 0.56
2:2:152:GLU:OE2 2:2:184:ARG:NH2 2.38 0.56
7:Ax:321:TRP:HE1 7:Ax:374:ASN:ND2 2.03 0.56
4:BO:142:LEU:HG 7:BR:289:ILE:HD12 1.88 0.56
7:BR:321:TRP:HE1 7:BR:374:ASN:ND2 2.03 0.56
4:Bn:142:LEU:HG 7:Bq:289:ILE:HD12 1.88 0.56
4:B3:142:LEU:HG 7:B6:289:ILE:HD12 1.88 0.56
1:J:218:VAL:HG21 1:J:253:LEU:HD13 1.87 0.56
1:U:247:TYR:O 1:U:250:SER:OG 2.20 0.56
1:V:220:VAL:HB 1:V:260:VAL:HG12 1.87 0.56
1:Y:141:ASP:HB3 1:Y:144:SER:HB3 1.87 0.56
1:5:247:TYR:O 1:5:250:SER:OG 2.20 0.56
1:t:218:VAL:HG21 1:t:253:LEU:HD13 1.87 0.56
6:AN:326:LEU:HD22 | 6:AN:343:LEU:HD21 1.88 0.56
6:AX:326:LEU:HD22 | 6:AX:343:LEU:HD21 1.88 0.56
6:Ah:353:ALA:HB2 6:Am:253:ILE:HG13 1.86 0.56
6:Am:326:LEU:HD22 | 6:Am:343:LEU:HD21 1.88 0.56
6:Aw:326:LEU:HD22 | 6:Aw:343:LEU:HD21 1.88 0.56
4:Az:142:LEU:HG 7:A3:289:ILE:HD12 1.88 0.56
6:A2:326:LEU:HD22 | 6:A2:343:LEU:HD21 1.88 0.56
6:A7:353:ALA:HB2 6:BB:253:ILE:HG13 1.86 0.56
4:A0:142:LEU:HG 7:BC:289:ILE:HD12 1.88 0.56
6:BG:326:LEU:HD22 | 6:BG:343:LEU:HD21 1.88 0.56
7:BH:54:VAL:HG13 7:BH:59:ALA:HB3 1.86 0.56
6:Ba:326:LEU:HD22 6:Ba:343:LEU:HD21 1.88 0.56
6:Bf:353:ALA:HB2 6:Bk:253:ILE:HG13 1.86 0.56
1:c:112:GLN:HB2 2:¢:161:PRO:HG2 1.88 0.55
6:Al:326:LEU:HD22 6:Al:343:LEU:HD21 1.88 0.55
6:AX:353:ALA:HB2 6:Ac:253:ILE:HG13 1.86 0.55
6:A7:326:LEU:HD22 | 6:A7:343:LEU:HD21 1.88 0.55
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Atom-1 Atom-2 distance (A) overlap (A)
4:BJ:142:LEU:HG 7:BM:289:ILE:HD12 1.88 0.55
4:BT:142:LEU:HG 7:BW:289:1LE:HD12 1.88 0.55
1:F:220:VAL:HB 1:F:260: VAL:HG12 1.88 0.55
1:Q:141:ASP:HB3 1:Q:144:SER:HB3 1.87 0.55
2:T:207:ARG:HD3 1:V:293:VAL:HG23 1.86 0.55
1:7:220:VAL:HB 1:7:260:VAL:HG12 1.87 0.55
1:k:112:GLN:HB2 2:m:161:PRO:HG2 1.88 0.55
2:y:64:ALA:O 2:y:68:ARG:HB2 2.06 0.55
6:AS:326:LEU:HD22 | 6:AS:343:LEU:HD21 1.88 0.55
4:AV:142:LEU:HG 7:AY:289:ILE:HD12 1.88 0.55
6:Ac:353:ALA:HB2 6:Ah:253:ILE:HG13 1.86 0.55
7:AR:54:VAL:HG13 7:A8:59:ALA:HB3 1.86 0.55
6:BB:326:LEU:HD22 | 6:BB:343:LEU:HD21 1.88 0.5
6:Ba:353:ALA:HB2 6:Bf:253:ILE:HG13 1.86 0.55
4:Bd:142:LEU:HG 7:Bg:289:ILE:HD12 1.88 0.55
6:Bp:326:LEU:HD22 | 6:Bp:343:LEU:HD21 1.88 0.55
6:Bz:326:LEU:HD22 6:Bz:343:LEU:HD21 1.88 0.55
6:B5:326:LEU:HD22 6:B5:343:LEU:HD21 1.88 0.55
1:N:218:VAL:HG21 1:N:253:LEU:HD13 1.86 0.5
1:R:138:SER:OG 1:R:148:ARG:NH1 2.35 0.55
1:k:141:ASP:HB3 1:k:144:SER:HB3 1.87 0.55
2:1:152:GLU:OE2 2:1:184:ARG:NH2 2.38 0.55
1:5:220:VAL:HB 1:5:260: VAL:HG12 1.87 0.55
1:t:94:PRO:O 7:Bl:368:GLN:NE2 2.35 0.55
7:AY:321:TRP:HE1 7:AY:374:ASN:ND2 2.03 0.55
7:BM:321:TRP:HE1 7:BM:374:ASN:ND2 2.03 0.5
6:BV:326:LEU:HD22 | 6:BV:343:LEU:HD21 1.88 0.55
7:Bq:321: TRP:HE1 7:Bq:374:ASN:ND2 2.03 0.55
1:E:220:VAL:HB 1:E:260:VAL:HG12 1.87 0.55
1:U:141:ASP:HB3 1:U:144:SER:HB3 1.87 0.55
2:¢:64:ALA:O 2:¢:68:ARG:HB2 2.06 0.55
2:3:152:GLU:OE2 2:j:184: ARG:NH2 2.38 0.55
2:n:152:GLU:OE2 2:1n:184:ARG:NH2 2.38 0.55
6:4:326:LEU:HD22 6:4:343:LEU:HD21 1.88 0.55
6:AD:326:LEU:HD22 | 6:AD:343:LEU:HD21 1.88 0.55
4:Ap:142:LEU:HG 7:As:289:ILE:HD12 1.88 0.55
6:Ar:326:LEU:HD22 6:Ar:343:LEU:HD21 1.88 0.55
7:BC:54:VAL:HG13 7:BC:59:ALA:HB3 1.86 0.55
6:BV:353:ALA:HB2 6:Ba:253:ILE:HG13 1.86 0.55
6:Bu:326:LEU:HD22 6:Bu:343:LEU:HD21 1.88 0.5
6:Ar:122: THR:HG23 6:Ar:135:ALA:HB3 1.89 0.55
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Atom-1 Atom-2 distance (A) overlap (A)
7:BC:297:-VAL:HG13 | 7:BC:302:VAL:HG12 1.88 0.55
6:BG:122:THR:HG23 | 6:BG:135:ALA:HB3 1.89 0.55
1:M:141:ASP:HB3 1:M:144:SER:HB3 1.87 0.55
2:a:64:ALA:O 2:a:68:ARG:HB2 2.06 0.55
1:g:112:GLN:HB2 2:1:161:PRO:HG2 1.88 0.55
6:9:326: LEU:HD22 6:9:343:LEU:HD21 1.88 0.5
4:AG:142:LEU:HG 7:AJ:289:1LE:HD12 1.88 0.55
6:AX:122: THR:HG23 | 6:AX:135:ALA:HB3 1.89 0.55
6:Ac:122:THR:HG23 6:Ac:135:ALA:HB3 1.89 0.55
6:Aw:122: THR:HG23 6:Aw:135:ALA:HB3 1.89 0.55
7:A3:297:-VAL:HG13 7:A3:302: VAL:HG12 1.88 0.55
6:BB:122:THR:HG23 | 6:BB:135:ALA:HB3 1.89 0.55
7:BM:297:VAL:HG13 | 7:BM:302:VAL:HG12 1.88 0.55
6:BV:122: THR:HG23 | 6:BV:135:ALA:HB3 1.89 0.55
6:Ba:122: THR:HG23 6:Ba:135:ALA:HB3 1.89 0.55
1:U:112:GLN:HB2 2:W:161:PRO:HG2 1.88 0.55
1:Y:112:GLN:HB2 2:a:161:PRO:HG2 1.88 0.55
1:Y:247:TYR:O 1:Y:250:SER:OG 2.20 0.55
1:d:220:VAL:HB 1:d:260: VAL:HG12 1.87 0.55
1:0:112:GLN:HB2 2:q:161:PRO:HG2 1.88 0.55
1:0:247:TYR:O 1:0:250:SER:OG 2.20 0.55
1:t:220:VAL:HB 1:t:260: VAL:HG12 1.87 0.55
4:7:142:LEU:-HG 7:0:289:ILE:HD12 1.88 0.55
7:0:297:VAL:HG13 7:0:302:VAL:HG12 1.88 0.55
7:AJ:72:GLU:CG 5:AM:6:PRO:HA 2.37 0.55
7:AY:72:GLU:CG 5:Ab:6:PRO:HA 2.37 0.55
6:Am:122: THR:HG23 | 6:Am:135:ALA:HB3 1.89 0.55
7:BC:72:GLU:CG 5:BF:6:PRO:HA 2.37 0.55
6:BQ:122: THR:HG23 | 6:BQ:135:ALA:HB3 1.89 0.55
7:BR:72:GLU:CG 5:BU:6:PRO:HA 2.37 0.55
1:1:141:ASP:HB3 1:1:144:SER:HB3 1.87 0.55
1:R:220:VAL:HB 1:R:260:VAL:HG12 1.88 0.55
1:1:89:ILE:HD11 7:BR:362:ASN:ND2 2.12 0.55
7:5:297:VAL:HG13 7:5:302:VAL:HG12 1.88 0.55
T:AE:297:-VAL:HG13 | 7:AE:302:VAL:HG12 1.88 0.55
7:An:72:GLU:CG 5:Aq:6:PRO:HA 2.37 0.55
6:A2:122: THR:HG23 6:A2:135:ALA:HB3 1.89 0.55
6:BL:122: THR:HG23 6:BL:135:ALA:HB3 1.89 0.55
7:Bg:72:GLU:CG 5:Bj:6:PRO:HA 2.37 0.55
1:1:272:ASN:OD1 1:1:281:ASN:ND2 2.40 0.55
1:p:138:SER:OG 1:p:148:ARG:NH1 2.35 0.55
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
2:q:64:ALA:O 2:q:68:ARG:HB2 2.06 0.55
1:5:112: GLN:HB2 2:u:161:PRO:HG2 1.88 0.55
7:5:72:GLU:CG 5:8:6:PRO:HA 2.37 0.55
4:Af:142:LEU:HG 7:A1:289:1LE:HD12 1.88 0.55
6:Ah:122: THR:HG23 6:Ah:135:ALA:HB3 1.89 0.55
6:A7:122:THR:HG23 6:A7:135:ALA:HB3 1.89 0.55
6:Bk:122: THR:HG23 6:Bk:135:ALA:HB3 1.89 0.55
7:Bv:72:GLU:CG 5:By:6:PRO:HA 2.37 0.55
2:C:136:ARG:NH2 2:C:166:ASP:0OD2 2.40 0.55
2:H:152:GLU:OE2 2:H:184:ARG:NH2 2.38 0.55
2:¢:136:ARG:NH2 2:¢:166:ASP:0OD2 2.40 0.55
1:2:272:ASN:OD1 1:2:281:ASN:ND2 2.40 0.55
1:0:272:ASN:OD1 1:0:281:ASN:ND2 2.40 0.55
1:x:138:SER:OG 1:x:148:ARG:NH1 2.35 0.55
6:AN:122: THR:HG23 | 6:AN:135:ALA:HB3 1.89 0.55
7:AO:72:GLU:CG 5:AR:6:PRO:HA 2.37 0.55
7:A0:297:VAL:HG13 | 7:A0:302:VAL:HG12 1.88 0.55
7:As:297:VAL:HG13 7:As:302: VAL:HG12 1.88 0.55
7:Ax:72:GLU:CG 5:A1:6:PRO:HA 2.37 0.55
7:A8:297:-VAL:HG13 | 7:A8:302:VAL:HG12 1.88 0.55
7:BH:297:VAL:HG13 | 7:BH:302:VAL:HG12 1.88 0.55
7:BW:297:VAL:HG13 | 7:BW:302:VAL:HG12 1.88 0.55
7:Bb:72:GLU:CG 5:Be:6:PRO:HA 2.37 0.55
6:Bf:122: THR:HG23 6:Bf:135:ALA:HB3 1.89 0.55
1:E:112:GLN:HB2 2:G:161:PRO:HG2 1.88 0.54
1:F:138:SER:OG 1:F:148:ARG:NH1 2.35 0.54
1:1:247:TYR:O 1:1:250:SER:OG 2.20 0.54
2:K:136:ARG:NH2 2:K:166:ASP:0D2 2.40 0.54
1:Q:272:ASN:OD1 1:Q:281:ASN:ND2 2.40 0.54
2:W:136:ARG:NH2 2:W:166:ASP:0OD2 2.40 0.54
1:p:89:ILE:HD11 7:Bb:362: ASN:ND2 2.12 0.54
7:0:72:GLU:CG 5:AC:6:PRO:HA 2.37 0.54
6:Al:122: THR:HG23 6:Al:135:ALA:HB3 1.89 0.54
7:AT:297:VAL:HG13 | T7:AT:302:VAL:HG12 1.88 0.54
7:A3:72:GLU:CG 5:A6:6:PRO:HA 2.37 0.54
7:BM:72:GLU:CG 5:BP:6:PRO:HA 2.37 0.54
6:Bp:122: THR:HG23 6:Bp:135:ALA:HB3 1.89 0.54
7:B6:297:VAL:HG13 7:B6:302:VAL:HG12 1.88 0.54
1:B:43:PRO:HB2 1:B:173:LEU:HD13 1.90 0.54
2:S:64:ALA:O 2:S:68:ARG:HB2 2.06 0.54
1:h:220:VAL:HB 1:h:260:VAL:HG12 1.88 0.54
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
7:BR:297:VAL:HG13 | 7:BR:302:VAL:HG12 1.88 0.54
1:A:272:ASN:OD1 1:A:281:ASN:ND2 2.40 0.54
2:C:64:ALA:O 2:C:68:ARG:HB2 2.06 0.54
1:E:272:ASN:OD1 1:E:281:ASN:ND2 2.40 0.54
2:0:64:ALA:O 2:0:68:ARG:HB2 2.06 0.54
1:k:247:TYR:O 1:k:250:SER:OG 2.20 0.54
2:q:136:ARG:NH2 2:q:166:ASP:0OD2 2.40 0.54
1:8:272:ASN:OD1 1:8:281:ASN:ND2 2.40 0.54
1:w:272:ASN:OD1 1:w:281:ASN:ND2 2.40 0.54
2:y:136:ARG:NH2 2:y:166:ASP:0OD2 2.40 0.54
6:9:122: THR:HG23 6:9:135:ALA:HB3 1.89 0.54
7:AJ:297:-VAL:HG13 | 7:AJ:302:VAL:HG12 1.88 0.54
6:AS:122: THR:HG23 6:AS:135:ALA:HB3 1.89 0.54
7:Ai:72:GLU:CG 5:Al:6:PRO:HA 2.37 0.54
7:Bv:297:-VAL:HG13 | 7:Bv:302:VAL:HG12 1.88 0.54
6:Bz:122: THR:HG23 6:Bz:135:ALA:HB3 1.89 0.54
7:B1:297:VAL:HG13 7:B1:302:VAL:HG12 1.88 0.54
1:A:112:GLN:HB2 2:C:161:PRO:HG2 1.88 0.54
1:1:112: GLN:HB2 2:K:161:PRO:HG2 1.88 0.54
1:J:43:PRO:HB2 1:J:173:LEU:HD13 1.89 0.54
1:U:272:ASN:OD1 1:U:281:ASN:ND2 2.40 0.54
1:¢:272:ASN:OD1 1:¢:281:ASN:ND2 2.40 0.54
2:1:136:ARG:NH2 2:1:166:ASP:0OD2 2.40 0.54
2:m:64:ALA:O 2:m:68:ARG:HB2 2.06 0.54
1:t:43:PRO:HB2 1::173:LEU:HD13 1.90 0.54
2:u:136:ARG:NH2 2:u:166:ASP:0OD2 2.40 0.54
1:x:43:PRO:HB2 1:x:173:LEU:HD13 1.89 0.54
7:Ad:72:GLU:CG 5:Ag:6:PRO:HA 2.37 0.54
7:A1:297:VAL:HG13 7:Ai1:302:VAL:HG12 1.88 0.54
7T:Ax:297:VAL:HG13 | 7:Ax:302:VAL:HG12 1.88 0.54
7:BH:72:GLU:CG 5:BK:6:PRO:HA 2.37 0.54
7:Bq:72:GLU:CG 5:Bt:6:PRO:HA 2.37 0.54
7:B1:72:GLU:CG 5:B4:6:PRO:HA 2.37 0.54
2:D:152:GLU:OE2 2:D:184:ARG:NH2 2.38 0.54
1:F:43:PRO:HB2 1:F:173:LEU:HD13 1.89 0.54
1:M:112:GLN:HB2 2:0:161:PRO:HG2 1.88 0.54
1:Q:112:GLN:HB2 2:5:161:PRO:HG2 1.88 0.54
6:4:122: THR:HG23 6:4:135:ALA:HB3 1.89 0.54
7:AY:297:-VAL:HG13 | T7:AY:302:VAL:HG12 1.88 0.54
7:BW:72:GLU:CG 5:BZ:6:PRO:HA 2.37 0.54
7:Bb:297:VAL:HG13 | 7:Bb:302:VAL:HG12 1.88 0.54
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Atom-1 Atom-2 distance (A) overlap (A)
6:Bu:122: THR:HG23 6:Bu:135:ALA:HB3 1.89 0.54
6:B5:122: THR:HG23 6:B5:135:ALA:HB3 1.89 0.54
1:B:89:ILE:HD11 7:B6:362: ASN:ND2 2.12 0.54
2:5:136:ARG:NH2 2:5:166:ASP:0D2 2.40 0.54
1:p:94:PRO:0O 7:Bb:368:GLN:NE2 2.35 0.54
6:AD:122:THR:HG23 | 6:AD:135:ALA:HB3 1.89 0.54
7:AT:72:GLU:CG 5:AW:6:PRO:HA 2.37 0.54
6:Bk:180: ARG:HH22 7:Bq:188:ASP:CG 2.13 0.54
7:Bl:72:GLU:CG 5:Bo:6:PRO:HA 2.37 0.54
7:Bq:297:-VAL:HG13 | 7:Bq:302:VAL:HG12 1.88 0.54
2:£:152:GLU:OE2 2:1:184:ARG:NH2 2.38 0.54
1:4:89:ILE:HD11 7:B1:362: ASN:ND2 2.12 0.54
1:w:112:GLN:HB2 2:y:161:PRO:HG2 1.88 0.54
3:AP:127:LYS:NZ 3:AZ:256:ASN:O 2.40 0.54
7:A8:72:GLU:CG 5:BA:6:PRO:HA 2.37 0.54
7:Bg:297:VAL:HG13 | 7:Bg:302:VAL:HG12 1.88 0.54
2:0:136:ARG:NH2 2:0:166:ASP:0D2 2.40 0.54
1:Y:272:ASN:OD1 1:Y:281:ASN:ND2 2.40 0.54
2:m:136:ARG:NH2 2:m:166:ASP:0D2 2.40 0.54
5:3:6:PRO:HA 7:B6:72:GLU:CG 2.37 0.54
7:Bl1:297:-VAL:HG13 7:B1:302:VAL:HG12 1.88 0.54
2:1:152:GLU:OE2 2:1:184:ARG:NH2 2.38 0.54
1:M:100:HIS:O 1:M:133:ARG:NH2 2.38 0.54
1:x:89:ILE:HD11 7:Bv:362:ASN:ND2 2.12 0.54
7:AE:72:GLU:CG 5:AH:6:PRO:HA 2.37 0.54
1:A:100:HIS:O 1:A:133:ARG:NH2 2.38 0.54
2:G:136:ARG:NH2 2:G:166:ASP:0OD2 2.40 0.54
1:N:43:PRO:HB2 1:N:173:LEU:HD13 1.90 0.54
1:Q:168:CYS:SG 1:Q:169:ILE:N 2.81 0.54
1:h:104:1ILE:HD11 1:h:128:GLU:HG3 1.90 0.54
1:k:272:ASN:OD1 1:k:281:ASN:ND2 2.40 0.54
7:Ad:297:VAL:HG13 | 7:Ad:302:VAL:HG12 1.88 0.54
1:M:272:ASN:OD1 1:M:281:ASN:ND2 2.40 0.53
7:As:72:GLU:CG 5:Av:6:PRO:HA 2.37 0.53
7:Bb:127:GLY:HA2 7:Bb:170: THR:HG22 1.90 0.53
7:B1:127:GLY:HA2 7:B1:170: THR:HG22 1.91 0.53
1:U:168:CYS:SG 1:U:169:ILE:N 2.81 0.53
1:7:256:ASP:0OD1 1:7:256:ASP:N 2.32 0.53
2:a:136:ARG:NH2 2:a:166:ASP:0D2 2.40 0.53
2:b:152:GLU:OE2 2:b:184:ARG:NH2 2.38 0.53
1:d:104:1ILE:HD11 1:d:128:GLU:HG3 1.90 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
1:p:43:PRO:HB2 1:p:173:LEU:HD13 1.89 0.53
7:An:297:VAL:HG13 | 7:An:302:VAL:HG12 1.88 0.53
7:BW:127:GLY:HA2 | 7:BW:170: THR:HG22 1.90 0.53
7:Bv:127:GLY:HA2 7:Bv:170: THR:HG22 1.90 0.53
7:B6:127:GLY:HA2 7:B6:170: THR:HG22 1.90 0.53
1:1:43:PRO:HB2 1:1:173:LEU:HD13 1.90 0.53
2:n:33:TYR:O 2:n:74:TYR:OH 2.27 0.53
1:0:100:HIS:O 1:0:133:ARG:NH2 2.38 0.53
2:1:33:TYR:O 2:1:74:TYR:OH 2.27 0.53
2:v:33:TYR:O 2:v:74:TYR:OH 2.27 0.53
7:BR:42:ARG:NH1 7:BR:93:GLU:OE2 2.42 0.53
7:BW:42:ARG:NH1 7:BW:93:GLU:OE2 2.42 0.53
1:1:104:ILE:HD11 1:1:128:GLU:HG3 1.90 0.53
7:5:188:ASP:CG 6:B5:180:ARG:HH22 2.13 0.53
7:AT:42:ARG:NH1 7:AT:93:GLU:OE2 2.42 0.53
7:Ax:42:ARG:NH1 7:Ax:93:GLU:OE2 2.42 0.53
6:A2:180:ARG:HH22 7:A8:188:ASP:CG 2.13 0.53
7:BM:42:ARG:NH1 7:BM:93:GLU:OE2 2.42 0.53
7:Bb:42:ARG:NH1 7:Bb:93:GLU:OE2 2.42 0.53
7:Bg:42:ARG:NH1 7:Bg:93:GLU:OE2 2.42 0.53
7:Bg:127:GLY:HA2 7:Bg:170: THR:HG22 1.90 0.53
1:B:138:SER:OG 1:B:148:ARG:NH1 2.35 0.53
1:M:168:CYS:SG 1:M:169:ILE:N 2.81 0.53
1:R:43:PRO:HB2 1:R:173:LEU:HD13 1.89 0.53
1:h:138:SER:OG 1:h:148:ARG:NH1 2.35 0.53
1:0:168:CYS:SG 1:0:169:ILE:N 2.81 0.53
2:2:33:'TYR:O 2:2:74:'TYR:OH 2.27 0.53
7:5:42:ARG:NH1 7:5:93:GLU:OE2 2.42 0.53
7:AY:42:ARG:NH1 7:AY:93:GLU:OE2 2.42 0.53
7:A3:42:ARG:NH1 7:A3:93:GLU:OE2 2.42 0.53
7:BH:42:ARG:NH1 7:BH:93:GLU:OE2 2.42 0.53
2:D:33:TYR:O 2:D:74:TYR:OH 2.27 0.53
2:H:33:TYR:O 2:H:74:TYR:OH 2.27 0.53
1:Q:100:HIS:O 1:Q:133:ARG:NH2 2.38 0.53
1:d:43:PRO:HB2 1:d:173:LEU:HD13 1.90 0.53
7:AJ:127:GLY:HA2 7:AJ:170: THR:HG22 1.90 0.53
7:Ad:42:ARG:NH1 7:Ad:93:GLU:OE2 2.42 0.53
7:Bl:42:ARG:NH1 7:B1:93:GLU:OE2 2.42 0.53
2:L:33:TYR:O 2:L:74:TYR:OH 2.27 0.53
1:V:43:PRO:HB2 1:V:173:LEU:HD13 1.89 0.53
2:3:33:TYR:O 2:3:74:TYR:OH 2.27 0.53
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Atom-1 Atom-2 distance (A) overlap (A)
1:x:104:ILE:HD11 1:x:128:GLU:HG3 1.90 0.53
7:0:42:ARG:NH1 7:0:93:GLU:OE2 2.42 0.53
7:A0:42:ARG:NH1 7:A0:93:GLU:OE2 2.42 0.53
7:B6:42:ARG:NH1 7:B6:93:GLU:OE2 2.42 0.53
1:B:104:ILE:HD11 1:B:128:GLU:HG3 1.90 0.53
2:P:152:GLU:OE2 2:P:184:ARG:NH2 2.38 0.53
1:Y:168:CYS:SG 1:Y:169:ILE:N 2.81 0.53
1:7:43:PRO:HB2 1:7:173:LEU:HD13 1.90 0.53
2:1:34: THR:O 2:1:35:GLU:HB2 2.09 0.53
1:k:168:CYS:SG 1:k:169:ILE:N 2.81 0.53
1:5:168:CYS:SG 1:5:169:ILE:N 2.81 0.53
7:AO:127:GLY:HA2 | 7:AO:170:THR:HG22 1.91 0.53
7:As:42:ARG:NH1 7:As:93:GLU:OE2 2.42 0.53
7:BC:42:ARG:NH1 7:BC:93:GLU:OE2 2.42 0.53
7:BR:127:GLY:HA2 | 7:BR:170:THR:HG22 1.91 0.53
7:Bq:42:ARG:NH1 7:Bq:93:GLU:OE2 2.42 0.53
2:T:152:GLU:OE2 2:T:184:ARG:NH2 2.38 0.53
2:W:34:THR:O 2:W:35:GLU:HB2 2.09 0.53
2:X:152:GLU:OE2 2:X:184:ARG:NH2 2.38 0.53
1:7:104:1ILE:HD11 1:7:128:GLU:HG3 1.90 0.53
6:Al:180:ARG:HH22 7:AO:188:ASP:CG 2.13 0.53
6:AS:180:ARG:HH22 7:AY:188:ASP:CG 2.13 0.53
1:B:256:ASP:OD1 1:B:256:ASP:N 2.32 0.53
1:V:138:SER:OG 1:V:148:ARG:NH1 2.35 0.53
2:£:75:GLU:OE1 2:£:105:GLN:NE2 2.42 0.53
1:g:168:CYS:SG 1:g:169:ILE:N 2.81 0.53
1:g:247:'TYR:O 1:2:250:SER:OG 2.20 0.53
1:h:89:ILE:HD11 7:BH:362:ASN:ND2 2.12 0.53
2:q:34:THR:O 2:q:35:GLU:HB2 2.09 0.53
7:5:127:GLY:HA2 7:5:170: THR:HG22 1.91 0.53
7:AE:127:GLY:HA2 7:AE:170: THR:HG22 1.91 0.53
7:AR8:42:ARG:NH1 7:A8:93:GLU:OE2 2.42 0.53
7:Bq:127:GLY:HA2 7:Bq:170: THR:HG22 1.91 0.53
2:L:75:GLU:OE1 2:L:105:GLN:NE2 2.42 0.52
2:P:33:TYR:O 2:P:74:TYR:OH 2.27 0.52
1:7:89:ILE:HD11 7:Ax:362:ASN:ND2 2.12 0.52
1:¢:168:CYS:SG 1:¢:169:ILE:N 2.81 0.52
2:¢:34:THR:O 2:¢:35:GLU:HB2 2.09 0.52
1:h:43:PRO:HB2 1:h:173:LEU:HD13 1.89 0.52
7:AT:127:GLY:HA2 | 7:AT:170:THR:HG22 1.90 0.52
7:A8:127:GLY:HA2 7:A8:170: THR:HG22 1.91 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
7:Bv:42:ARG:NH1 7:Bv:93:GLU:OE2 2.42 0.52
1:N:100:HIS:O 1:N:133:ARG:NH2 2.38 0.52
1:t:104:1ILE:HD11 1:t:128:GLU:HG3 1.90 0.52
2:u:34: THR:O 2:u:35:GLU:HB2 2.09 0.52
7:A3:127:GLY:HA2 7:A3:170: THR:HG22 1.90 0.52
7:BC:127:GLY:HA2 7:BC:170: THR:HG22 1.91 0.52
1:A:168:CYS:SG 1:A:169:ILE:N 2.81 0.52
1:E:168:CYS:SG 1:E:169:ILE:N 2.81 0.52
2:b:33:TYR:O 2:b:74:TYR:OH 2.27 0.52
2:£:33:TYR:O 2:£:74:TYR:OH 2.27 0.52
2:n:75:GLU:OE1 2:n:105:GLN:NE2 2.42 0.52
1:p:104:ILE:HD11 1:p:128:GLU:HG3 1.90 0.52
7:Ai:42:ARG:NH1 7:Ai1:93:GLU:OE2 2.42 0.52
7:Bl1:127:GLY:HA2 7:B1:170: THR:HG22 1.90 0.52
7:B1:42:ARG:NH1 7:B1:93:GLU:OE2 2.42 0.52
1:F:104:.1LE:HD11 1:F:128:GLU:HG3 1.90 0.52
1:R:89:ILE:CD1 7:Ad:362:ASN:HD22 2.15 0.52
2:a:34:THR:O 2:a:35:GLU:HB2 2.09 0.52
7:AE:42:ARG:NH1 7:AE:93:GLU:OE2 2.42 0.52
7:AJ:42:ARG:NH1 7:AJ:93:GLU:OE2 2.42 0.52
7:Ad:334:ARG:HE 7:Ai:295:VAL:HG11 1.75 0.52
7:BC:334:ARG:HE 7:BH:295:VAL:HG11 1.75 0.52
2:H:75:GLU:OE1 2:H:105:GLN:NE2 2.42 0.52
2:K:103:ALA:HB1 2:K:111:LEU:HD23 1.92 0.52
2:0:103:ALA:HB1 2:0:111:LEU:HD23 1.92 0.52
2:X:33:TYR:O 2:X:74:TYR:OH 2.27 0.52
1:w:168:CYS:SG 1:w:169:ILE:N 2.81 0.52
2:2:75:GLU:OE1 2:2:105:GLN:NE2 2.42 0.52
7:Ax:127:GLY:HA2 7:Ax:170: THR:HG22 1.91 0.52
2:G:103:ALA:HB1 2:G:111:LEU:HD23 1.92 0.52
1:1:168:CYS:SG 1:1:169:ILE:N 2.81 0.52
1:J:138:SER:OG 1:J:148:ARG:NH1 2.35 0.52
1:N:89:ILE:HD11 7:AT:362:ASN:ND2 2.12 0.52
1:N:104:ILE:HD11 1:N:128:GLU:HG3 1.90 0.52
2:S:34:THR:O 2:S:35:GLU:HB2 2.09 0.52
2:5:103:ALA:HB1 2:S:111:LEU:HD23 1.92 0.52
2:T:75:GLU:OE1 2:T:105:GLN:NE2 2.42 0.52
7:AY:127:GLY:HA2 | 7:AY:170:THR:HG22 1.90 0.52
7:An:42:ARG:NH1 7:An:93:GLU:OE2 2.42 0.52
7:An:334:ARG:HE 7:As:295:VAL:HG11 1.75 0.52
6:Ar:180:ARG:HH22 7:Ax:188:ASP:CG 2.13 0.52
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Atom-1 Atom-2 distance (A) overlap (A)
7:A3:334:ARG:HE 7:A8:295:VAL:HG11 1.75 0.52
7:BH:127:GLY:HA2 | 7:BH:170:THR:HG22 1.91 0.52
7:BM:334:ARG:HE 7:BR:295:VAL:HG11 1.75 0.52
7:0:127:GLY:HA2 7:0:170: THR:HG22 1.91 0.52
7:BM:127:GLY:HA2 | 7:BM:170:THR:HG22 1.90 0.52
1:B:100:HIS:O 1:B:133:ARG:NH2 2.38 0.52
2:C:34:THR:O 2:C:35:GLU:HB2 2.09 0.52
2:D:75:GLU:OE1 2:D:105:GLN:NE2 2.42 0.52
1:J:104:ILE:HD11 1:J:128:GLU:HG3 1.90 0.52
2:T:33:TYR:O 2:T:74:TYR:OH 2.27 0.52
7:AJ:334:ARG:HE 7:A0:295:VAL:HG11 1.75 0.52
7:AT:334:ARG:HE 7:AY:295:VAL:HG11 1.75 0.52
6:A7:180:ARG:HH22 7:BC:188:ASP:CG 2.13 0.52
7:B1:334:ARG:HE 7:Bq:295:VAL:HG11 1.75 0.52
7:Bv:334:ARG:HE 7:B1:295:VAL:HG11 1.75 0.52
2:C:103:ALA:HB1 2:C:111:LEU:HD23 1.92 0.52
2:0:34:THR:O 2:0:35:GLU:HB2 2.09 0.52
1:U:100:HIS:O 1:U:133:ARG:NH2 2.38 0.52
2:b:75:GLU:OFE1 2:b:105:GLN:NE2 2.42 0.52
1:d:89:ILE:HD11 7:A8:362:ASN:ND2 2.12 0.52
7:5:295:VAL:HG11 7:B6:334:ARG:HE 1.75 0.52
7:0:334:ARG:HE 7:AE:295:VAL:HG11 1.75 0.52
7:As:127:GLY:HA2 7:As:170: THR:HG22 1.90 0.52
7:BH:72:GLU:HB2 5:BK:6:PRO:HA 1.92 0.52
2:K:34:THR:O 2:K:35:GLU:HB2 2.09 0.52
1:R:104:ILE:HD11 1:R:128:GLU:HG3 1.90 0.52
1:h:100:HIS:O 1:h:133:ARG:NH2 2.38 0.52
2:m:34:THR:O 2:m:35:GLU:HB2 2.09 0.52
1:w:247:TYR:O 1:w:250:SER:OG 2.20 0.52
7:BM:72:GLU:HB2 5:BP:6:PRO:HA 1.92 0.52
1:5:185:LEU:HB3 1:5:198:SER:HB3 1.92 0.51
6:4:257:ARG:CZ 6:9:161:VAL:HG11 2.41 0.51
3:A0:119:LYS:NZ 3:Ay:203:GLY:O 2.44 0.51
7:As:334:ARG:HE 7:Ax:295:VAL:HG11 1.75 0.51
7:Ax:334:ARG:HE 7:A3:295:VAL:HG11 1.75 0.51
7:BR:72:GLU:HB2 5:BU:6:PRO:HA 1.92 0.51
7:BW:334:ARG:HE 7:Bb:295:VAL:HG11 1.75 0.51
7:Bb:334:ARG:HE 7:Bg:295:VAL:HG11 1.75 0.51
7:Bg:334:ARG:HE 7:B1:295:VAL:HG11 1.75 0.51
1:V:104:ILE:HD11 1:V:128:GLU:HG3 1.90 0.51
2:W:103:ALA:HB1 2:W:111:LEU:HD23 1.92 0.51
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Atom-1 Atom-2 distance (A) overlap (A)
1:0:185:LEU:HB3 1:0:198:SER:HB3 1.93 0.51
1:t:256:ASP:OD1 1:t:256:ASP:N 2.32 0.51
7:5:72:GLU:HB2 5:8:6:PRO:HA 1.92 0.51
7:5:334:ARG:HE 7:0:295:VAL:HG11 1.75 0.51
7:AE:334:ARG:HE 7:AJ:295:VAL:HG11 1.75 0.51
7:Ai:127:GLY:HA2 7:Ai:170: THR:HG22 1.90 0.51
3:Aj:119:LYS:NZ 3:At:203:GLY:O 2.44 0.51
3:A9:119:LYS:NZ 3:BI:203:GLY:O 2.44 0.51
7:BC:72:GLU:HB2 5:BF:6:PRO:HA 1.92 0.51
3:BN:119:LYS:NZ 3:BX:203:GLY:O 2.44 0.51
7:BR:334:ARG:HE 7:BW:295:VAL:HG11 1.75 0.51
6:BV:257:ARG:CZ 6:Ba:161:VAL:HG11 2.41 0.51
7:B1:72:GLU:HB2 5:B4:6:PRO:HA 1.92 0.51
2:G:34:THR:O 2:G:35:GLU:HB2 2.09 0.51
5:3:6:PRO:HA 7:B6:72:GLU:HB2 1.92 0.51
3:AZ:119:LYS:NZ 3:Aj:203:GLY:O 2.44 0.51
7:Ad:127:GLY:HA2 7:Ad:170: THR:HG22 1.90 0.51
6:Ah:180:ARG:HH22 7:An:188:ASP:CG 2.13 0.51
6:Ar:257:ARG:CZ 6:Aw:161:VAL:HG11 2.41 0.51
3:Ay:119:LYS:NZ 3:A9:203:GLY:O 2.44 0.51
3:A4:119:LYS:NZ 3:BD:203:GLY:O 2.44 0.51
6:BB:257:ARG:CZ 6:BG:161:VAL:HG11 2.41 0.51
6:BQ:257:ARG:CZ 6:BV:161:VAL:HG11 2.41 0.51
3:BX:119:LYS:NZ 3:Bh:203:GLY:O 2.44 0.51
6:Ba:257:ARG:CZ 6:Bf:161:VAL:HG11 2.41 0.51
3:Bc:119:LYS:NZ 3:Bm:203:GLY:O 2.44 0.51
7:Bq:334:ARG:HE 7:Bv:295:VAL:HG11 1.75 0.51
7:B1:334:ARG:HE 7:B6:295:VAL:HG11 1.75 0.51
1:E:100:HIS:O 1:E:133:ARG:NH2 2.38 0.51
1:w:185:LEU:HB3 1:w:198:SER:HB3 1.93 0.51
7:An:127:GLY:HA2 7:An:170: THR:HG22 1.91 0.51
6:BG:257:ARG:CZ 6:BL:161:VAL:HG11 2.41 0.51
3:BI:119:LYS:NZ 3:BS:203:GLY:O 2.44 0.51
6:BV:180:ARG:HH22 7:Bb:188:ASP:CG 2.13 0.51
7:BW:72:GLU:HB2 5:BZ:6:PRO:HA 1.92 0.51
6:Bl:257:ARG:CZ 6:Bk:161:VAL:HG11 2.41 0.51
2:P:75:GLU:OE1 2:P:105:GLN:NE2 2.42 0.51
1:k:185:LEU:HB3 1:k:198:SER:HB3 1.93 0.51
1:5:100:HIS: O 1:5:133:ARG:NH2 2.38 0.51
6:4:161:VAL:HG11 6:B5:257:ARG:CZ 2.41 0.51
7:0:72:GLU:HB2 5:AC:6:PRO:HA 1.92 0.51
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Atom-1 Atom-2 distance (A) overlap (A)
6:AN:257:ARG:CZ 6:AS:161:VAL:HG11 2.41 0.51
7:A0:334:ARG:HE 7:AT:295:VAL:HG11 1.75 0.51
6:AS:257:ARG:CZ 6:AX:161:VAL:HG11 2.41 0.51
3:At:119:LYS:NZ 3:A4:203:GLY:O 2.44 0.51
6:Aw:257:ARG:CZ 6:A2:161:VAL:HG11 2.41 0.51
7:A8:72:GLU:HB2 5:BA:6:PRO:HA 1.92 0.51
6:Bp:180:ARG:HH22 7:Bv:188:ASP:CG 2.13 0.51
7:Bv:72:GLU:HB2 5:By:6:PRO:HA 1.92 0.51
2:X:75:GLU:OE1 2:X:105:GLN:NE2 2.42 0.51
2:3:75:GLU:OE1 2:3:105:GLN:NE2 2.42 0.51
2:y:103:ALA:HB1 2:y:111:LEU:HD23 1.92 0.51
6:9:257:ARG:CZ 6:AD:161:VAL:HG11 2.41 0.51
7:Ad:223:GLU:OE2 7:Ai:155:ARG:NH2 2.44 0.51
7:Bb:72:GLU:HB2 5:Be:6:PRO:HA 1.92 0.51
3:Bh:119:LYS:NZ 3:Br:203:GLY:O 2.44 0.51
3:Br:119:LYS:NZ 3:B2:203:GLY:O 2.44 0.51
6:Bz:257:ARG:CZ 6:B5:161:VAL:HG11 2.41 0.51
1:p:100:HIS:O 1:p:133:ARG:NH2 2.38 0.51
2:q:103:ALA:HB1 2:q:111:LEU:HD23 1.92 0.51
2:u:103:ALA:HB1 2:u:111:LEU:HD23 1.92 0.51
2:v:75:GLU:OE1 2:v:105:GLN:NE2 2.42 0.51
2:y:34:THR:O 2:y:35:GLU:HB2 2.09 0.51
3:1:178: THR:OG1 3:B2:227:ASN:O 2.29 0.51
7:AE:72:GLU:HB2 5:AH:6:PRO:HA 1.92 0.51
3:AK:119:LYS:NZ 3:AU:203:GLY:O 2.44 0.51
7:Ax:223:GLU:OE2 7:A3:155:ARG:NH2 2.44 0.51
6:A2:257:ARG:CZ 6:A7:161:VAL:HG11 2.41 0.51
7:A3:223:GLU:OE2 7:A8:155:ARG:NH2 2.44 0.51
3:Bm:227:ASN:O 3:Br:178: THR:OG1 2.29 0.51
1:J:93:PRO:HD2 1:J:96:ARG:HD2 1.93 0.51
2:K:172:TYR:HD1 2:K:189:ARG:HH11 1.58 0.51
1:N:93:PRO:HD2 1:N:96:ARG:HD2 1.93 0.51
2:0:172: TYR:HD1 2:0:189:ARG:HH11 1.58 0.51
1:R:93:PRO:HD2 1:R:96:ARG:HD2 1.93 0.51
3:1:227:ASN:O 3:6:178: THR:OG1 2.29 0.51
3:AU:119:LYS:NZ 3:Ae:203:GLY:O 2.44 0.51
6:Ac:64:LEU:HD12 6:Ac:71:MET:HE2 1.93 0.51
3:Ae:119:LYS:NZ 3:A0:203:GLY:O 2.44 0.51
6:Am:257:ARG:CZ 6:Ar:161:VAL:HG11 2.41 0.51
7:BH:334:ARG:HE 7:BM:295:VAL:HG11 1.75 0.51
6:BL:257:ARG:CZ 6:BQ:161:VAL:HG11 2.41 0.51
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Atom-1 Atom-2 distance (A) overlap (A)

3:BS:119:LYS:NZ 3:Bc:203:GLY:O 2.44 0.51
6:BV:64:LEU:HD12 6:BV:71:MET:HE2 1.93 0.51
7:Bb:223:GLU:OE2 7:Bg:155:ARG:NH2 2.44 0.51
7:Bg:223:GLU:OE2 7:B1:155: ARG:NH2 2.44 0.51
6:Bk:257:ARG:CZ 6:Bp:161:VAL:HG11 241 0.51
6:Bp:257:ARG:CZ 6:Bu:161:VAL:HG11 241 0.51
2:G:172:TYR:HD1 2:G:189:ARG:HH11 1.58 0.51
1:1:256:ASP:OD1 1:1:256:ASP:N 2.32 0.51
3:1:203:GLY:O 3:Bw:119:LYS:NZ 2.44 0.51
7:5:155:ARG:NH2 7:B6:223:GLU:OE2 2.44 0.51
7:AE:223:GLU:OE2 7:AJ:155:ARG:NH2 2.44 0.51
7:AJ:223:GLU:OE2 7:A0:155:ARG:NH2 2.44 0.51
6:AN:33:ARG:CZ 3:AP:84:SER:HB2 2.41 0.51
3:AP:119:LYS:NZ 3:A7Z:203:GLY:O 2.44 0.51
6:AX:64:LEU:HD12 6:AX:71:MET:HE2 1.93 0.51
7:AY:223:GLU:OE2 7:Ad:155:ARG:NH2 2.44 0.51
7:Ai:334:ARG:HE 7:An:295:VAL:HG11 1.75 0.51
6:A7:64:LEU:HD12 6:A7:71:MET:HE2 1.93 0.51
6:A7:257:ARG:CZ 6:BB:161:VAL:HG11 2.41 0.51
7:A8:334:ARG:HE 7:BC:295:VAL:HG11 1.75 0.51
6:Ba:64:LEU:HD12 6:Ba:71:MET:HE2 1.93 0.51
1:V:93:PRO:HD2 1:V:96:ARG:HD2 1.93 0.51
2:a:103:ALA:HB1 2:a:111:LEU:HD23 1.92 0.51
1:g:185:LEU:HB3 1:g:198:SER:HB3 1.92 0.51
2:1:75:GLU:OE1 2:1:105:GLN:NE2 2.42 0.51
3:1:119:LYS:NZ 3:AA:203:GLY:O 2.44 0.51
3:AF:119:LYS:NZ 3:AP:203:GLY:O 2.44 0.51
6:AS:33:ARG:CZ 3:AU:84:SER:HB2 2.41 0.51
6:AX:257:ARG:CZ 6:Ac:161:VAL:HG11 2.41 0.51
7:A1:223:GLU:OE2 7:An:155:ARG:NH2 2.44 0.51
6:Ar:33:ARG:CZ 3:At:84:SER:HB2 2.42 0.51
6:A2:64:LEU:HD12 6:A2:71:MET:HE2 1.93 0.51
7:A3:72:GLU:HB2 5:A6:6:PRO:HA 1.92 0.51
3:BD:119:LYS:NZ 3:BN:203:GLY:O 2.44 0.51
6:BL:33:ARG:CZ 3:BN:84:SER:HB2 2.41 0.51
6:BQ:33:ARG:CZ 3:BS:84:SER:HB2 2.41 0.51
7:BW:223:GLU:OE2 7:Bb:155:ARG:NH2 2.44 0.51
7:Bg:72:GLU:HB2 5:Bj:6:PRO:HA 1.92 0.51
7:Bq:72:GLU:HB2 5:Bt:6:PRO:HA 1.92 0.51
3:Br:227:ASN:O 3:Bw:178: THR:OG1 2.29 0.51
6:Bu:257:ARG:CZ 6:Bz:161:VAL:HG11 2.41 0.51
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6:Bz:64:LEU:HD12 6:Bz:71:MET:HE2 1.93 0.51
6:B5:64:LEU:HD12 6:B5:71:MET:HE2 1.93 0.51
2:C:172: TYR:HD1 2:C:189:ARG:HH11 1.58 0.50
1:Q:185:LEU:HB3 1:Q:198:SER:HB3 1.92 0.50
1:V:89:ILE:CD1 7:An:362:ASN:HD22 2.15 0.50
1:7:93:PRO:HD2 1:7:96:ARG:HD2 1.93 0.50
2:m:103:ALA:HB1 2:m:111:LEU:HD23 1.92 0.50
3:1:84:SER:HB2 6:B5:33:ARG:CZ 2.41 0.50
3:6:119:LYS:NZ 3:AF:203:GLY:O 2.44 0.50
3:AA:227:ASN:O 3:AF:178: THR:OG1 2.29 0.50
6:Al:257:ARG:CZ 6:AN:161:VAL:HG11 2.41 0.50
7:AY:334:ARG:HE 7:Ad:295:VAL:HG11 1.75 0.50
6:Ah:64:LEU:HD12 6:Ah:71:MET:HE2 1.93 0.50
6:Am:33:ARG:CZ 3:A0:84:SER:HB2 2.41 0.50
6:Aw:33:ARG:CZ 3:Ay:84:SER:HB2 241 0.50
3:BX:227:ASN:O 3:Bc:178: THR:OG1 2.29 0.50
7:B1:223:GLU:OE2 7:Bq:155:ARG:NH2 2.44 0.50
7:B1:223:GLU:OE2 7:B6:155:ARG:NH2 2.44 0.50
1:A:185:LEU:HB3 1:A:198:SER:HB3 1.93 0.50
1:U:185:LEU:HB3 1:U:198:SER:HB3 1.93 0.50
1:Y:185:LEU:HB3 1:Y:198:SER:HB3 1.93 0.50
2:¢:103:ALA:HB1 2:e:111:LEU:HD23 1.92 0.50
6:4:33:ARG:CZ 3:6:84:SER:HB2 2.41 0.50
7:5:223:GLU:OE2 7:0:155:ARG:NH2 2.44 0.50
3:AF:227:ASN:O 3:AK:178: THR:OG1 2.29 0.50
7:AJ:72:GLU:HB2 5:AM:6:PRO:HA 1.92 0.50
3:Aj:227:ASN:O 3:A0:178:THR:OG1 2.29 0.50
7:As:223:GLU:OE2 7:Ax:155:ARG:NH2 2.44 0.50
3:Ay:227:ASN:O 3:A4:178: THR:OG1 2.29 0.50
6:BQ:64:LEU:HD12 6:BQ:71:MET:HE2 1.93 0.50
6:BV:33:ARG:CZ 3:BX:84:SER:HB2 2.41 0.50
6:Bu:64:LEU:HD12 6:Bu:71:MET:HE2 1.93 0.50
2:5:172:TYR:HD1 2:S:189:ARG:HH11 1.58 0.50
6:4:64:LEU:HD12 6:4:71:MET:HE2 1.93 0.50
6:9:180:ARG:HH22 7:AE:188:ASP:CG 2.12 0.50
6:AS:64:LEU:HD12 6:AS:71:MET:HE2 1.93 0.50
3:A4:227:ASN:O 3:A9:178:THR:OG1 2.29 0.50
6:BB:64:LEU:HD12 6:BB:71:MET:HE2 1.93 0.50
6:BG:33:ARG:CZ 3:BI:84:SER:HB2 2.41 0.50
3:Bm:119:LYS:NZ 3:Bw:203:GLY:O 2.44 0.50
6:Bz:33:ARG:CZ 3:B2:84:SER:HB2 2.41 0.50
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Atom-1 Atom-2 distance (A) overlap (A)
1:F:93:PRO:HD2 1:F:96:ARG:HD2 1.93 0.50
3:AA:119:LYS:NZ 3:AK:203:GLY:O 2.44 0.50
6:A1:33:ARG:CZ 3:AK:84:SER:HB2 2.41 0.50
7:A0:223:GLU:OE2 7:AT:155:ARG:NH2 2.44 0.50
6:AX:33:ARG:CZ 3:A7Z:84:SER:HB2 2.41 0.50
7:AR:223:GLU:OE2 7:BC:155:ARG:NH2 2.44 0.50
7:BM:223:GLU:OE2 7:BR:155:ARG:NH2 2.44 0.50
6:BQ:253:ILE:HD13 6:BQ:361:ILE:HB 1.93 0.50
6:Bf:64:LEU:HD12 6:Bf:71:MET:HE2 1.93 0.50
7:Bq:148:ASP:OD2 7:Bq:256: THR:0G1 2.28 0.50
6:4:180:ARG:HH22 7:0:188:ASP:CG 2.13 0.50
7:0:223:GLU:OE2 7:AE:155:ARG:NH2 2.44 0.50
6:AD:257:ARG:CZ 6:Al:161:VAL:HG11 2.41 0.50
7:AY:72:GLU:HB2 5:Ab:6:PRO:HA 1.92 0.50
6:Ah:257:ARG:CZ 6:Am:161:VAL:HG11 2.41 0.50
3:A0:227:ASN:O 3:At:178: THR:0G1 2.29 0.50
6:Aw:64:LEU:HD12 6:Aw:71:MET:HE2 1.93 0.50
7:Ax:72:GLU:HB2 5:A1:6:PRO:HA 1.92 0.50
7:BC:223:GLU:OE2 7:BH:155:ARG:NH2 2.44 0.50
3:Bc:227:ASN:O 3:Bh:178: THR:OG1 2.29 0.50
3:Bh:227:ASN:O 3:Bm:178:THR:OG1 2.29 0.50
7:BL:72:GLU:HB2 5:Bo:6:PRO:HA 1.92 0.50
2:5:139:ALA:HB1 2:5:147:ARG:HG2 1.94 0.50
1:Y:100:HIS:O 1:Y:133:ARG:NH2 2.38 0.50
2:1:103:ALA:HB1 2:1:111:LEU:HD23 1.92 0.50
1:1:100:HIS:O 1:1:133:ARG:NH2 2.38 0.50
2:y:172:'TYR:HD1 2:y:189:ARG:HH11 1.58 0.50
6:9:33:ARG:CZ 3:AA:84:SER:HB2 2.41 0.50
6:AN:180:ARG:HH22 7:AT:188:ASP:CG 2.12 0.50
7:AO:72:GLU:HB2 5:AR:6:PRO:HA 1.92 0.50
6:Ac:257:ARG:CZ 6:Ah:161:VAL:HG11 2.41 0.50
7:Ad:72:GLU:HB2 5:Ag:6:PRO:HA 1.92 0.50
7:An:223:GLU:OE2 7:As:155:ARG:NH2 2.44 0.50
7:An:350:TYR:OH 7:An:355:GLU:OE2 2.26 0.50
6:A2:33:ARG:CZ 3:A4:84:SER:HB2 2.41 0.50
6:BB:33:ARG:CZ 3:BD:84:SER:HB2 2.41 0.50
7:BH:223:GLU:OE2 7:BM:155:ARG:NH2 2.44 0.50
6:BQ:180:ARG:HH22 | 7:BW:188:ASP:CG 2.12 0.50
7:BR:223:GLU:OE2 7:BW:155:ARG:NH2 2.44 0.50
6:BV:253:ILE:HD13 6:BV:361:1ILE:HB 1.94 0.50
6:Bu:33:ARG:CZ 3:Bw:84:SER:HB2 2.42 0.50
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Atom-1 Atom-2 distance (A) overlap (A)
7:Bv:223:GLU:OE2 7:B1:155:ARG:NH2 2.44 0.50
3:Bw:227:ASN:O 3:B2:178: THR:OG1 2.29 0.50
1:M:185:LEU:HB3 1:M:198:SER:HB3 1.93 0.50
1:N:256:ASP:OD1 1:N:256:ASP:N 2.32 0.50
1:¢:185:LEU:HB3 1:¢:198:SER:HB3 1.93 0.50
1:¢:247:TYR:O 1:¢:250:SER:OG 2.20 0.50
1:d:93:PRO:HD2 1:d:96:ARG:HD2 1.93 0.50
6:9:64:LEU.HD12 6:9:71:MET:HE2 1.93 0.50
7:AT:223:GLU:OE2 7:AY:155:ARG:NH2 2.44 0.50
6:Ah:33:ARG:CZ 3:Aj:84:SER:HB2 2.41 0.50
6:Am:64:LEU:HD12 6:Am:71:MET:HE2 1.93 0.50
3:BD:227:ASN:O 3:BI:178:THR:OG1 2.29 0.50
6:Bp:33:ARG:CZ 3:Br:84:SER:HB2 241 0.50
6:Bp:64:LEU:HD12 6:Bp:71:MET:HE2 1.93 0.50
7:Bq:223:GLU:OE2 7:Bv:155:ARG:NH2 2.44 0.50
2:0:139:ALA:HB1 2:0:147:ARG:HG2 1.94 0.50
2:W:172:TYR:HD1 2:W:189:ARG:HH11 1.58 0.50
7:AT:72:GLU:HB2 5:AW:6:PRO:HA 1.92 0.50
3:AU:227:ASN:O 3:AZ:178: THR:0G1 2.29 0.50
7:BC:157:LEU:O 7:BC:161:SER:OG 2.27 0.50
6:BG:180:ARG:HH22 7:BM:188:ASP:CG 2.13 0.50
3:BS:227:ASN:O 3:BX:178:THR:OG1 2.29 0.50
6:Ba:33:ARG:CZ 3:Bc:84:SER:HB2 2.41 0.50
6:Ba:180:ARG:HH22 7:Bg:188:ASP:CG 2.13 0.50
6:AD:253:ILE:HD13 6:AD:361:ILE:HB 1.93 0.50
6:AN:64:LEU:HD12 6:AN:71:MET:HE2 1.93 0.50
6:AN:253:ILE:HD13 6:AN:361:ILE:HB 1.93 0.50
6:AS:253:ILE:HD13 6:AS:361:ILE:HB 1.94 0.50
3:BI:227:ASN:O 3:BN:178: THR:OG1 2.29 0.50
6:BL:253:ILE:HD13 6:BL:361:ILE:HB 1.93 0.50
1:B:93:PRO:HD2 1:B:96:ARG:HD2 1.93 0.49
3:6:203:GLY:O 3:B2:119:LYS:NZ 2.44 0.49
6:Ac:33:ARG:CZ 3:Ae:84:SER:HB2 2.41 0.49
6:Ac:253:ILE:HD13 6:Ac:361:ILE:HB 1.93 0.49
3:Ae:227:ASN:O 3:Aj:178:THR:OG1 2.29 0.49
7:A1:72:GLU:HB2 5:Al:6:PRO:HA 1.92 0.49
3:At:227:ASN:O 3:Ay:178:THR:OG1 2.29 0.49
7:BR:350:TYR:OH 7:BR:355:GLU:OE2 2.26 0.49
1:R:100:HIS:O 1:R:133:ARG:NH2 2.38 0.49
2:W:139:ALA:HB1 2:W:147:ARG:HG2 1.94 0.49
1:h:93:PRO:HD2 1:h:96:ARG:HD2 1.93 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
2:3:169:ARG:HH11 2:3:207:ARG:HD2 1.78 0.49
2:v:139:ALA:HB1 2:v:147:ARG:HG2 1.95 0.49
6:A1:253:1ILE:HD13 6:Al:361:ILE:HB 1.93 0.49
3:AP:227:ASN:O 3:AU:178:THR:0G1 2.29 0.49
3:AZ:227:ASN:O 3:Ae:178: THR:OG1 2.29 0.49
6:A7:253:ILE:HD13 6:A7:361:ILE:HB 1.93 0.49
7:BC:148:ASP:0OD2 7:BC:256: THR:OG1 2.28 0.49
6:BL:64:LEU:HD12 6:BL:71:MET:HE2 1.93 0.49
7:Bg:148:ASP:0D2 7:Bg:256: THR:OG1 2.28 0.49
6:Bp:253:ILE:HD13 6:Bp:361:1ILE:HB 1.94 0.49
1:E:244.LEU:HD13 1:E:284:VAL:HG11 1.94 0.49
1:F:89:ILE:HD11 7:0:362:ASN:ND2 2.12 0.49
2:1:139:ALA:HB1 2:1:147:ARG:HG2 1.94 0.49
1:1:93:PRO:HD2 1:1:96:ARG:HD2 1.93 0.49
3:6:227:ASN:O 3:AA:178:THR:OG1 2.29 0.49
6:AD:33:ARG:CZ 3:AF:84:SER:HB2 2.41 0.49
7:As:72:GLU:HB2 5:Av:6:PRO:HA 1.92 0.49
6:A2:253:ILE:HD13 6:A2:361:ILE:HB 1.94 0.49
6:A7:33:ARG:CZ 3:A9:84:SER:HB2 2.41 0.49
6:BB:180:ARG:HH22 7:BH:188:ASP:CG 2.12 0.49
6:BG:64:LEU:HD12 6:BG:71:MET:HE2 1.93 0.49
6:Ba:253:ILE:HD13 6:Ba:361:ILE:HB 1.94 0.49
6:Bk:33:ARG:CZ 3:Bm:84:SER:HB2 2.41 0.49
6:Bu:253:1ILE:HD13 6:Bu:361:1ILE:HB 1.94 0.49
2:D:139:ALA:HB1 2:D:147:ARG:HG2 1.95 0.49
1:E:185:LEU:HB3 1:E:198:SER:HB3 1.92 0.49
1:1:185:LEU:HB3 1:1:198:SER:HB3 1.93 0.49
2:1:139:ALA:HB1 2:1:147:ARG:HG2 1.95 0.49
2:m:139:ALA:HB1 2:m:147:ARG:HG2 1.94 0.49
2:n:139:ALA:HB1 2:n:147:ARG:HG2 1.95 0.49
6:AD:64:LEU:HD12 6:AD:71:MET:HE2 1.93 0.49
6:AX:253:ILE:HD13 6:AX:361:ILE:HB 1.94 0.49
3:Ae:133:MET:CG 3:Aj:157:ASN:HD21 2.26 0.49
6:Ah:253:ILE:HD13 6:Ah:361:ILE:HB 1.93 0.49
6:Bf:33:ARG:CZ 3:Bh:84:SER:HB2 2.41 0.49
3:Br:163:GLY:HA3 3:B2:245:MET:O 2.13 0.49
1:A:244:LEU:HD13 1:A:284:VAL:HG11 1.95 0.49
1:A:267:ARG:NH1 2:D:105:GLN:OE1 2.46 0.49
1:1:244:LEU:HD13 1:1:284:VAL:HG11 1.94 0.49
1:J:89:ILE:HD11 7:AJ:362:ASN:ND2 2.12 0.49
2:K:139:ALA:HB1 2:K:147:ARG:HG2 1.94 0.49
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Atom-1 Atom-2 distance (A) overlap (A)

2:1:169:ARG:HH11 2:£:207:ARG:HD2 1.78 0.49
2:1:169:ARG:HH11 2:1:207:ARG:HD2 1.78 0.49
3:AK:227:ASN:O 3:AP:178: THR:OG1 2.29 0.49
3:AP:163:GLY:HA3 3:AZ:245:MET:O 2.13 0.49
6:Ar:64:LEU:HD12 6:Ar:71:MET:HE2 1.93 0.49
3:Bc:163:GLY:HA3 3:Bm:245:MET:O 2.13 0.49
6:Bk:64:LEU:HD12 6:Bk:71:MET:HE2 1.93 0.49
6:Bk:253:ILE:HD13 6:Bk:361:ILE:HB 1.93 0.49
6:Bu:180:ARG:HH22 7:B1:188:ASP:CG 2.13 0.49
7:B6:148:ASP:0OD2 7:B6:256: THR:OG1 2.28 0.49
1:F:256:ASP:OD1 1:F:256:ASP:N 2.32 0.49
2:H:139:ALA:HB1 2:H:147:ARG:HG2 1.95 0.49
1:Q:112:GLN:HE22 1:R:67:LYS:HA 1.78 0.49
2:a:172:TYR:HD1 2:a:189:ARG:HH11 1.58 0.49
2:1:172: TYR:HD1 2:1:189:ARG:HH11 1.58 0.49
1:p:93:PRO:HD2 1:p:96:ARG:HD2 1.93 0.49
2:1:139:ALA:HB1 2:1:147:ARG:HG2 1.95 0.49
2:u:172:TYR:HD1 2:u:189:ARG:HH11 1.58 0.49
3:1:245:MET:O 3:Bw:163:GLY:HA3 2.13 0.49
3:6:245:MET:O 3:B2:163:GLY:HA3 2.13 0.49
6:9:253:ILE:HD13 6:9:361:1ILE:HB 1.94 0.49
3:Bh:163:GLY:HA3 3:Br:245:MET:O 2.13 0.49
3:Bm:163:GLY:HA3 3:Bw:245:-MET:O 2.13 0.49
1:M:112:GLN:HE22 1:N:67:LYS:HA 1.78 0.49
2:P:139:ALA:HB1 2:P:147:ARG:HG2 1.95 0.49
2:¢:139:ALA:HB1 2:¢:147:ARG:HG2 1.94 0.49
2:¢:172: TYR:HD1 2:¢:189:ARG:HH11 1.58 0.49
2m:172:TYR:HD1 2:m:189:ARG:HH11 1.58 0.49
1:t:93:PRO:HD2 1:t:96:ARG:HD2 1.93 0.49
6:4:253:1LE:HD13 6:4:361:1LE:HB 1.93 0.49
3:6:163:GLY:HA3 3:AF:245:MET:O 2.13 0.49
3:AA:163:GLY:HA3 3:AK:245:-MET:O 2.13 0.49
3:AF:133:MET:CG 3:AK:157:ASN:HD21 2.26 0.49
6:Al:64:LEU:HD12 6:Al:71:MET:HE2 1.93 0.49
3:A0:133:MET:CG 3:At:157:ASN:HD21 2.26 0.49
6:BB:253:ILE:HD13 6:BB:361:ILE:HB 1.94 0.49
3:BN:227:ASN:O 3:BS:178: THR:OG1 2.29 0.49
1:E:267:ARG:NH1 2:H:105:GLN:OE1 2.46 0.49
2:T:139:ALA:HB1 2:T:147:ARG:HG2 1.95 0.49
1:U:112:GLN:HE22 1:V:67:LYS:HA 1.78 0.49
1:U:215:ILE:HA 1:U:290:ARG:HA 1.95 0.49
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Atom-1 Atom-2 distance (A) overlap (A)
2:X:139:ALA:HB1 2:X:147:ARG:HG2 1.95 0.49
1:7:89:ILE:CD1 7:Ax:362:ASN:HD22 2.15 0.49
2:f:139:ALA:HB1 2:1:147:ARG:HG2 1.95 0.49
1:g:116: TYR:CD1 2:1:199:ASN:HB3 2.48 0.49
2:3:139:ALA:HB1 2:j:147:ARG:HG2 1.95 0.49
2:m:38:LEU:HD11 2:m:77:-LEU:HD22 1.95 0.49
1:5:112:GLN:HE22 1:t:67:LYS:HA 1.78 0.49
1:w:112: GLN:HE22 1:x:67:LYS:HA 1.78 0.49
1:w:267:ARG:NH1 2:z:105:GLN:OE1 2.46 0.49
1:x:93:PRO:HD2 1:x:96:ARG:HD2 1.93 0.49
6:Am:253:ILE:HD13 6:Am:361:ILE:HB 1.94 0.49
7:An:72:GLU:HB2 5:Aq:6:PRO:HA 1.92 0.49
7:An:148:ASP:0D2 7:An:256:THR:OG1 2.28 0.49
6:Aw:253:ILE:HD13 6:Aw:361:ILE:HB 1.94 0.49
3:A9:227:ASN:O 3:BD:178: THR:OG1 2.29 0.49
3:BN:163:GLY:HA3 3:BX:245:MET:O 2.13 0.49
3:BX:186:ALA:HB3 3:Bc:71:PRO:HG2 1.95 0.49
1:I:116:TYR:CD1 2:K:199:ASN:HB3 2.48 0.49
1:Q:215:ILE:HA 1:Q:290:ARG:HA 1.95 0.49
1:Y:112:GLN:HE22 1:7:67:LYS:HA 1.78 0.49
1:¢:116:TYR:CD1 2:¢:199:ASN:HB3 2.48 0.49
2:q:139:ALA:HB1 2:q:147:ARG:HG2 1.94 0.49
2:u:38:LEU:HD11 2:w:77:LEU:HD22 1.95 0.49
2:2:139:ALA:HB1 2:2:147:ARG:HG2 1.95 0.49
7:5:157:LEU:O 7:5:161:SER:OG 2.27 0.49
6:AD:87:VAL:HG21 | 6:AD:122:THR:HG21 1.95 0.49
6:AN:87:VAL:HG21 | 6:AN:122:THR:HG21 1.95 0.49
3:Aj:163:GLY:HA3 3:At:245:MET:O 2.13 0.49
6:Am:180:ARG:HH22 7:As:188:ASP:CG 2.13 0.49
6:Ar:253:ILE:HD13 6:Ar:361:ILE:HB 1.94 0.49
3:A4:186:ALA:HB3 3:A9:71:PRO:HG2 1.95 0.49
3:A9:186:ALA:HB3 3:BD:71:PRO:HG2 1.95 0.49
6:BG:253:ILE:HD13 6:BG:361:ILE:HB 1.93 0.49
6:Bz:253:ILE:HD13 6:Bz:361:ILE:HB 1.94 0.49
6:B5:253:1ILE:HD13 6:B5:361:1LE:HB 1.94 0.49
1:A:58:ALA:HB1 1:A:72:PHE:HE1 1.78 0.49
1:A:112:GLN:HE22 1:B:67:LYS:HA 1.78 0.49
1:E:58:ALA:HB1 1:E:72:PHE:HE1 1.78 0.49
1:V:89:ILE:HD11 7:An:362:ASN:ND2 2.12 0.49
1:Y:267:ARG:NH1 2:b:105:GLN:OFE1 2.46 0.49
2:a:139:ALA:HB1 2:a:147:ARG:HG2 1.94 0.49
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Atom-1 Atom-2 distance (A) overlap (A)

1:¢:267:ARG:NH1 2:1:105:GLN:OE1 2.46 0.49
2:e:38:LEU:HD11 2:e:77:-LEU:HD22 1.95 0.49
1:k:116:TYR:CD1 2:m:199:ASN:HB3 2.48 0.49
1:0:112:GLN:HE22 1:p:67:LYS:HA 1.78 0.49
1:5:215:ILE:HA 1:5:290:ARG:HA 1.95 0.49
1:w:58:ALA:HB1 1:w:72:PHE:HE1 1.78 0.49
3:1:163:GLY:HA3 3:AA:245:-MET:O 2.13 0.49
6:Al:87:VAL:HG21 6:Al:122: THR:HG21 1.95 0.49
6:AS:87:VAL:HG21 6:AS:122: THR:HG21 1.95 0.49
3:AU:163:GLY:HA3 3:Ae:245:MET:O 2.13 0.49
3:AZ:163:GLY:HA3 3:Aj:245:MET:O 2.13 0.49
3:Ae:163:GLY:HA3 3:A0:245:MET:O 2.13 0.49
7:Ax:90:VAL:HA 7:Ax:104:ILE:HG22 1.95 0.49
3:BI:163:GLY:HA3 3:BS:245:MET:O 2.13 0.49
7:Bb:90:VAL:HA 7:Bb:104:ILE:HG22 1.95 0.49
2:C:38:LEU:HD11 2:C:77:LEU:HD22 1.95 0.48
1:M:215:ILE:HA 1:M:290:ARG:HA 1.95 0.48
1:M:244:LEU:HD13 1:M:284:VAL:HG11 1.95 0.48
2:b:139:ALA:HB1 2:b:147:ARG:HG2 1.95 0.48
2:1:38:LEU:HD11 2:1:77:LEU:HD22 1.95 0.48
1:0:116:TYR:CD1 2:q:199:ASN:HB3 2.48 0.48
1:0:215:ILE:HA 1:0:290:ARG:HA 1.95 0.48
2:q:172:TYR:HD1 2:q:189:ARG:HH11 1.58 0.48
1:w:244:LEU:HD13 1:w:284:VAL:HG11 1.95 0.48
1:x:256:ASP:0OD1 1:x:256:ASP:N 2.32 0.48
2:y:38:LEU:HD11 2:y:77:LEU:HD22 1.95 0.48
3:AK:163:GLY:HA3 3:AU:245:MET:O 2.13 0.48
7:AT:90:VAL:HA 7:AT:104:1ILE:HG22 1.95 0.48
7:A3:90:VAL:HA 7:A3:104:ILE:HG22 1.95 0.48
3:BS:186:ALA:HB3 3:BX:71:PRO:HG2 1.95 0.48
7:BW:90:VAL:HA 7:BW:104:1LE:HG22 1.95 0.48
7:BW:350:TYR:OH 7:BW:355:GLU:OE2 2.26 0.48
7:Bb:148:ASP:0OD2 7:Bb:256: THR:OG1 2.28 0.48
1:A:116:TYR:CD1 2:C:199:ASN:HB3 2.48 0.48
2:H:169:ARG:HH11 2:H:207:ARG:HD2 1.78 0.48
2:q:38:LEU:HD11 2:q:77:-LEU:HD22 1.95 0.48
6:9:87:VAL:HG21 6:9:122: THR:HG21 1.95 0.48
3:AP:133:-MET:CG 3:AU:157:ASN:HD21 2.26 0.48
6:AX:87:VAL:HG21 | 6:AX:122:THR:HG21 1.95 0.48
3:Ay:133:MET:CG 3:A4:157:ASN:HD21 2.26 0.48
3:A4:163:GLY:HA3 3:BD:245:MET:O 2.13 0.48
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Atom-1 Atom-2 distance (A) overlap (A)
7:A8:90:VAL:HA 7:A8:104:ILE:HG22 1.95 0.48
3:Bc:186:ALA:HB3 3:Bh:71:PRO:HG2 1.95 0.48
7:Bg:90:VAL:HA 7:Bg:104:ILE:HG22 1.95 0.48
1:Y:116: TYR:CD1 2:a4:199:ASN:HB3 2.48 0.48
1:¢:244:LEU:HD13 1:¢:284:VAL:HG11 1.94 0.48
1:w:215:1ILE:HA 1:w:290:ARG:HA 1.95 0.48
6:4:87:VAL:HG21 6:4:122: THR:HG21 1.95 0.48
6:AX:180:ARG:HH22 7:Ad:188:ASP:CG 2.13 0.48
7:As:90:VAL:HA 7:As:104:1ILE:HG22 1.95 0.48
3:Ay:163:GLY:HA3 3:A9:245:MET:O 2.13 0.48
7:AR:148:ASP:0OD2 7:A8:256: THR:OG1 2.28 0.48
3:BD:186:ALA:HB3 3:BL:71:PRO:HG2 1.95 0.48
6:Bf:253:ILE:HD13 6:Bf:361:ILE:HB 1.93 0.48
2:D:169:ARG:HH11 2:D:207:ARG:HD2 1.78 0.48
1:1:58:ALA:HB1 1.I.72:PHE:HE1 1.78 0.48
1:1:100:HIS:O 1:1:133:ARG:NH2 2.38 0.48
1:1:112:GLN:HE22 1:J:67:LYS:HA 1.78 0.48
2:L:169:ARG:HH11 2:L:207:ARG:HD2 1.78 0.48
2:T:165:GLU:HG3 2:T:204:ALA:HB2 1.96 0.48
1:Y:58:ALA:HB1 1:Y:72:PHE:HE1 1.78 0.48
1:Y:215:ILE:HA 1:Y:290:ARG:HA 1.95 0.48
2:b:165:GLU:HG3 2:b:204:ALA:HB2 1.96 0.48
2:b:169:ARG:HH11 2:b:207:ARG:HD2 1.78 0.48
2:1:169:ARG:HH11 2:1:207:ARG:HD2 1.78 0.48
7:AY:90:VAL:HA 7:AY:104:1ILE:HG22 1.95 0.48
3:A0:163:GLY:HA3 3:Ay:245:MET:O 2.13 0.48
7:Bv:157:LEU:O 7:Bv:161:SER:OG 2.27 0.48
1:E:116: TYR:CD1 2:G:199:ASN:HB3 2.48 0.48
1:F:49:VAL:HG22 1:F:59:VAL:HG22 1.96 0.48
1:1:215:ILE:HA 1:1:290:ARG:HA 1.95 0.48
1:1:267:ARG:NH1 2:L:105:GLN:OE1 2.46 0.48
2:P:169:ARG:HH11 2:P:207:ARG:HD2 1.78 0.48
1:Q:116:TYR:CD1 2:5:199:ASN:HB3 2.48 0.48
1:Q:267:ARG:NH1 2:T:105:GLN:OE1 2.46 0.48
1:U:267:ARG:NH1 2:X:105:GLN:OE1 2.46 0.48
1:¢:100:HIS:O 1:¢c:133:ARG:NH2 2.38 0.48
1:g:244:LEU:HD13 1:2:284:VAL:HG11 1.95 0.48
1:g:267:ARG:NH1 2:3:105:GLN:OE1 2.46 0.48
2:3:165:GLU:HG3 2:j:204:ALA:HB2 1.96 0.48
1:k:112:GLN:HE22 1:1:67:LYS:HA 1.78 0.48
1:k:267:ARG:NH1 2:1:105:GLN:OE1 2.46 0.48
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1:5:58:ALA:HB1 1:s:72:PHE:HE1 1.78 0.48
1:5:267:ARG:NH1 2:v:105:GLN:OE1 2.46 0.48
2:u:139:ALA:HBI1 2:u:147:ARG:HG2 1.94 0.48
2:2:169:ARG:HH11 2:2:207:ARG:HD2 1.78 0.48
7:0:157:LEU:O 7:0:161:SER:OG 2.27 0.48
7:A0:90:VAL:HA 7:AO:104:ILE:HG22 1.95 0.48
6:Ac:87:VAL:HG21 6:Ac:122: THR:HG21 1.95 0.48
3:BX:163:GLY:HA3 3:Bh:245:MET:O 2.13 0.48
1:B:49:VAL:HG22 1:B:59:VAL:HG22 1.96 0.48
2:G:38:LEU:HD11 2:G:77:LEU:HD22 1.95 0.48
2:G:139:ALA:HB1 2:G:147:ARG:HG2 1.94 0.48
1:J:49:VAL:HG22 1:J:59:VAL:HG22 1.96 0.48
2:L:165:GLU:HG3 2:1:204:ALA:HB2 1.96 0.48
2:P:165:GLU:HG3 2:P:204:ALA:HB2 1.96 0.48
1:U:58:ALA:HB1 1:U:72:PHE:HE1 1.78 0.48
1:U:116:TYR:CD1 2:W:199:ASN:HB3 2.48 0.48
2:X:165:GLU:HG3 2:X:204:ALA:HB2 1.96 0.48
1:g:100:HIS:O 1:g:133:ARG:NH2 2.38 0.48
1:k:215:ILE:HA 1:k:290:ARG:HA 1.95 0.48
1:t:247:TYR:O 1:t:250:SER:OG 2.25 0.48
3:Ae:186:ALA:HB3 3:Aj:71:PRO:HG2 1.95 0.48
7:An:90:VAL:HA 7:An:104:1ILE:HG22 1.95 0.48
3:Ay:186:ALA:HB3 3:A4:71:PRO:HG2 1.95 0.48
7:BC:90:VAL:HA 7:BC:104:ILE:HG22 1.95 0.48
3:BS:163:GLY:HA3 3:Bc:245:-MET:O 2.13 0.48
7:B6:157:LEU:O 7:B6:161:SER:OG 2.27 0.48
1:E:112:GLN:HE22 1:F:67:LYS:HA 1.78 0.48
1:F:100:HIS:O 1:F:133:ARG:NH2 2.38 0.48
2:T:169:ARG:HH11 2:T:207:ARG:HD2 1.78 0.48
2:W:38:LEU:HD11 2:W:77.-LEU:HD22 1.95 0.48
1:Y:244:LEU:HD13 1:Y:284:VAL:HG11 1.95 0.48
2:a:38:LEU:HD11 2:a:77:-LEU:HD22 1.95 0.48
1:d:156:VAL:HG12 1:d:157.:LEU-HG 1.96 0.48
1:h:156:VAL:HG12 1:h:157.LEU-HG 1.96 0.48
1:5:116:TYR:CD1 2:u:199:ASN:HB3 2.48 0.48
1:t:156: VAL:HG12 1:t:157:LEU:HG 1.96 0.48
6:4:86:MET:HE1 6:9:67:PHE:CD2 2.49 0.48
3:AF:163:GLY:HA3 3:AP:245:-MET:O 2.13 0.48
6:AN:86:MET:HE1 6:AS:67:PHE:CD2 2.49 0.48
6:Ah:87:VAL:HG21 6:Ah:122: THR:HG21 1.95 0.48
3:Aj:186:ALA:HB3 3:A0:71:PRO:HG2 1.95 0.48
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

3:BN:186:ALA:HB3 3:BS:71:PRO:HG2 1.95 0.48
7:BR:90:VAL:HA 7:BR:104:ILE:HG22 1.95 0.48
6:B5:87:VAL:HG21 6:B5:122: THR:HG21 1.95 0.48
2:H:183:LYS:HE3 2:H:183:LYS:HB3 1.71 0.48
1:M:116:TYR:CD1 2:0:199:ASN:HB3 2.48 0.48
1:¢c:112:GLN:HE22 1:d:67:LYS:HA 1.78 0.48
2:£:165:GLU:HG3 2:1:204:ALA:HB2 1.96 0.48
6:Al:86:MET:HE1 6:AN:67:PHE:CD2 2.49 0.48
7:AJ:157:LEU:O 7:AJ:161:SER:OG 2.27 0.48
6:AS:86:MET:HE1 6:AX:67:PHE:CD2 2.49 0.48
3:At:163:GLY:HA3 3:A4:245:MET:O 2.13 0.48
3:A9:163:GLY:HA3 3:BI:245:-MET:O 2.13 0.48
7:BW:85:VAL:HG12 | 7:BW:108:ILE:HG12 1.96 0.48
7:Bb:85:VAL:HG12 7:Bb:108:ILE:HG12 1.96 0.48
6:Bk:86:MET:HE1 6:Bp:67:PHE:CD2 2.49 0.48
3:Bm:133:MET:CG 3:Br:157:ASN:HD21 2.26 0.48
6:Bp:86:MET:HE1 6:Bu:67:PHE:CD2 2.49 0.48
6:Bu:86:MET:HE1 6:Bz:67:PHE:CD2 2.49 0.48
7:Bv:85:VAL:HG12 7:Bv:108:ILE:HG12 1.96 0.48
3:Bw:133:-MET:CG 3:B2:157:ASN:HD21 2.26 0.48
3:Bw:186:ALA:HB3 3:B2:71:PRO:HG2 1.95 0.48
6:Bz:86:MET:HE1 6:B5:67:PHE:CD2 2.49 0.48
7:B1:90:VAL:HA 7:B1:104:1LE:HG22 1.95 0.48
7:B6:90:VAL:HA 7:B6:104:1ILE:HG22 1.95 0.48
2:H:165:GLU:HG3 2:H:204:ALA:HB2 1.96 0.48
2:K:38:LEU:HD11 2:K:77.:LEU:HD22 1.95 0.48
1:M:58:ALA:HB1 1:M:72:PHE:HE1 1.78 0.48
1:k:244:LEU:HD13 1:k:284:VAL:HG11 1.95 0.48
1:0:58:ALA:HB1 1:0:72:PHE:HE1 1.78 0.48
1:p:156:VAL:HG12 1:p:157:LEU:HG 1.96 0.48
1:w:100:HIS:O 1:w:133:ARG:NH2 2.38 0.48
2:y:139:ALA:HB1 2:y:147:ARG:HG2 1.94 0.48
7:5:148:ASP:O 7:5:152:VAL:HG23 2.14 0.48
7:0:85:VAL:HG12 7:0:108:ILE:HG12 1.96 0.48
7:AJ:90:VAL:HA 7:AJ:104:ILE:HG22 1.95 0.48
7:A0:148:ASP:O 7:AO:152:VAL:HG23 2.14 0.48
3:AZ:186:ALA:HB3 3:Ae:71:PRO:HG2 1.95 0.48
7:Ad:148:ASP:0D2 7:Ad:256: THR:OG1 2.28 0.48
7:Ai:148:ASP:O 7:Ai:152:VAL:HG23 2.14 0.48
7:BW:148:ASP:0O 7:BW:152:VAL:HG23 2.14 0.48
3:Bh:186:ALA:HB3 3:Bm:71:PRO:HG2 1.95 0.48
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

7:Bq:148:ASP:O 7:Bq:152:VAL:HG23 2.14 0.48
7:B1:85:VAL:HG12 7:B1:108:ILE:HG12 1.96 0.48
2:0:38:LEU:HD11 2:0:77:LEU:HD22 1.95 0.48
2:a:156:ARG:HD3 2:a:158:TYR:HE2 1.79 0.48
1:c:58:ALA:HB1 1:c:72:PHE:HE1 1.78 0.48
1:h:256:ASP:0OD1 1:h:256:ASP:N 2.32 0.48
1:5:244:LEU:HD13 1:5:284:VAL:HG11 1.95 0.48
1:w:116:TYR:CD1 2:y:199:ASN:HB3 2.48 0.48
1:x:49:VAL:HG22 1:x:59:VAL:HG22 1.96 0.48
1:x:156:VAL:HG12 1:x:157:LEU:HG 1.96 0.48
3:1:71:PRO:HG2 3:B2:186:ALA:HB3 1.95 0.48
7:5:85:VAL:HG12 7:5:108:ILE:HG12 1.96 0.48
7:5:90:VAL:HA 7:5:104:1ILE:HG22 1.95 0.48
6:AX:86:MET:HE1 6:Ac:67:PHE:CD2 2.49 0.48
3:AZ:133:MET:CG 3:Ae:157:ASN:HD21 2.26 0.48
7:Ad:90:VAL:HA 7:Ad:104:1LE:HG22 1.95 0.48
6:Ah:86:MET:HE1 6:Am:67:PHE:CE2 2.49 0.48
6:Aw:86:MET:HE1 6:A2:67:PHE:CE2 2.49 0.48
6:A2:86:MET:HE1 6:A7:67:PHE:CE2 2.49 0.48
6:A7:86:MET:HE1 6:BB:67:PHE:CE2 2.49 0.48
7:BH:85:VAL:HG12 7:BH:108:ILE:HG12 1.96 0.48
7:BH:90:VAL:HA 7:BH:104:ILE:HG22 1.95 0.48
7:BM:85:VAL:HG12 7:BM:108:ILE:HG12 1.96 0.48
7:BR:148:ASP:0O 7:BR:152:VAL:HG23 2.14 0.48
7:Bb:148:ASP:O 7:Bb:152:VAL:HG23 2.14 0.48
6:Bf:175:PRO:HB2 3:Bh:80:ALA:HA 1.96 0.48
7:Bg:85:VAL:HG12 7:Bg:108:1LE:HG12 1.96 0.48
6:Bk:175:PRO:HB2 3:Bm:80:ALA:HA 1.96 0.48
7:B1:90:VAL:HA 7:Bl1:104:ILE:HG22 1.95 0.48
3:Br:186:ALA:HB3 3:Bw:71:PRO:HG2 1.95 0.48
7:B1:157:LEU:O 7:B1:161:SER:OG 2.27 0.48
1:B:156:VAL:HG12 1:B:157.LEU:HG 1.96 0.47
1:E:215:ILE:HA 1:E:290:ARG:HA 1.95 0.47
1:F:156:VAL:HG12 1.F:157:LEU.-HG 1.96 0.47
2:S:38:LEU:HD11 2:S:77:LEU:HD22 1.95 0.47
1:V:156:VAL:HG12 1:V:157:LEU:HG 1.96 0.47
1:g:215:1LE:HA 1:g:290:ARG:HA 1.95 0.47
2m:165:GLU:HG3 2:1:204:ALA:HB2 1.96 0.47
2:1:165:GLU:HG3 2:1:204:ALA:HB2 1.96 0.47
2:v:169:ARG:HH11 2:v:207:ARG:HD2 1.78 0.47
3:1:133:MET:CG 3:6:157:ASN:HD21 2.26 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
6:AD:86:MET:HE1 6:Al:67:PHE:CD2 2.49 0.47
7:AE:85:VAL:HG12 7:AE:108:ILE:HG12 1.96 0.47
7:AT:148:ASP:0O 7:-AT:152:VAL:HG23 2.14 0.47
7:AY:148:ASP:O 7:AY:152:VAL:HG23 2.14 0.47
7:Ad:148:ASP:O 7:Ad:152:VAL:HG23 2.14 0.47
3:A0:186:ALA:HB3 3:At:71:PRO:HG2 1.95 0.47
6:BL:86: MET:HE1 6:BQ:67:PHE:CE2 2.49 0.47
7:BM:148:ASP:O 7:BM:152:VAL:HG23 2.14 0.47
7:Bq:85:VAL:HG12 7:Bq:108:ILE:HG12 1.96 0.47
7:Bq:157:LEU:O 7:Bq:161:SER:OG 2.27 0.47
6:Bz:87:VAL:HG21 6:Bz:122: THR:HG21 1.95 0.47
2:C:139:ALA:HB1 2:C:147:ARG:HG2 1.94 0.47
2:D:165:GLU:HG3 2:D:204:ALA:HB2 1.96 0.47
1:M:267:ARG:NH1 2:P:105:GLN:OE1 2.46 0.47
1:N:49:VAL:HG22 1:N:59:VAL:HG22 1.96 0.47
1:Q:244:LEU:HD13 1:Q:284:VAL:HG11 1.95 0.47
2:X:169:ARG:HH11 2:X:207:ARG:HD2 1.78 0.47
1:7:156:VAL:HG12 1:Z:157:LEU:HG 1.96 0.47
1:k:58:ALA:HB1 1:k:72:PHE:HE1 1.78 0.47
1:0:267:ARG:NH1 2:1:105:GLN:OFE1 2.46 0.47
3:1:186:ALA:HB3 3:6:71:PRO:HG2 1.95 0.47
6:9:86:MET:HE1 6:AD:67:PHE:CD2 2.49 0.47
7:0:107:ASP:OD1 7:0:107:ASP:N 2.47 0.47
3:AU:186:ALA:HB3 3:AZ:71:PRO:HG2 1.95 0.47
6:AX:86:MET:HE1 6:Ac:67:PHE:CE2 2.49 0.47
6:Ac:86:MET:HE1 6:Ah:67:PHE:CE2 2.49 0.47
6:Am:86:MET:HE1 6:Ar:67:PHE:CE2 2.50 0.47
7:An:148:ASP:0O 7:An:152:VAL:HG23 2.14 0.47
6:Ar:86:MET:HE1 6:Aw:67:PHE:CE2 2.50 0.47
7:As:157:LEU:O 7:As:161:SER:OG 2.27 0.47
6:BB:86:MET:HE1 6:BG:67:PHE:CE2 2.50 0.47
7:BC:85:VAL:HG12 7:BC:108:ILE:HG12 1.96 0.47
3:BD:163:GLY:HA3 3:BN:245:MET:O 2.13 0.47
6:BG:86:MET:HE1 6:BL:67:PHE:CE2 2.50 0.47
7:BR:85:VAL:HG12 7:BR:108:ILE:HG12 1.96 0.47
6:BV:86:-MET:HE1 6:Ba:67:PHE:CD2 2.49 0.47
6:Bf:86:MET:HE1 6:Bk:67:PHE:CD2 2.49 0.47
7:Bg:148:ASP:0O 7:Bg:152:VAL:HG23 2.14 0.47
7:Bv:148:ASP:O 7:Bv:152: VAL:HG23 2.14 0.47
7:B1:107:ASP:OD1 7:B1:107:ASP:N 2.48 0.47
7:B6:85:VAL:HG12 7:B6:108:ILE:HG12 1.96 0.47
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Atom-1 Atom-2 distance (A) overlap (A)
1:A:215:ILE:HA 1:A:290:ARG:HA 1.95 0.47
1:U:244:LEU:HD13 1:U:284:VAL:HG11 1.95 0.47
1:7:49:VAL:HG22 1:7:59:VAL:HG22 1.96 0.47
1:c:215:1LE:HA 1:¢:290:ARG:HA 1.95 0.47
1:d:100:HIS:O 1:d:133:ARG:NH2 2.38 0.47
1:1:156: VAL:HG12 1:1:157:LEU:HG 1.96 0.47
2:2:165:GLU:HG3 2:2:204:ALA:HB2 1.96 0.47
7:AE:157:LEU:O 7:AE:161:SER:0G 2.27 0.47
7:AJ:148:ASP:O 7:AJ:152:VAL:HG23 2.14 0.47
6:Am:87:VAL:HG21 | 6:Am:122:THR:HG21 1.95 0.47
3:BI:186:ALA:HB3 3:BN:71:PRO:HG2 1.95 0.47
7:BM:90:VAL:HA 7:BM:104:1LE:HG22 1.95 0.47
6:BQ:86:MET:HE1 6:BV:67:PHE:CE2 2.49 0.47
6:Ba:86:MET:HE1 6:Bf:67:PHE:CD2 2.49 0.47
6:Bp:175:PRO:HB2 3:Br:80:ALA:HA 1.96 0.47
7:B6:148:ASP:O 7:B6:152:VAL:HG23 2.14 0.47
1:B:67:LYS:HE2 1:B:67:LYS:HB3 1.76 0.47
1:d:49:VAL:HG22 1:d:59:VAL:HG22 1.96 0.47
1:g:112:GLN:HE22 1:h:67:LYS:HA 1.78 0.47
1:0:244:LEU:HD13 1:0:284:VAL:HG11 1.94 0.47
7:0:148:ASP:O 7:0:152:VAL:HG23 2.14 0.47
7:-AJ:85:VAL:HG12 7:AJ:108:ILE:HG12 1.96 0.47
7:AO:157:LEU:O 7:A0O:161:SER:OG 2.27 0.47
6:AS:86:MET:HE1 6:AX:67:PHE:CE2 2.49 0.47
7:AT:85:VAL:HG12 7:AT:108:ILE:HG12 1.96 0.47
3:At:186:ALA:HB3 3:Ay:71:PRO:HG2 1.95 0.47
6:Aw:180:ARG:HH22 7:A3:188:ASP:CG 2.12 0.47
6:A7:87:VAL:HG21 6:A7:122:THR:HG21 1.95 0.47
6:BG:87:VAL:HG21 | 6:BG:122: THR:HG21 1.95 0.47
6:BQ:87:VAL:HG21 | 6:BQ:122: THR:HG21 1.95 0.47
6:BQ:175:PRO:HB2 3:BS:80:ALA:HA 1.96 0.47
6:BV:86:-MET:HE1 6:Ba:67:PHE:CE2 2.49 0.47
6:BV:87:VAL:HG21 | 6:BV:122:THR:HG21 1.95 0.47
6:Ba:175:PRO:HB2 3:Bc:80:ALA:HA 1.96 0.47
7:Bg:107:ASP:0OD1 7:Bg:107:ASP:N 2.48 0.47
7:B1:85:VAL:HG12 7:Bl:108:ILE:HG12 1.96 0.47
7:Bl:148:ASP:O 7:Bl:152: VAL:HG23 2.14 0.47
6:Bu:175:PRO:HB2 3:Bw:80:ALA:HA 1.96 0.47
6:Bz:175:PRO:HB2 3:B2:80:ALA:HA 1.96 0.47
1:Q:58:ALA:HB1 1:Q:72:PHE:HE1 1.78 0.47
2:1n:183:LYS:HE3 2:1:183:LYS:HB3 1.71 0.47
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Atom-1 Atom-2 distance (A) overlap (A)
1:x:100:HIS:O 1:x:133:ARG:NH2 2.38 0.47
3:1:80:ALA:HA 6:B5:175:PRO:HB2 1.96 0.47
6:4:67:PHE:CD2 6:B5:86:MET:HE1 2.49 0.47
7:AY:85:VAL:HG12 7:AY:108:ILE:HG12 1.96 0.47
6:Ac:86:MET:HE1 6:Ah:67:PHE:CD2 2.49 0.47
7:Ai:90:VAL:HA 7:Ai:104:ILE:HG22 1.95 0.47
7:As:148:ASP:O 7:As:152:VAL:HG23 2.14 0.47
7:Ax:148:ASP:O 7:Ax:152:VAL:HG23 2.14 0.47
7:A3:148:ASP:0OD2 7:A3:256: THR:OG1 2.28 0.47
7:A8:85:VAL:HG12 7:A8:108:ILE:HG12 1.96 0.47
6:BB:87:VAL:HG21 6:BB:122: THR:HG21 1.95 0.47
7:BH:148:ASP:O 7:BH:152:VAL:HG23 2.14 0.47
6:BL:175:PRO:HB2 3:BN:80:ALA:HA 1.96 0.47
7:BR:107:ASP:OD1 7:BR:107:ASP:N 2.48 0.47
6:BV:175:PRO:HB2 3:BX:80:ALA:HA 1.96 0.47
4:BY:143:PHE:CE2 7:Bb:337:VAL:HG21 2.50 0.47
6:Ba:86:MET:HE1 6:Bf:67:PHE:CE2 2.49 0.47
6:Ba:87:VAL:HG21 6:Ba:122: THR:HG21 1.95 0.47
7:Bv:90:VAL:HA 7:Bv:104:ILE:HG22 1.95 0.47
1:N:156:VAL:HG12 1:N:157:LEU:HG 1.96 0.47
1:R:89:ILE:HD11 7:Ad:362:ASN:ND2 2.12 0.47
1:V:49:VAL:HG22 1:V:59:VAL:HG22 1.96 0.47
1:V:100:HIS:O 1:V:133:ARG:NH2 2.38 0.47
2:W:156:ARG:HD3 2:W:158:TYR:HE2 1.80 0.47
1:d:89:ILE:CD1 7:A8:362: ASN:HD22 2.15 0.47
2:v:165:GLU:HG3 2:v:204:ALA:HB2 1.96 0.47
3:6:186:ALA:HB3 3:AA:71:PRO:HG2 1.95 0.47
7:AO:85:VAL:HG12 7:AO:108:ILE:HG12 1.96 0.47
6:Ah:86:MET:HE1 6:Am:67:PHE:CD2 2.49 0.47
7:Ai:350: TYR:OH 7:A1:355:GLU:OE2 2.26 0.47
7:As:85:VAL:HG12 7:As:108:ILE:HG12 1.96 0.47
7:Ax:85:VAL:HG12 7:Ax:108:ILE:HG12 1.96 0.47
6:A2:87:VAL:HG21 6:A2:122: THR:HG21 1.95 0.47
7:A3:148:ASP:O 7:A3:152:VAL:HG23 2.14 0.47
4:BJ:143:PHE:CE2 7:BM:337:VAL:HG21 2.50 0.47
6:BL:87:VAL:HG21 6:BL:122:THR:HG21 1.95 0.47
3:Bm:186:ALA:HB3 3:Br:71:PRO:HG2 1.95 0.47
1:J:156:VAL:HG12 1:J:157:LEU:HG 1.96 0.47
2:0:63:VAL:HG22 2:0:78:TYR:CE1 2.50 0.47
1:R:156:VAL:HG12 1:R:157:LEU-HG 1.96 0.47
2:¢:156:ARG:HD3 2:e:158: TYR:HE2 1.79 0.47
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Atom-1 Atom-2 distance (A) overlap (A)
1:h:49:VAL:HG22 1:h:59:VAL:HG22 1.96 0.47
1:5:216:ASP:0D2 1:5:291: THR:OG1 2.24 0.47
2:v:143:ASN:O 2:v:147:ARG:HG3 2.15 0.47
3:1:133:MET:HG3 3:6:157:ASN:ND2 2.30 0.47
7:0:90:VAL:HA 7:0:104:1ILE:HG22 1.95 0.47
3:AA:186:ALA:HB3 3:AF:71:PRO:HG2 1.95 0.47
7:AE:148:ASP:O 7:AE:152:VAL:HG23 2.14 0.47
3:AK:186:ALA:HB3 3:AP:71:PRO:HG2 1.95 0.47
6:AN:86:MET:HE1 6:AS:67:PHE:CE2 2.49 0.47
7:AO:107:ASP:OD1 7:AO:107:ASP:N 2.48 0.47
7:AT:148:ASP:0D2 7:AT:256:THR:OG1 2.28 0.47
7:Ad:85:VAL:HG12 7:Ad:108:ILE:HG12 1.96 0.47
3:Ae:133:MET:HG3 3:Aj:157:ASN:ND2 2.30 0.47
6:Am:86:MET:HE1 6:Ar:67:PHE:CD2 2.49 0.47
7:An:85:VAL:HG12 7:An:108:ILE:HG12 1.96 0.47
6:Ar:87:VAL:HG21 6:Ar:122: THR:HG21 1.95 0.47
7:As:350:TYR:OH 7:As:355:GLU:OE2 2.26 0.47
6:Aw:87:VAL:HG21 6:Aw:122: THR:HG21 1.95 0.47
3:Ay:133:MET:HB2 | 3:A4:157:ASN:HD22 1.80 0.47
7:A3:85:VAL:HG12 7:A3:108:ILE:HG12 1.96 0.47
4:A5:143:PHE:CE2 7:A8:337:VAL:HG21 2.50 0.47
7:BC:148:ASP:O 7:BC:152:VAL:HG23 2.14 0.47
6:BG:86:MET:HE1 6:BL:67:PHE:CD2 2.49 0.47
6:BG:175:PRO:HB2 3:BI:80:ALA:HA 1.96 0.47
3:BN:133:MET:CG 3:BS:157:ASN:HD21 2.26 0.47
6:Bf:87:VAL:HG21 6:Bf:122: THR:HG21 1.95 0.47
6:Bk:87:VAL:HG21 6:Bk:122: THR:HG21 1.95 0.47
3:Bm:133:MET:HG3 3:Br:157:ASN:ND2 2.30 0.47
4:Bn:143:PHE:CE2 7:Bq:337:VAL:HG21 2.50 0.47
6:Bu:87:VAL:HG21 6:Bu:122: THR:HG21 1.95 0.47
2:X:105:GLN:HE21 2:X:105:GLN:HB2 1.50 0.47
1:Z:67:LYS:HE2 1:7:67:LYS:HB3 1.76 0.47
2:1:143:ASN:O 2:1:147:ARG:HG3 2.15 0.47
2:y:63:VAL:HG22 2:y:78:'TYR:CE1 2.50 0.47
4:2:143:PHE:CE2 7:5:337:VAL:HG21 2.50 0.47
4:7:143:PHE:CE2 7:0:337:VAL:HG21 2.50 0.47
4:AB:143:PHE:CE2 7:-AE:337:VAL:HG21 2.50 0.47
7:AE:90:VAL:HA 7:AE:104:ILE:HG22 1.95 0.47
6:Al:86:MET:HE1 6:AN:67:PHE:CE2 2.49 0.47
3:AP:186:ALA:HB3 3:AU:71:PRO:HG2 1.95 0.47
3:Ae:133:MET:HB2 3:Aj:157:ASN:HD22 1.80 0.47
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Atom-1 Atom-2 distance (A) overlap (A)

7:Ax:350:TYR:OH 7:Ax:355:GLU:OE2 2.26 0.47
6:A2:86:MET:HE1 6:A7:67:PHE:CD2 2.49 0.47
3:A4:133:MET:HG3 3:A9:157:ASN:ND2 2.30 0.47
7:BC:107:ASP:OD1 7:BC:107:ASP:N 2.47 0.47
6:BL:86:MET:HE1 6:BQ:67:PHE:CD2 2.49 0.47
3:BS:113:GLU:CD 3:BX:196:LYS:HZ1 2.23 0.47
3:BS:133:MET:HB2 3:BX:157:ASN:HD22 1.80 0.47
3:BX:133:MET:HG3 3:Bc:157:ASN:ND2 2.30 0.47
6:Bf:86:MET:HE1 6:Bk:67:PHE:CE2 2.49 0.47
3:Bh:133:MET:CG 3:Bm:157:ASN:HD21 2.26 0.47
7:Bq:90:VAL:HA 7:Bq:104:1LE:HG22 1.95 0.47
3:Br:133:MET:HG3 3:Bw:157:ASN:ND2 2.30 0.47
2:G:63:VAL:HG22 2:G:78:TYR:CE1 2.50 0.47
2:K:156:ARG:HD3 2:K:158: TYR:HE2 1.80 0.47
1:R:49:VAL:HG22 1:R:59:VAL:HG22 1.96 0.47
1:R:201:ARG:NH2 2:S5:137:GLU:OE2 2.48 0.47
2:q:156:ARG:HD3 2:q:158:TYR:HE2 1.80 0.47
1:t:49:VAL:HG22 1:t:59:VAL:HG22 1.96 0.47
2:2:143:ASN:O 2:2:147:ARG:HG3 2.15 0.47
6:4:175:PRO:HB2 3:6:80:ALA:HA 1.96 0.47
3:AK:133:MET:HG3 3:AP:157:ASN:ND2 2.30 0.47
3:AU:133:MET:HB2 | 3:AZ:157:ASN:HD22 1.80 0.47
7:AY:350: TYR:OH 7:AY:355:GLU:OE2 2.26 0.47
3:AZ:133:MET:HB2 3:Ae:157:ASN:HD22 1.80 0.47
6:Ac:175:PRO:HB2 3:Ae:80:ALA:HA 1.96 0.47
6:Ah:175:PRO:HB2 3:Aj:80:ALA:HA 1.96 0.47
3:A4:133:MET:HB2 3:A9:157:ASN:HD22 1.80 0.47
7:A8:148:ASP:O 7:A8:152:VAL:HG23 2.14 0.47
4:BE:143:PHE:CE2 7:BH:337:VAL:HG21 2.50 0.47
3:BX:133:MET:HB2 3:Bc:157:ASN:HD22 1.80 0.47
4:Bd:143:PHE:CE2 7:Bg:337:VAL:HG21 2.50 0.47
7:Bg:157:LEU:O 7:Bg:161:SER:OG 2.27 0.47
1:B:201:ARG:NH2 2:C:137:GLU:OE2 2.48 0.47
2:0:156:ARG:HD3 2:0:158: TYR:HE2 1.79 0.47
1:t:201:ARG:NH2 2:u:137:GLU:OE2 2.48 0.47
3:1:157:ASN:ND2 3:B2:133:MET:HG3 2.30 0.47
3:AF:133:MET:HG3 3:AK:157:ASN:ND2 2.30 0.47
3:AF:186:ALA:HB3 3:AK:71:PRO:HG2 1.95 0.47
7:Ai:85:VAL:HG12 7:Ai:108:ILE:HG12 1.96 0.47
3:Aj:133:MET:HB2 3:A0:157:ASN:HD22 1.80 0.47
6:Aw:86:MET:HE1 6:A2:67:PHE:CD2 2.49 0.47
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Atom-1 Atom-2 distance (A) overlap (A)

3:BN:133:MET:HB2 | 3:BS:157:ASN:HD22 1.80 0.47
3:BS:133:MET:HG3 3:BX:157:ASN:ND2 2.30 0.47
7:Bg:350: TYR:OH 7:Bg:355:GLU:OE2 2.26 0.47
6:Bk:86:MET:HE1 6:Bp:67:PHE:CE2 2.49 0.47
3:Br:133:MET:HB2 3:Bw:157:ASN:HD22 1.80 0.47
4:B3:143:PHE:CE2 7:B6:337:VAL:HG21 2.50 0.47
2:1.:143:ASN:O 2:1:147:ARG:HG3 2.15 0.46
2:P:143:ASN:O 2:P:147:ARG:HG3 2.15 0.46
2:m:63:VAL:HG22 2m:78:TYR:CE1 2.50 0.46
2:m:156:ARG:HD3 2:m:158:TYR:HE2 1.80 0.46
4:AG:143:PHE:CE2 7:AJ:337:VAL:HG21 2.50 0.46
4:Ap:143:PHE:CE2 7:As:337:VAL:HG21 2.50 0.46
3:At:133:MET:HB2 3:Ay:157:ASN:HD22 1.80 0.46
7:A3:350: TYR:OH 7:A3:355:GLU:OE2 2.26 0.46
6:BB:175:PRO:HB2 3:BD:80:ALA:HA 1.96 0.46
4:B0O:143:PHE:CE2 7:BR:337:VAL:HG21 2.50 0.46
6:BQ:86:MET:HE1 6:BV:67:PHE:CD2 2.49 0.46
4:BT:143:PHE:CE2 | 7:BW:337:VAL:HG21 2.50 0.46
2:G:156:ARG:HD3 2:G:158: TYR:HE2 1.79 0.46
1:J:201:ARG:NH2 2:K:137:GLU:OE2 2.49 0.46
1:J:247:-TYR:O 1:J:250:SER:OG 2.25 0.46
1:N:201:ARG:NH2 2:0:137:GLU:OE2 2.48 0.46
1:N:247:TYR:O 1:N:250:SER:OG 2.25 0.46
2:P:105:GLN:HE21 2:P:105:GLN:HB2 1.50 0.46
1:R:247:TYR:O 1:R:250:SER:OG 2.25 0.46
2:S:156:ARG:HD3 2:5:158:TYR:HE2 1.80 0.46
1:U:216:ASP:0OD2 1:U:291:THR:OG1 2.24 0.46
2:1:156:ARG:HD3 2:1:158:TYR:HE2 1.79 0.46
2:j:105:GLN:HE21 2:3:105:GLN:HB2 1.50 0.46
1:1:201:ARG:NH2 2:m:137:GLU:OE2 2.48 0.46
2:n:143:ASN:O 2:n:147:ARG:HG3 2.15 0.46
1:x:201:ARG:NH2 2:y:137:GLU:OE2 2.48 0.46
6:AD:86:MET:HE1 6:Al:67:PHE:CE2 2.50 0.46
7:AJ:148:ASP:0OD2 7:AJ:256:THR:0G1 2.28 0.46
3:AP:133:MET:HB2 | 3:AU:157:ASN:HD22 1.80 0.46
3:AZ:133:MET:HG3 3:Ae:157:ASN:ND2 2.30 0.46
4:Ak:143:PHE:CE2 7:An:337:VAL:HG21 2.50 0.46
4:Au:143:PHE:CE2 7:Ax:337:VAL:HG21 2.50 0.46
4:A7:143:PHE:CE2 7:A3:337:VAL:HG21 2.50 0.46
6:A2:175:PRO:HB2 3:A4:80:ALA:HA 1.96 0.46
6:A7:175:PRO:HB2 3:A9:80:ALA:HA 1.96 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
3:BN:133:MET:HG3 3:BS:157:ASN:ND2 2.30 0.46
3:BS:133:MET:CG 3:BX:157:ASN:HD21 2.26 0.46
6:Bp:87:VAL:HG21 6:Bp:122: THR:HG21 1.95 0.46
4:Bs:143:PHE:CE2 7:Bv:337:VAL:HG21 2.50 0.46
3:Bw:133:MET:HB2 3:B2:157:ASN:HD22 1.80 0.46
7:B1:148:ASP:O 7:B1:152:VAL:HG23 2.14 0.46
2:D:143:ASN:O 2:D:147:ARG:HG3 2.15 0.46
1:F:201:ARG:NH2 2:G:137:GLU:OE2 2.48 0.46
2:T:183:LYS:HE3 2:T:183:LYS:HB3 1.71 0.46
1:k:100:HIS:O 1:k:133:ARG:NH2 2.38 0.46
1:1:49:VAL:HG22 1:1:59:VAL:HG22 1.96 0.46
2:q:63:VAL:HG22 2:q:78:'TYR:CE1 2.50 0.46
6:4:67:PHE:CE2 6:B5:86:MET:HE1 2.49 0.46
3:6:133:MET:HG3 3:AA:157:ASN:ND2 2.30 0.46
6:9:175:PRO:HB2 3:AA:80:ALA:HA 1.96 0.46
6:AD:175:PRO:HB2 3:AF:80:ALA:HA 1.96 0.46
7:AE:148:ASP:0OD2 7:AE:256: THR:OG1 2.28 0.46
7:AJ:107:ASP:OD1 7:AJ:107:ASP:N 2.48 0.46
4:AL:143:PHE:CE2 7:A0:337:VAL:HG21 2.50 0.46
6:AX:175:PRO:HB2 3:AZ:80:ALA:HA 1.96 0.46
7:Ad:107:ASP:OD1 7:Ad:107:ASP:N 2.48 0.46
7:Ad:155:ARG:O 7:Ad:159:GLN:HG2 2.16 0.46
4:Af:143:PHE:CE2 7:Ai:337:VAL:HG21 2.50 0.46
6:Am:175:PRO:HB2 3:A0:80:ALA:HA 1.96 0.46
7:An:155:ARG:O 7:An:159:GLN:HG2 2.16 0.46
3:A0:133:MET:HB2 3:At:157:ASN:HD22 1.80 0.46
6:A7:86:MET:HE1 6:BB:67:PHE:CD2 2.49 0.46
6:BB:86:MET:HE1 6:BG:67:PHE:CD2 2.49 0.46
3:Bc:133:MET:CG 3:Bh:157:ASN:HD21 2.26 0.46
2:T:143:ASN:O 2:T:147:ARG:HG3 2.15 0.46
2:W:63:VAL:HG22 2:W:78:TYR:CE1 2.50 0.46
2:X:143:ASN:O 2:X:147:ARG:HG3 2.15 0.46
2:a:63:VAL:HG22 2:a:78: TYR:CE1 2.50 0.46
1:g:58:ALA:HB1 1:g:72:PHE:HE1 1.78 0.46
1:p:49:VAL:HG22 1:p:59:VAL:HG22 1.96 0.46
2:u:63:VAL:HG22 2:u:78:TYR:CE1 2.50 0.46
2:y:156:ARG:HD3 2:y:158:TYR:HE2 1.79 0.46
3:AA:133:MET:HB2 | 3:AF:157:ASN:HD22 1.80 0.46
7:AT:155:ARG:O 7:AT:159:GLN:HG2 2.16 0.46
7:AY:155:ARG:O 7:AY:159:GLN:HG2 2.16 0.46
7:Ai:155:ARG:O 7:Ai:159:GLN:HG2 2.16 0.46
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Atom-1 Atom-2 distance (A) overlap (A)

6:Ar:86:MET:HE1 6:Aw:67:PHE:CD2 2.49 0.46
7:Ax:107:ASP:0OD1 7:Ax:107:ASP:N 2.48 0.46
3:Ay:133:MET:HG3 3:A4:157:ASN:ND2 2.30 0.46
7:A8:350: TYR:OH 7:A8:355:GLU:OE2 2.26 0.46
7:BH:334:ARG:HD3 7:BM:353:GLU:CG 2.43 0.46
4:Bi:143:PHE:CE2 7:B1:337:VAL:HG21 2.50 0.46
3:Bm:133:MET:HB2 3:Br:157:ASN:HD22 1.80 0.46
2:C:63:VAL:HG22 2:C:78:TYR:CE1 2.50 0.46
2:C:156:ARG:HD3 2:C:158:TYR:HE2 1.80 0.46
2:5:63:VAL:HG22 2:S:78:TYR:CE1 2.50 0.46
1:7:201:ARG:NH2 2:a:137:GLU:OE2 2.48 0.46
2:b:143:ASN:O 2:b:147:ARG:HG3 2.15 0.46
2:j:143:ASN:O 2:j:147:ARG:HG3 2.15 0.46
2:2:183:LYS:HE3 2:2:183:LYS:HB3 1.71 0.46
3:AK:133:MET:HB2 | 3:AP:157:ASN:HD22 1.80 0.46
6:AN:175:PRO:HB2 3:AP:80:ALA:HA 1.96 0.46
6:AS:175:PRO:HB2 3:AU:80:ALA:HA 1.96 0.46
6:Ar:175:PRO:HB2 3:At:80:ALA:HA 1.96 0.46
3:A9:133:MET:HB2 | 3:BD:157:ASN:HD22 1.80 0.46
4:A0:143:PHE:CE2 7:BC:337:VAL:HG21 2.50 0.46
7:BC:334:ARG:HD3 7:BH:353:GLU:CG 2.43 0.46
3:Bc:133:MET:HG3 3:Bh:157:ASN:ND2 2.30 0.46
7:Bl:157:LEU:O 7:Bl:161:SER:OG 2.27 0.46
6:Bp:86:MET:HE1 6:Bu:67:PHE:CE2 2.50 0.46
6:Bu:86:MET:HE1 6:Bz:67:PHE:CE2 2.50 0.46
4:Bx:143:PHE:CE2 7:B1:337:VAL:HG21 2.50 0.46
1:B:292:GLN:OE1 1:B:292:GLN:N 2.48 0.46
2:K:63:VAL:HG22 2:K:78:TYR:CE1 2.50 0.46
1:d:201:ARG:NH2 2:¢:137:GLU:OE2 2.48 0.46
2:¢:63:VAL:HG22 2:¢:78:'TYR:CE1 2.50 0.46
2:q:205:LYS:O 2:q:207:ARG:NH1 2.49 0.46
2:u:156:ARG:HD3 2:w:158: TYR:HE2 1.80 0.46
6:9:86:MET:HE1 6:AD:67:PHE:CE2 2.50 0.46
3:AA:133:MET:HG3 3:AF:157:ASN:ND2 2.30 0.46
6:Al:175:PRO:HB2 3:AK:80:ALA:HA 1.96 0.46
7:AO:155:ARG:O 7:A0:159:GLN:HG2 2.16 0.46
3:AP:133:MET:HG3 3:AU:157:ASN:ND2 2.30 0.46
4:AQ:143:PHE:CE2 | 7:AT:337:VAL:HG21 2.50 0.46
7:AY:157:LEU:O 7:AY:161:SER:OG 2.27 0.46
4:Aa:143:PHE:CE2 7:Ad:337:VAL:HG21 2.50 0.46
7:As:155:ARG:O 7:As:159:GLN:HG2 2.16 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
6:Aw:175:PRO:HB2 3:Ay:80:ALA:HA 1.96 0.46
3:BI:133:MET:HB2 3:BN:157:ASN:HD22 1.80 0.46
7:Bb:157:LEU:O 7:Bb:161:SER:OG 2.27 0.46
6:Bz:86:MET:HE1 6:B5:67:PHE:CE2 2.49 0.46
2:H:143:ASN:O 2:H:147:ARG:HG3 2.15 0.46
1:V:201:ARG:NH2 2:W:137:GLU:OE2 2.48 0.46
2:1:143:ASN:O 2:1:147:ARG:HG3 2.15 0.46
2:1:63:VAL:HG22 2:1:78:TYR:CE1 2.50 0.46
2:m:175:VAL:HG12 2:n:124:VAL:HG12 1.98 0.46
2:u:175:VAL:HG12 2:v:124:VAL:HG12 1.98 0.46
6:4:86:MET:HE1 6:9:67:PHE:CE2 2.49 0.46
3:AF:133:MET:HB2 | 3:AK:157:ASN:HD22 1.80 0.46
7:AJ:155:ARG:O 7:AJ:159:GLN:HG2 2.16 0.46
3:A9:133:MET:HG3 3:BD:157:ASN:ND2 2.30 0.46
7:BM:334:ARG:HD3 7:BR:353:GLU:CG 2.43 0.46
3:BS:64:PRO:HB2 3:BX:37:VAL:HG13 1.98 0.46
3:Bc:64:PRO:HB2 3:Bh:37:VAL:HG13 1.98 0.46
3:Bc:133:MET:HB2 3:Bh:157:ASN:HD22 1.80 0.46
1:N:245:ARG:HG3 1:N:258:ILE:HG21 1.98 0.46
1:V:256:ASP:0OD1 1:V:256:ASP:N 2.32 0.46
2:y:175:VAL:HG12 2:2:124:VAL:HG12 1.98 0.46
7:As:107:ASP:0OD1 7:As:107:ASP:N 2.48 0.46
7:Ax:155:ARG:O 7:Ax:159:GLN:HG2 2.16 0.46
7:A8:107:ASP:OD1 7:A8:107:ASP:N 2.48 0.46
7:A8:334:ARG:HD3 7:BC:353:GLU:CG 2.43 0.46
3:BN:64:PRO:HB2 3:BS:37:VAL:HG13 1.98 0.46
3:BX:64:PRO:HB2 3:Bc:37:VAL:HG13 1.98 0.46
3:Bh:133:MET:HG3 3:Bm:157:ASN:ND2 2.30 0.46
3:Bh:133:MET:HB2 | 3:Bm:157:ASN:HD22 1.80 0.46
1:J:245:ARG:HG3 1:J:258:ILE:HG21 1.98 0.46
2:L:105:GLN:HE21 2:L:105:GLN:HB2 1.50 0.46
1:M:247:TYR:O 1:M:250:SER:OG 2.20 0.46
1:R:245:ARG:HG3 1:R:258:ILE:HG21 1.98 0.46
1:7:247:-TYR:O 1:7:250:SER:OG 2.25 0.46
1:p:292:GLN:OE1 1:p:292:GLN:N 2.48 0.46
1:t:67:LYS:HE2 1:t:67:LYS:HB3 1.76 0.46
1:t:100:HIS:O 1:t:133:ARG:NH2 2.38 0.46
2:v:100:GLU:HG2 2:v:104:HIS:CE1 2.51 0.46
3:6:133:MET:HB2 3:AA:157:ASN:HD22 1.80 0.46
4:AV:143:PHE:CE2 7:AY:337:VAL:HG21 2.50 0.46
3:Aj:133:MET:HG3 3:A0:157:ASN:ND2 2.30 0.46
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Atom-1 Atom-2 distance (A) overlap (A)
7:Ax:148:ASP:0D2 7:Ax:256:THR:OG1 2.28 0.46
3:A4:133:-MET:CG 3:A9:157:ASN:HD21 2.26 0.46
7:BR:148:ASP:0D2 7:BR:256: THR:OG1 2.28 0.46
3:Bw:133:MET:HG3 3:B2:157:ASN:ND2 2.30 0.46
7:B6:282:GLU:O 7:B6:286:SER:OG 2.31 0.46
2:T:100:GLU:HG2 2:T:104:HIS:CE1 2.51 0.46
2:3:100:GLU:HG2 2:3:104:HIS:CE1 2.51 0.46
1:p:201:ARG:NH2 2:q:137:GLU:OE2 2.48 0.46
2:q:175:VAL:HG12 2:1:124:VAL:HG12 1.98 0.46
1:5:222: THR:HG22 1:5:284:VAL:HG22 1.98 0.46
3:1:157:ASN:HD21 3:B2:133:MET:CG 2.26 0.46
3:1:157:ASN:HD22 3:B2:133:MET:HB2 1.80 0.46
7:5:282:GLU:O 7:5:286:SER:OG 2.31 0.46
7:AE:155:ARG:O 7:AE:159:GLN:HG2 2.16 0.46
7:A3:155:ARG:O 7:A3:159:GLN:HG2 2.16 0.46
3:BD:133:MET:HG3 3:BI:157:ASN:ND2 2.30 0.46
7:BM:206:VAL:HG21 3:BN:36:ALA:HA 1.98 0.46
3:Bh:64:PRO:HB2 3:Bm:37:VAL:HG13 1.98 0.46
7:BL1:350: TYR:OH 7:B1:355:GLU:OE2 2.26 0.46
7:Bq:155:ARG:0O 7:Bq:159:GLN:HG2 2.16 0.46
2:1:100:GLU:HG2 2:1.:104:HIS:CE1 2.51 0.45
2:1:100:GLU:HG2 2:1:104:HIS:CE1 2.52 0.45
1:h:89:ILE:CD1 7:BH:362:ASN:HD22 2.15 0.45
2:1:175:VAL:HG12 2:3:124:VAL:HG12 1.98 0.45
7:AT:157:-LEU:O 7:AT:161:SER:OG 2.27 0.45
3:AU:133:MET:HG3 3:AZ:157:ASN:ND2 2.30 0.45
7:Ad:157:LEU:O 7:Ad:161:SER:OG 2.27 0.45
3:Ae:243:GLN:NE2 3:Aj:202: THR:HG23 2.32 0.45
3:BI:64:PRO:HB2 3:BN:37:VAL:HG13 1.98 0.45
3:BN:113:GLU:CD 3:BS:196:LYS:HZ1 2.24 0.45
7:Bg:155:ARG:0O 7:Bg:159:GLN:HG2 2.16 0.45
7:Bl:155:ARG:O 7:B1:159:GLN:HG2 2.16 0.45
2:C:175:VAL:HG12 2:D:124:VAL:HG12 1.98 0.45
2:D:100:GLU:HG2 2:D:104:HIS:CE1 2.51 0.45
1:E:161:LYS:HA 1:E:161:LYS:HD3 1.79 0.45
1:0:222: THR:HG22 1:0:284:VAL:HG22 1.98 0.45
2:u:122: THR:HG22 2:u:123:LEU:HG 1.98 0.45
2:y:205:LYS:O 2:y:207:ARG:NH1 2.49 0.45
7:0:155:ARG:O 7:0:159:GLN:HG2 2.16 0.45
3:AF:243:GLN:NE2 | 3:AK:202: THR:HG23 2.32 0.45
7:A8:155:ARG:O 7:A8:159:GLN:HG2 2.16 0.45
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Atom-1 Atom-2 distance (A) overlap (A)

3:A9:133:MET:CG 3:BD:157:ASN:HD21 2.26 0.45
7:BR:334:ARG:HD3 7:BW:353:GLU:CG 2.43 0.45
3:Bm:64:PRO:HB2 3:Br:37:VAL:HG13 1.98 0.45
7:Bv:155:ARG:O 7:Bv:159:GLN:HG2 2.16 0.45
7:Bv:282:GLU:O 7:Bv:286:SER:OG 2.31 0.45
2:¢:175:VAL:HG12 2:£:124:VAL:HG12 1.98 0.45
1:h:201:ARG:NH2 2:1:137:GLU:OE2 2.48 0.45
2:m:122: THR:HG22 2:m:123:LEU:HG 1.98 0.45
3:AU:243:GLN:NE2 | 3:AZ:202: THR:HG23 2.32 0.45
7:-AY:107:ASP:OD1 7:AY:107:ASP:N 2.48 0.45
3:BD:133:MET:HB2 3:BI:157:ASN:HD22 1.80 0.45
7:Bv:206:VAL:HG21 3:Bw:36:ALA:HA 1.98 0.45
7:Bv:228:ASP:0D2 7:Bv:231: THR:HG22 2.17 0.45
7:B1:228:ASP:0D2 7:B1:231: THR:HG22 2.17 0.45
1:F:245:ARG:HG3 1:F:258:ILE:HG21 1.98 0.45
2:G:57:GLN:HG3 2:G:58:LEU:HD22 1.99 0.45
1:¢:279:ASP:0OD1 1:¢:282:ARG:NH2 2.50 0.45
1:d:45:GLU:HG3 1:d:63:ARG:HG3 1.99 0.45
1:h:45:GLU:HGS3 1:h:63:ARG:HG3 1.99 0.45
2:1:100:GLU:HG2 2:n:104:HIS:CE1 2.51 0.45
1:t:161:LYS:HA 1:t:161:LYS:HD3 1.75 0.45
3:6:64:PRO:HB2 3:AA:37:VAL:HG13 1.98 0.45
3:6:243:GLN:NE2 3:AA:202:THR:HG23 2.32 0.45
3:AA:64:PRO:HB2 3:AF:37:VAL:HG13 1.98 0.45
3:AF:64:PRO:HB2 3:AK:37:VAL:HG13 1.98 0.45
3:AK:64:PRO:HB2 3:AP:37:VAL:HG13 1.98 0.45
7:Ad:92:SER:HB3 7:Ad:103:LYS:HB3 1.99 0.45
3:At:243:GLN:NE2 3:Ay:202: THR:HG23 2.32 0.45
7:A3:206:VAL:HG21 3:A4:36:ALA:HA 1.99 0.45
7:BC:155:ARG:O 7:BC:159:GLN:HG2 2.16 0.45
3:BI:133:MET:HG3 3:BN:157:ASN:ND2 2.30 0.45
7:Bb:155:ARG:0O 7:Bb:159:GLN:HG2 2.16 0.45
7:Bg:206: VAL:HG21 3:Bh:36:ALA:HA 1.98 0.45
7:Bq:228:ASP:0OD2 7:Bq:231: THR:HG22 2.17 0.45
7:B1:155:ARG:O 7:B1:159:GLN:HG2 2.16 0.45
7:B6:228:ASP:0OD2 7:B6:231: THR:HG22 2.17 0.45
1:F:185:LEU:HB3 1:F:198:SER:HB3 1.99 0.45
2:K:57:GLN:HG3 2:K:58:LEU:HD22 1.99 0.45
2:L:130:ARG:O 2:L:133:PRO:HD2 2.17 0.45
1:Q:91:MET:HE1 7:Ai:362:ASN:O 2.17 0.45
1:V:245:ARG:HG3 1:V:258:1ILE:HG21 1.98 0.45
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:w:222: THR:HG22 1:w:284:VAL:HG22 1.99 0.45
2:y:57:GLN:HG3 2:y:58:LEU:HD22 1.99 0.45
7:5:228:ASP:0D2 7:5:231: THR:HG22 2.17 0.45
7:0:92:SER:HB3 7:0:103:LYS:HB3 1.99 0.45
7:0:228:ASP:0D2 7:0:231: THR:HG22 2.17 0.45
3:AP:243:GLN:NE2 | 3:AU:202: THR:HG23 2.32 0.45
7:AT:92:SER:HB3 7:AT:103:LYS:HB3 1.99 0.45
7:An:92:SER:HB3 7:An:103:LYS:HB3 1.99 0.45
3:At:133:MET:HG3 3:Ay:157:ASN:ND2 2.30 0.45
7:A3:334:ARG:HD3 7:A8:353:GLU:CG 2.43 0.45
7:BW:228:ASP:0D2 | 7:BW:231:THR:HG22 2.17 0.45
7:Bb:228:ASP:0OD2 7:Bb:231: THR:HG22 2.17 0.45
7:B1:308:ARG:HB3 7:B1:351:GLU:HA 1.99 0.45
7:B6:92:SER:HB3 7:B6:103:LYS:HB3 1.99 0.45
1:A:222: THR:HG22 1:A:284:VAL:HG22 1.98 0.45
2:H:130:ARG:O 2:H:133:PRO:HD2 2.17 0.45
1:M:91:MET:HE1 7:AY:362:ASN:O 2.17 0.45
2:5:57:GLN:HG3 2:S5:58:.LEU:HD22 1.99 0.45
2:b:100:GLU:HG2 2:b:104:HIS:CE1 2.51 0.45
2:1:183:LYS:HE3 2:£:183:LYS:HB3 1.71 0.45
1:g:279:ASP:0OD1 1:g:282:ARG:NH2 2.50 0.45
2:y:122: THR:HG22 2:y:123:LEU:HG 1.98 0.45
3:1:133:MET:HB2 3:6:157:ASN:HD22 1.80 0.45
3:1:243:GLN:NE2 3:6:202: THR:HG23 2.32 0.45
7:5:155:ARG:O 7:5:159:GLN:HG2 2.16 0.45
6:AD:180:ARG:HH22 7:AJ:188:ASP:CG 2.13 0.45
7:AJ:92:SER:HB3 7:AJ:103:LYS:HB3 1.99 0.45
7:Ax:92:SER:HB3 7:Ax:103:LYS:HB3 1.99 0.45
3:BD:64:PRO:HB2 3:BI:37:VAL:HG13 1.98 0.45
3:BS:109:VAL:HB 3:BS:177:ILE:HG23 1.99 0.45
3:Bc:109:VAL:HB 3:Be:177:ILE:HG23 1.99 0.45
7:B1:228:ASP:0OD2 7:Bl:231: THR:HG22 2.17 0.45
3:Bm:109:VAL:HB 3:Bm:177:ILE:HG23 1.99 0.45
7:Bq:308:ARG:HB3 7:Bq:351:GLU:HA 1.99 0.45
3:Br:64:PRO:HB2 3:Bw:37:VAL:HG13 1.98 0.45
7:Bv:308:ARG:HB3 7:Bv:351:GLU:HA 1.99 0.45
3:Bw:109:VAL:HB 3:Bw:177:ILE:HG23 1.99 0.45
3:Bw:243:GLN:NE2 3:B2:202: THR:HG23 2.32 0.45
7:B1:148:ASP:0D2 7:B1:256: THR:OG1 2.28 0.45
1:B:185:LEU:HB3 1:B:198:SER:HB3 1.99 0.45
2:C:57:GLN:HG3 2:C:58:LEU:HD22 1.99 0.45
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:E:222:THR:HG22 1:E:284:VAL:HG22 1.98 0.45
2:G:175:VAL:HG12 2:H:124:VAL:HG12 1.98 0.45
2:0:57:GLN:HG3 2:0:58:LEU:HD22 1.99 0.45
1:7:185:LEU:HB3 1:7:198:SER:HB3 1.99 0.45
1:d:185:LEU:HB3 1:d:198:SER:HB3 1.99 0.45
2:1:100:GLU:HG2 2:1:104:HIS:CE1 2.51 0.45
1:t:245:ARG:HG3 1:t:258:.ILE:HG21 1.98 0.45
1:x:245:ARG:HG3 1:x:258:ILE:HG21 1.98 0.45
3:1:64:PRO:HB2 3:6:37:VAL:HG13 1.98 0.45
7:AJ:350: TYR:OH 7:AJ:355:GLU:OE2 2.26 0.45
3:AP:64:PRO:HB2 3:AU:37:VAL:HG13 1.98 0.45
6:Ah:184:ILE:HD12 6:Ah:235:LEU:HD13 1.99 0.45
6:Am:184:ILE:HD12 | 6:Am:235:LEU:HD13 1.99 0.45
3:A0:133:MET:HG3 3:At:157:ASN:ND2 2.30 0.45
3:A0:243:GLN:NE2 3:At:202: THR:HG23 2.32 0.45
7:BH:155:ARG:O 7:BH:159:GLN:HG2 2.16 0.45
3:BI:109:VAL:HB 3:BI:177:ILE:HG23 1.99 0.45
3:BN:243:GLN:NE2 3:BS:202:THR:HG23 2.32 0.45
3:BS:243:GLN:NE2 3:BX:202: THR:HG23 2.32 0.45
7:BW:155:ARG:O 7:BW:159:GLN:HG2 2.16 0.45
7:Bg:228:ASP:0D2 7:Bg:231: THR:HG22 2.17 0.45
7:Bq:282:GLU:O 7:Bq:286:SER:OG 2.31 0.45
7:B1:206:VAL:HG21 3:B2:36:ALA:HA 1.98 0.45
7:B6:308:ARG:HB3 7:B6:351:GLU:HA 1.99 0.45
1:1:91:MET:HE1 7:A0:362:ASN:O 2.17 0.45
1:J:161:LYS:HD3 1:J:161:LYS:HA 1.75 0.45
2:K:143:ASN:O 2:K:147:ARG:HG3 2.17 0.45
2:0:143:ASN:O 2:0:147:ARG:HG3 2.17 0.45
2:T:130:ARG:O 2:T:133:PRO:HD2 2.17 0.45
1:U:91:MET:HE1 7:As:362:ASN:O 2.17 0.45
2:X:100:GLU:HG2 2:X:104:HIS:CE1 2.51 0.45
1:Y:279:ASP:OD1 1:Y:282:ARG:NH2 2.49 0.45
1:k:222: THR:HG22 1:k:284:VAL:HG22 1.98 0.45
1:1:45:GLU:HG3 1:1:63:ARG:HG3 1.99 0.45
1:w:161:LYS:HA 1:w:161:LYS:HD3 1.79 0.45
3:1:109:VAL:HB 3:1:177:1ILE:HG23 1.99 0.45
7:5:308:ARG:HB3 7:5:351:GLU:HA 1.99 0.45
7:AE:228:ASP:0D2 7:AE:231: THR:HG22 2.17 0.45
7:AJ:228:ASP:0OD2 7:AJ:231: THR:HG22 2.17 0.45
6:AX:184:ILE:HD12 | 6:AX:235:LEU:HD13 1.99 0.45
3:A7:243:GLN:NE2 3:Ae:202: THR:HG23 2.32 0.45
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
6:Aw:184:ILE:HD12 | 6:Aw:235:LEU:HD13 1.99 0.45
3:A4:243:GLN:NE2 3:A9:202: THR:HG23 2.32 0.45
4:A0:134:VAL:HG21 7:BC:83:HIS:CD2 2.52 0.45
7:BR:228:ASP:0OD2 | 7:BR:231:THR:HG22 2.17 0.45
3:BX:243:GLN:NE2 3:Bc:202: THR:HG23 2.32 0.45
6:Bu:158:ASN:HD22 6:Bz:116:GLY:HA3 1.82 0.45
7:Bv:92:SER:HB3 7:Bv:103:LYS:HB3 1.99 0.45
7:B6:155:ARG:O 7:B6:159:GLN:HG2 2.16 0.45
1:A:247:TYR:O 1:A:250:SER:OG 2.20 0.45
2:H:100:GLU:HG2 2:H:104:HIS:CE1 2.51 0.45
1:I:48:LEU:HD11 1:1:161:LYS:HB3 1.99 0.45
1:J:100:HIS:O 1:J:133:ARG:NH2 2.38 0.45
1:J:185:LEU:HB3 1:J:198:SER:HB3 1.99 0.45
1:N:292:GLN:OE1 1:N:292:GLN:N 2.48 0.45
2:P:100:GLU:HG2 2:P:104:HIS:CE1 2.52 0.45
1:R:292:GLN:OE1 1:R:292:GLN:N 2.48 0.45
2:5:122:THR:HG22 2:S5:123:LEU:HG 1.98 0.45
2:5:205:LYS:0O 2:5:207:ARG:NH1 2.49 0.45
1:h:67:LYS:HB3 1:h:67:LYS:HE2 1.76 0.45
2:1:122: THR:HG22 2:1:123:LEU:HG 1.98 0.45
1:p:256:ASP:OD1 1:p:256:ASP:N 2.32 0.45
7:0:308:ARG:HB3 7:0:351:GLU:HA 1.99 0.45
7:AE:304:MET:HB2 | 7:AE:356:LEU:HD11 1.99 0.45
7:AJ:304:MET:HB2 7:AJ:356:LEU:HD11 1.99 0.45
3:AK:243:GLN:NE2 | 3:AP:202:THR:HG23 2.32 0.45
7:AO:97:ARG:HE 7:A0:99:LYS:HZ3 1.65 0.45
4:AV:134:VAL:HG21 7:AY:83:HIS:CD2 2.52 0.45
3:AZ:64:PRO:HB2 3:Ae:37:VAL:HG13 1.98 0.45
4:Aa:134:VAL:HG21 7:Ad:83:HIS:CD2 2.52 0.45
3:Aj:243:GLN:NE2 3:A0:202: THR:HG23 2.32 0.45
7:An:228:ASP:0D2 7:An:231: THR:HG22 2.17 0.45
7:As:228:ASP:0D2 7:As:231: THR:HG22 2.17 0.45
6:A7:158:ASN:HD22 6:BB:116:GLY:HA3 1.82 0.45
3:A9:109:VAL:HB 3:A9:177:ILE:HG23 1.99 0.45
6:BB:158:ASN:HD22 | 6:BG:116:GLY:HA3 1.82 0.45
7:BM:155:ARG:O 7:BM:159:GLN:HG2 2.16 0.45
3:BX:133:MET:CG 3:Bc:157:ASN:HD21 2.26 0.45
3:Bh:256:ASN:HB3 3:Bm:245:MET:SD 2.57 0.45
7:B1:308:ARG:HB3 7:B1:351:GLU:HA 1.99 0.45
6:Bp:158:ASN:HD22 6:Bu:116:GLY:HA3 1.82 0.45
6:Bz:158:ASN:HD22 6:B5:116:GLY:HA3 1.82 0.45
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:A:48:LEU:HD11 1:A:161:LYS:HB3 1.99 0.45
2:D:207:ARG:HG2 1:F:293:VAL:HB 2.00 0.45
1:F:161:LYS:HD3 1:F:161:LYS:HA 1.75 0.45
1:1:222: THR:HG22 1:1:284:VAL:HG22 1.98 0.45
1:N:45:GLU:HG3 1:N:63:ARG:HG3 1.99 0.45
2:0:175:VAL:HG12 2:P:124:VAL:HG12 1.98 0.45
2:P:130:ARG:O 2:P:133:PRO:HD2 2.17 0.45
1:R:161:LYS:HA 1:R:161:LYS:HD3 1.75 0.45
2:5:143:ASN:O 2:5:147:ARG:HG3 2.17 0.45
1:V:185:LEU:HB3 1:V:198:SER:HB3 1.99 0.45
2:W:122: THR:HG22 2:W:123:LEU:HG 1.98 0.45
1:Y:91:MET:HE1 7:A3:362:ASN:O 2.17 0.45
1:7:45:GLU:HG3 1:7:63:ARG:HG3 1.99 0.45
1:7:245:ARG:HG3 1:7:258:ILE:HG21 1.98 0.45
2:a:57:GLN:HG3 2:a:58:LEU:HD22 1.99 0.45
2:a:175:VAL:HG12 2:b:124:VAL:HG12 1.98 0.45
2:a:205:LYS:O 2:a:207:ARG:NH1 2.49 0.45
2:¢:205:LYS:O 2:e:207:ARG:NH1 2.49 0.45
1:h:185:LEU:HB3 1:h:198:SER:HB3 1.99 0.45
1:1:89:ILE:CD1 7:BR:362: ASN:HD22 2.15 0.45
2:q:57:GLN:HG3 2:q:58:LEU:HD22 1.99 0.45
2:u:57:GLN:HG3 2:u:58:LEU:HD22 1.99 0.45
6:4:116:GLY:HA3 6:B5:158:ASN:HD22 1.82 0.45
7:5:304:-MET:HB2 7:5:356:LEU:HD11 1.99 0.45
6:9:207:LEU:HD11 6:9:238:1LE:HD11 1.99 0.45
7:0:304:-MET:HB2 7:0:356:LEU:HD11 1.99 0.45
7:A0:228:ASP:0OD2 | 7:A0:231:THR:HG22 2.17 0.45
4:AQ:134:VAL:HG21 7:AT:83:HIS:CD2 2.52 0.45
7:AT:228:ASP:0D2 7:AT:231: THR:HG22 2.17 0.45
3:AU:64:PRO:HB2 3:AZ:37:VAL:HG13 1.98 0.45
7:AY:228:ASP:0OD2 7:AY:231: THR:HG22 2.17 0.45
7:Ad:228:ASP:0D2 7:Ad:231: THR:HG22 2.17 0.45
4:Af:134:VAL:HG21 7:Ai:83:HIS:CD2 2.52 0.45
7:Ai:228:ASP:0D2 7:Ai:231: THR:HG22 2.17 0.45
3:A0:256:ASN:HB3 3:At:245:MET:SD 2.57 0.45
4:Au:134:VAL:HG21 7:Ax:83:HIS:CD2 2.52 0.45
7:Ax:228:ASP:0D2 7:Ax:231: THR:HG22 2.17 0.45
6:A2:158:ASN:HD22 6:A7:116:GLY:HA3 1.82 0.45
6:A2:184:ILE:HD12 6:A2:235:LEU:HD13 1.99 0.45
3:A9:64:PRO:HB2 3:BD:37:VAL:HG13 1.98 0.45
3:A9:113:GLU:CD 3:BD:196:LYS:HZ1 2.25 0.45
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
4:BE:134:VAL:HG21 7:BH:83:HIS:CD2 2.52 0.45
3:BI:243:GLN:NE2 3:BN:202: THR:HG23 2.32 0.45
3:Bc:256:ASN:HB3 3:Bh:245:-MET:SD 2.57 0.45
6:Bf:207:LEU:HD11 6:Bf:238:ILE:HD11 1.99 0.45
3:Bm:256:ASN:HB3 3:Br:245:MET:SD 2.57 0.45
7:Bq:350: TYR:OH 7:Bq:355:GLU:OE2 2.26 0.45
7:B1:304:MET:HB2 7:B1:356:LEU:HD11 1.99 0.45
7:B6:304:MET:HB2 7:B6:356:LEU:HD11 1.99 0.45
1:E:48:LEU:HD11 1:E:161:LYS:HB3 1.99 0.44
1:E:91:MET:HE1 7:AE:362:ASN:O 2.17 0.44
2:G:143:ASN:O 2:G:147:ARG:HG3 2.17 0.44
1:J:45:GLU:HG3 1:J:63:ARG:HG3 1.99 0.44
1:M:48:LEU:HD11 1:M:161:LYS:HB3 1.99 0.44
1:N:58:ALA:HB1 1:N:72:PHE:CE1 2.52 0.44
2:S5:175:VAL:HG12 2:T:124:VAL:HG12 1.98 0.44
2:W:57:GLN:HG3 2:W:58:LEU:HD22 1.99 0.44
1:7:102:ASP:0D2 1:7:133:ARG:NH1 2.51 0.44
1:d:58:ALA:HB1 1:d:72:PHE:CE1 2.52 0.44
1:d:102:ASP:0D2 1:d:133:ARG:NH1 2.51 0.44
1:h:58:ALA:HB1 1:h:72:PHE:CE1 2.53 0.44
2:m:143:ASN:O 2:m:147:ARG:HG3 2.17 0.44
1:p:245:ARG:HG3 1:p:258:ILE:HG21 1.98 0.44
2:q:143:ASN:O 2:q:147:ARG:HG3 2.17 0.44
3:1:37:VAL:HG13 3:B2:64:PRO:HB2 1.98 0.44
3:AA:109:VAL:HB 3:AA:177:ILE:HG23 1.99 0.44
6:AD:207:LEU:HD11 | 6:AD:238:ILE:HD11 2.00 0.44
4:AG:134:VAL:HG21 7:AJ:83:HIS:CD2 2.52 0.44
6:Al:207:-LEU:HD11 6:Al:238:ILE:HD11 2.00 0.44
7:Ad:206:VAL:HG21 3:Ae:36:ALA:HA 1.98 0.44
4:Ak:134:VAL:HG21 7:An:83:HIS:CD2 2.52 0.44
7:An:334:ARG:HD3 7:As:353:GLU:CG 2.43 0.44
6:Ar:184:ILE:HD12 6:Ar:235:LEU:HD13 1.99 0.44
7:A3:228:ASP:0OD2 7:A3:231: THR:HG22 2.17 0.44
3:A4:256:ASN:HB3 3:A9:245:MET:SD 2.57 0.44
4:A5:134:VAL:HG21 7:A8:83:HIS:CD2 2.52 0.44
7:A8:92:SER:HB3 7:A8:103:LYS:HB3 1.99 0.44
7:A8:206:VAL:HG21 3:A9:36:ALA:HA 1.98 0.44
3:A9:256:ASN:HB3 3:BD:245:MET:SD 2.57 0.44
6:BB:184:ILE:HD12 6:BB:235:LEU:HD13 1.99 0.44
6:BG:158:ASN:HD22 6:BL:116:GLY:HA3 1.82 0.44
6:BL:180:ARG:HH22 7:BR:188:ASP:CG 2.13 0.44
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Atom-1 Atom-2 distance (A) overlap (A)

7:BR:155:ARG:O 7:BR:159:GLN:HG2 2.16 0.44
6:Bf:180:ARG:HH22 7:Bl:188:ASP:CG 2.13 0.44
7:Bg:308:ARG:HB3 7:Bg:351:GLU:HA 1.99 0.44
6:Bp:207:LEU:HD11 6:Bp:238:ILE:HD11 2.00 0.44
3:Br:256:ASN:HB3 3:Bw:245:MET:SD 2.57 0.44
7:Bv:304:MET:HB2 7:Bv:356:LEU:HD11 1.99 0.44
1:B:245:ARG:HG3 1:B:258:ILE:HG21 1.98 0.44
2:G:122: THR:HG22 2:G:123:LEU:HG 1.98 0.44
1:J:58:ALA:HB1 1:J:72:PHE:CE1 2.53 0.44
1:Q:222: THR:HG22 1:Q:284:VAL:HG22 1.98 0.44
1:V:102:ASP:OD2 1:V:133:ARG:NH1 2.51 0.44
1:V:292:GLN:OE1 1:V:292:GLN:N 2.48 0.44
2:W:175:VAL:HG12 2:X:124:VAL:HG12 1.98 0.44
1:7:58:ALA:HB1 1:72:72:PHE:CE1 2.52 0.44
2:b:207:ARG:HG2 1:d:293:VAL:HB 2.00 0.44
1:k:279:ASP:OD1 1:k:282:ARG:NH2 2.49 0.44
1:p:102:ASP:OD2 1:p:133:ARG:NH1 2.50 0.44
1:x:185:LEU:HB3 1:x:198:SER:HB3 1.99 0.44
6:4:158:ASN:HD22 6:9:116:GLY:HA3 1.82 0.44
6:4:207:LEU:HD11 6:4:238:1LE:HD11 2.00 0.44
7:AE:206:VAL:HG21 3:AF:36:ALA:HA 1.98 0.44
4:AL:134:VAL:HG21 7:A0:83:HIS:CD2 2.52 0.44
7:AO:304:MET:HB2 | 7:A0:356:LEU:HD11 1.99 0.44
6:AS:184:ILE:HD12 6:AS:235:LEU:HD13 1.99 0.44
3:AZ:256:ASN:HB3 3:Ae:245:MET:SD 2.57 0.44
6:Ac:184:ILE:HD12 6:Ac:235:LEU:HD13 1.99 0.44
3:Ae:64:PRO:HB2 3:Aj:37:-VAL:HG13 1.98 0.44
3:Aj:64:PRO:HB2 3:A0:37:-VAL:HG13 1.98 0.44
7:As:334:ARG:HD3 7:Ax:353:GLU:CG 2.43 0.44
6:Aw:158:ASN:HD22 6:A2:116:GLY:HA3 1.82 0.44
7:BC:92:SER:HB3 7:BC:103:LYS:HB3 1.99 0.44
4:BJ:134:VAL:HG21 7:BM:83:HIS:CD2 2.52 0.44
6:BL:158:ASN:HD22 | 6:BQ:116:GLY:HA3 1.82 0.44
7:BM:228:ASP:OD2 | 7:BM:231:THR:HG22 2.17 0.44
3:BN:256:ASN:HB3 3:BS:245:MET:SD 2.57 0.44
7:BR:157:LEU:O 7:BR:161:SER:OG 2.27 0.44
7:BR:206:VAL:HG21 3:BS:36:ALA:HA 1.98 0.44
7:BW:334:ARG:HD3 7:Bb:353:GLU:CG 2.43 0.44
6:Bk:158:ASN:HD22 6:Bp:116:GLY:HA3 1.82 0.44
6:Bk:207:LEU:HD11 6:Bk:238:ILE:HD11 2.00 0.44
3:Bw:64:PRO:HB2 3:B2:37:VAL:HG13 1.98 0.44
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:B:58:ALA:HB1 1:B:72:PHE:CE1 2.52 0.44
1:F:45:GLU:HG3 1:F:63:ARG:HG3 1.99 0.44
1:F:58:ALA:HB1 1:F:72:PHE:CE1 2.53 0.44
2:G:205:LYS:O 2:G:207:ARG:NH1 2.49 0.44
2:K:175:VAL:HG12 2:1:124:VAL:HG12 1.98 0.44
2:L:207:ARG:HG2 1:N:293:VAL:HB 2.00 0.44
1:Q:48:LEU:HD11 1:Q:161:LYS:HB3 1.99 0.44
1:R:45:GLU:HG3 1:R:63:ARG:HG3 1.99 0.44
1:R:102:ASP:0OD2 1:R:133:ARG:NH1 2.50 0.44
1:V:58:ALA:HB1 1:V:72:PHE:CE1 2.52 0.44
1:g:222: THR:HG22 1:2:284:VAL:HG22 1.98 0.44
2:j:207:ARG:HG2 1:1:293:VAL:HB 2.00 0.44
1:1:58:ALA:HB1 1:1:72:PHE:CE1 2.52 0.44
1:0:256:ASP:0OD1 1:0:256:ASP:N 2.46 0.44
2:u:143:ASN:O 2:u:147:ARG:HG3 2.17 0.44
1:w:256:ASP:OD1 1:w:256:ASP:N 2.46 0.44
2:2:100:GLU:HG2 2:2:104:HIS:CE1 2.52 0.44
4:7:134:VAL:HG21 7:0:83:HIS:CD2 2.52 0.44
7:0:241:ARG:NH1 7:AE:259:ALA:HB2 2.33 0.44
7:AE:308:ARG:HB3 7:AE:351:GLU:HA 1.99 0.44
6:AN:207:LEU:HD11 | 6:AN:238:ILE:HD11 2.00 0.44
7:AT:304:MET:HB2 | 7:AT:356:LEU:HD11 1.99 0.44
7:A1:334:ARG:HD3 7:An:353:GLU:CG 2.43 0.44
7:An:107:ASP:OD1 7:An:107:ASP:N 2.48 0.44
7:An:241:ARG:NH1 7:As:259:ALA:HB2 2.33 0.44
7:As:148:ASP:0D2 7:As:256: THR:OG1 2.28 0.44
3:At:256:ASN:HB3 3:Ay:245:MET:SD 2.57 0.44
4:A7:134:VAL:HG21 7:A3:83:HIS:CD2 2.52 0.44
7:A3:92:SER:HB3 7:A3:103:LYS:HB3 1.99 0.44
6:A7:184:ILE:HD12 6:A7:235:LEU:HD13 1.99 0.44
7:A8:228:ASP:0D2 7:A8:231: THR:HG22 2.17 0.44
7:BH:97:ARG:HE 7:BH:99:LYS:HZ3 1.65 0.44
7:BM:92:SER:HB3 7:BM:103:LYS:HB3 1.99 0.44
7:BM:97:ARG:HE 7:BM:99:LYS:HZ3 1.65 0.44
6:BQ:158:ASN:HD22 | 6:BV:116:GLY:HA3 1.82 0.44
7:-BW:157:LEU:O 7:BW:161:SER:OG 2.27 0.44
6:Ba:207:LEU:HD11 6:Ba:238:ILE:HD11 2.00 0.44
3:Bc:243:GLN:NE2 3:Bh:202:THR:HG23 2.32 0.44
7:Bg:334:ARG:HD3 7:Bl:353:GLU:CG 2.43 0.44
7:Bq:304:-MET:HB2 7:Bq:356:LEU:HD11 1.99 0.44
6:Bu:207:LEU:HD11 6:Bu:238:ILE:HD11 2.00 0.44
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
6:B5:207:LEU:HD11 6:B5:238:1ILE:HD11 2.00 0.44
1:N:161:LYS:HD3 1:N:161:LYS:HA 1.75 0.44
2:T:207:ARG:HG2 1:V:293:VAL:HB 2.00 0.44
2:X:130:ARG:O 2:X:133:PRO:HD2 2.17 0.44
2:b:130:ARG:O 2:b:133:PRO:HD2 2.17 0.44
1:k:48:LEU:HD11 1:k:161:LYS:HB3 1.99 0.44
2:v:207:ARG:HG2 1:x:293:VAL:HB 2.00 0.44
2:2:130:ARG:O 2:72:133:PRO:HD2 2.17 0.44
3:1:202: THR:HG23 3:B2:243:GLN:NE2 2.32 0.44
7:0:206:VAL:HG21 3:AA:36:ALA:HA 1.99 0.44
6:Al:184:ILE:HD12 6:A1:235:LEU:HD13 1.99 0.44
7:AJ:282:GLU:O 7:AJ:286:SER:OG 2.31 0.44
7:AT:241:ARG:NH1 7:AY:259:ALA:HB2 2.33 0.44
3:AU:256:ASN:HB3 3:AZ:245:MET:SD 2.58 0.44
3:Ae:256:ASN:HB3 3:Aj:245:MET:SD 2.57 0.44
7:Ai:206:VAL:HG21 3:Aj:36:ALA:HA 1.98 0.44
3:A0:64:PRO:HB2 3:At:37:VAL:HG13 1.98 0.44
6:Ar:158:ASN:HD22 6:Aw:116:GLY:HA3 1.82 0.44
3:At:109:VAL:HB 3:At:177:ILE:HG23 1.99 0.44
3:A9:243:GLN:NE2 3:BD:202: THR:HG23 2.32 0.44
3:BD:243:GLN:NE2 3:BI:202: THR:HG23 2.32 0.44
3:BI:256:ASN:HB3 3:BN:245:MET:SD 2.57 0.44
4:B0O:134:VAL:HG21 7:BR:83:HIS:CD2 2.52 0.44
7:BW:92:SER:HB3 7:BW:103:LYS:HB3 1.99 0.44
3:BX:256:ASN:HB3 3:Bc:245:MET:SD 2.58 0.44
7:Bb:334:ARG:HD3 7:Bg:353:GLU:CG 2.43 0.44
3:Bh:109:VAL:HB 3:Bh:177:ILE:HG23 1.99 0.44
3:Bh:243:GLN:NE2 | 3:Bm:202:THR:HG23 2.32 0.44
7:B1:92:SER:HB3 7:B1:103:LYS:HB3 1.99 0.44
7:B1:304:MET:HB2 7:Bl:356:LEU:HD11 1.99 0.44
7:B1:334: ARG:HD3 7:Bq:353:GLU:CG 2.43 0.44
3:Bw:256:ASN:HB3 3:B2:245:MET:SD 2.57 0.44
6:Bz:207:LEU:HD11 6:Bz:238:ILE:HD11 2.00 0.44
1:J:102:ASP:0OD2 1:J:133:ARG:NH1 2.50 0.44
2:0:122: THR:HG22 2:0:123:LEU:HG 1.98 0.44
1:h:102:ASP:0OD2 1:h:133:ARG:NH1 2.50 0.44
2:1:57:GLN:HG3 2:1:58: LEU:HD22 1.99 0.44
1:1:102:ASP:0D2 1:1:133:ARG:NH1 2.50 0.44
1:1:185:LEU:HB3 1:1:198:SER:HB3 1.99 0.44
1:1:245:ARG:HG3 1:1:258: ILE:HG21 1.98 0.44
1:s:91:MET:HE1 7:Bq:362:ASN:O 2.17 0.44
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
3:AA:243:GLN:NE2 | 3:AF:202: THR:HG23 2.32 0.44
7:AE:92:SER:HB3 7:AE:103:LYS:HB3 1.99 0.44
7:-AE:241:ARG:NH1 7:AJ:259:ALA:HB2 2.33 0.44
7:AJ:308:ARG:HB3 7:AJ:351:GLU:HA 1.99 0.44
6:AN:184:ILE:HD12 | 6:AN:235:LEU:HD13 1.99 0.44
7:A0:92:SER:HB3 7:A0:103:LYS:HB3 1.99 0.44
3:AP:256:ASN:HB3 3:AU:245:MET:SD 2.58 0.44
7:AY:92:SER:HB3 7:AY:103:LYS:HB3 1.99 0.44
7:AY:304:MET:HB2 | 7:AY:356:LEU:HD11 1.99 0.44
3:Aj:109:VAL:HB 3:Aj: 177 ILE:HG23 1.99 0.44
3:Aj:133:-MET:CG 3:A0:157:ASN:HD21 2.26 0.44
7:As:92:SER:HB3 7:As:103:LYS:HB3 1.99 0.44
7:Ax:334:ARG:HD3 7:A3:353:GLU:CG 2.43 0.44
3:Ay:109:VAL:HB 3:Ay:177:ILE:HG23 1.99 0.44
7:A3:241:ARG:NH1 7:A8:259:ALA:HB2 2.33 0.44
3:A4:109:VAL:HB 3:A4:177:ILE:HG23 1.99 0.44
3:BD:109:VAL:HB 3:BD:177:ILE:HG23 1.99 0.44
6:BG:184:ILE:HD12 | 6:BG:235:LEU:HD13 1.99 0.44
7:BM:157:LEU:O 7:BM:161:SER:OG 2.27 0.44
6:BV:158:ASN:HD22 6:Ba:116:GLY:HA3 1.82 0.44
6:BV:207:LEU:HD11 | 6:BV:238:ILE:HD11 2.00 0.44
7:Bg:92:SER:HB3 7:Bg:103:LYS:HB3 1.99 0.44
3:Bm:243:GLN:NE2 3:Br:202: THR:HG23 2.32 0.44
7:Bv:148:ASP:0OD2 7:Bv:256: THR:0G1 2.28 0.44
1:A:91:MET:HE1 7:5:362:ASN:O 2.17 0.44
1:B:45:GLU:HG3 1:B:63:ARG:HG3 1.99 0.44
2:C:122: THR:HG22 2:C:123:LEU:HG 1.98 0.44
2:K:122: THR:HG22 2:K:123:LEU:HG 1.98 0.44
1:M:222: THR:HG22 1:M:284:VAL:HG22 1.98 0.44
1:U:279:ASP:OD1 1:U:282:ARG:NH2 2.50 0.44
1:¢:91:MET:HE1 7:BC:362:ASN:O 2.17 0.44
1:d:245:ARG:HG3 1:d:258:ILE:HG21 1.98 0.44
1:g:48:LEU:HD11 1:g:161:LYS:HB3 1.99 0.44
2:1:143:ASN:O 2:1:147:ARG:HG3 2.17 0.44
1:0:91:MET:HE1 7:Bg:362:ASN:O 2.17 0.44
1:p:45:GLU:HG3 1:p:63:ARG:HG3 1.99 0.44
1:x:58:ALA:HB1 1:x:72:PHE:CE1 2.52 0.44
1:x:86:VAL:HG21 1:x:109:PHE:CG 2.53 0.44
6:9:158:ASN:HD22 6:AD:116:GLY:HA3 1.82 0.44
7:0:27:GLU:HG3 7:0:103:LYS:HE3 2.00 0.44
6:AS:207:LEU:HD11 6:AS:238:ILE:HD11 2.00 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
7:AY:206:VAL:HG21 3:AZ:36:ALA:HA 1.98 0.44
7:Ai:92:SER:HB3 7:Ai:103:LYS:HB3 1.99 0.44
3:A4:64:PRO:HB2 3:A9:37:VAL:HG13 1.98 0.44
7:BC:228:ASP:0OD2 7:BC:231: THR:HG22 2.17 0.44
3:BD:133:MET:CG 3:BI:157:ASN:HD21 2.26 0.44
3:BN:109:VAL:HB 3:BN:177:ILE:HG23 1.99 0.44
6:BQ:207:LEU:HD11 | 6:BQ:238:ILE:HD11 2.00 0.44
3:BX:109:VAL:HB 3:BX:177:ILE:HG23 1.99 0.44
7:Bb:308:ARG:HB3 7:Bb:351:GLU:HA 1.99 0.44
3:Br:109:VAL:HB 3:Br:177:1LE:HG23 1.99 0.44
7:B1:241:ARG:NH1 7:B6:259:ALA:HB2 2.33 0.44
1:R:58:ALA:HBI1 1:R:72:PHE:CE1 2.52 0.44
2:X:207:ARG:HG2 1:7:293:VAL:HB 2.00 0.44
2:a:122: THR:HG22 2:a:123:LEU:HG 1.98 0.44
1:c:48:LEU:HD11 1:¢:161:LYS:HB3 1.99 0.44
1:g:58:ALA:HB1 1:g:72:PHE:CE1 2.53 0.44
1:h:245:ARG:HG3 1:h:258:ILE:HG21 1.98 0.44
1:p:86:VAL:HG21 1:p:109:PHE:CG 2.53 0.44
1:p:89:1LE:CD1 7:Bb:362: ASN:HD22 2.15 0.44
2:q:122: THR:HG22 2:q:123:LEU:HG 1.98 0.44
1:t:86:VAL:HG21 1:t:109:PHE:CG 2.53 0.44
1:x:102:ASP:0D2 1:x:133:ARG:NH1 2.50 0.44
2:y:143:ASN:O 2:y:147:ARG:HG3 2.17 0.44
3:1:245:MET:SD 3:B2:256:ASN:HB3 2.58 0.44
7:AE:27:GLU:HG3 7:AE:103:LYS:HE3 2.00 0.44
6:Al:226:ARG:CD 7:A0:369:ILE:O 2.61 0.44
7:AJ:206:VAL:HG21 3:AK:36:ALA:HA 1.98 0.44
3:AK:109:VAL:HB 3:AK:177:ILE:HG23 1.99 0.44
3:AK:133:MET:CG 3:AP:157:ASN:HD21 2.26 0.44
3:AK:256:ASN:HB3 3:AP:245:-MET:SD 2.57 0.44
7:AO:27:GLU:HG3 7:A0:103:LYS:HE3 2.00 0.44
6:AX:207:LEU:HD11 | 6:AX:238:ILE:HD11 2.00 0.44
7:AY:241:ARG:NH1 7:Ad:259:ALA:HB2 2.33 0.44
3:AZ:109:VAL:HB 3:AZ:177:ILE:HG23 1.99 0.44
6:Ac:207:LEU:HD11 6:Ac:238:ILE:HD11 1.99 0.44
7:Ai:157:LEU:O 7:Ai:161:SER:OG 2.27 0.44
6:Am:158:ASN:HD22 6:Ar:116:GLY:HA3 1.82 0.44
3:At:64:PRO:HB2 3:Ay:37:VAL:HG13 1.98 0.44
6:A2:175:PRO:HB2 3:A4:80:ALA:HB2 2.00 0.44
6:BL:207:LEU:HD11 6:BL:238:ILE:HD11 2.00 0.44
7:BM:148:ASP:OD2 | 7:BM:256:THR:OG1 2.28 0.44
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
4:BY:134:VAL:HG21 7:Bb:83:HIS:CD2 2.52 0.44
3:Br:133:MET:CG 3:Bw:157:ASN:HD21 2.26 0.44
3:Br:243:GLN:NE2 3:Bw:202: THR:HG23 2.32 0.44
6:Bz:180:ARG:HH22 7:B6:188:ASP:CG 2.12 0.44
1:B:86:VAL:HG21 1:B:109:PHE:CG 2.53 0.44
1:B:102:ASP:0OD2 1:B:133:ARG:NH1 2.50 0.44
2:C:143:ASN:O 2:C:147:ARG:HG3 2.17 0.44
2:D:130:ARG:O 2:D:133:PRO:HD2 2.17 0.44
1:F:86:VAL:HG21 1:F:109:PHE:CG 2.53 0.44
1:N:185:LEU:HB3 1:N:198:SER:HB3 1.99 0.44
1:Q:216:ASP:O 1:Q:257:ARG:HB3 2.18 0.44
1:Q:279:ASP:0OD1 1:Q:282:ARG:NH2 2.50 0.44
2:T:105:GLN:HE21 2:T:105:GLN:HB2 1.50 0.44
2:W:143:ASN:O 2:W:147:ARG:HG3 2.17 0.44
2:X:183:LYS:HE3 2:X:183:LYS:HB3 1.71 0.44
1:¢:222: THR:HG22 1:¢:284:VAL:HG22 1.99 0.44
2:e:57:GLN:HG3 2:e:58:LEU:HD22 1.99 0.44
1:h:247:TYR:O 1:h:250:SER:OG 2.25 0.44
1:1:86:VAL:HG21 1:1:109:PHE:CG 2.53 0.44
2:m:57:GLN:HG3 2:m:58:LEU:HD22 1.99 0.44
1:p:58:ALA:HB1 1:p:72:PHE:CE1 2.52 0.44
2:1:207:ARG:HG2 1:t:293:VAL:HB 2.00 0.44
1:5:216:ASP:O 1:5:257:ARG:HB3 2.18 0.44
1:t:102:ASP:0OD2 1:t:133:ARG:NH1 2.51 0.44
2:v:130:ARG:O 2:v:133:PRO:HD2 2.17 0.44
1:w:48:LEU:HD11 1:w:161:LYS:HB3 1.99 0.44
1:w:91:MET:HE1 7:B1:362:ASN:O 2.17 0.44
1:x:45:GLU:HG3 1:x:63:ARG:HG3 1.99 0.44
1:x:200:LYS:O 1:x:203:SER:OG 2.30 0.44
7:5:27:GLU:HG3 7:5:103:LYS:HE3 2.00 0.44
7:5:92:SER:HB3 7:5:103:LYS:HB3 1.99 0.44
6:AD:158:ASN:HD22 6:Al:116:GLY:HA3 1.82 0.44
6:AD:184:ILE:HD12 | 6:AD:235:LEU:HD13 1.99 0.44
7:AJ:27:GLU:HG3 7:AJ:103:LYS:HE3 2.00 0.44
7:A0:241:ARG:NH1 7:AT:259:ALA:HB2 2.33 0.44
6:Ac:226:ARG:CD 7:A1:369:ILE:O 2.61 0.44
7:Ad:334:ARG:HD3 7:Ai1:353:GLU:CG 2.43 0.44
7:Ai:241:ARG:NH1 7:An:259:ALA:HB2 2.33 0.44
7:An:157:-LEU:O 7:An:161:SER:OG 2.27 0.44
4:Ap:134:VAL:HG21 7:As:83:HIS:CD2 2.52 0.44
7:As:241:ARG:NH1 7:Ax:259:ALA:HB2 2.33 0.44
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Atom-1 Atom-2 distance (A) overlap (A)

7:A8:241:ARG:NH1 7:BC:259:ALA:HB2 2.33 0.44
6:BQ:184:ILE:HD12 | 6:BQ:235:LEU:HD13 1.99 0.44
6:Ba:158:ASN:HD22 6:Bf:116:GLY:HA3 1.82 0.44
6:Bf:158:ASN:HD22 6:Bk:116:GLY:HA3 1.82 0.44
7:Bq:334:ARG:HD3 7:Bv:353:GLU:CG 2.43 0.44
4:Bx:134:VAL:HG21 7:B1:83:HIS:CD2 2.52 0.44
4:B3:134:VAL:HG21 7:B6:83:HIS:CD2 2.52 0.44
1:F:292:GLN:OE1 1:F:292: GLN:N 2.48 0.44
1:J:86:VAL:HG21 1:J:109:PHE:CG 2.53 0.44
1:M:216:ASP:O 1:M:257:ARG:HB3 2.18 0.44
1:N:86:VAL:HG21 1:N:109:PHE:CG 2.53 0.44
1:R:185:LEU:HB3 1:R:198:SER:HB3 1.99 0.44
1:U:48:LEU:HD11 1:U:161:LYS:HB3 1.99 0.44
1:U:222: THR:HG22 1:U:284:VAL:HG22 1.98 0.44
1:V:45:GLU:HG3 1:V:63:ARG:HG3 1.99 0.44
1:d:67:LYS:HB3 1:d:67:LYS:HE2 1.76 0.44
1:h:86:VAL:HG21 1:h:109:PHE:CG 2.53 0.44
1:p:161:LYS:HD3 1:p:161:LYS:HA 1.75 0.44
1:t:292:GLN:OE1 1:t:292: GLN:N 2.48 0.44
3:1:256:ASN:HB3 3:6:245:MET:SD 2.57 0.44
7:AT:27:GLU:HG3 7:AT:103:LYS:HE3 2.00 0.44
7:AY:27:GLU:HG3 7:AY:103:LYS:HE3 2.00 0.44
7:Ad:304:MET:HB2 7:Ad:356:LEU:HD11 1.99 0.44
7:Ad:308:ARG:HB3 7:Ad:351:GLU:HA 1.99 0.44
7:Ai:308:ARG:HB3 7:Ai:351:GLU:HA 1.99 0.44
6:Am:175:PRO:HB2 3:A0:80:ALA:HB2 2.00 0.44
7:An:27:GLU:HG3 7:An:103:LYS:HE3 2.00 0.44
7:An:308:ARG:HB3 7:An:351:GLU:HA 1.99 0.44
6:Ar:175:PRO:HB2 3:At:80:ALA:HB2 2.00 0.44
7:As:205:THR:0G1 3:At:32: THR:HG22 2.18 0.44
3:Ay:64:PRO:HB2 3:A4:37:-VAL:HG13 1.98 0.44
6:A7:175:PRO:HB2 3:A9:80:ALA:HB2 2.00 0.44
7:BC:308:ARG:HB3 7:BC:351:GLU:HA 1.99 0.44
6:BL:184:ILE:HD12 6:BL:235:LEU:HD13 1.99 0.44
3:BS:256:ASN:HB3 3:BX:245:MET:SD 2.58 0.44
7:Bg:304:MET:HB2 7:Bg:356:LEU:HD11 1.99 0.44
7:B1:206: VAL:HG21 3:Bm:36:ALA:HA 1.98 0.44
6:Bp:226:ARG:CD 7:Bv:369:ILE:O 2.61 0.44
7:Bq:92:SER:HB3 7:Bq:103:LYS:HB3 1.99 0.44
4:Bs:134:VAL:HG21 7:Bv:83:HIS:CD2 2.52 0.44
6:Bu:184:1ILE:HD12 6:Bu:235:LEU:HD13 1.99 0.44
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Atom-1 Atom-2 distance (A) overlap (A)
7:Bv:350: TYR:OH 7:Bv:355:GLU:OE2 2.26 0.44
7:B6:27:GLU:HG3 7:B6:103:LYS:HE3 2.00 0.44
7:B6:226:VAL:HG21 7:B6:281:LEU:HD21 2.00 0.44
1:F:102:ASP:0OD2 1:F:133:ARG:NH1 2.50 0.43
1:1:58:ALA:HB1 1:I:72:PHE:CE1 2.53 0.43
2:P:207:ARG:HG2 1:R:293:VAL:HB 1.99 0.43
1:R:86:VAL:HG21 1:R:109:PHE:CG 2.53 0.43
1:V:86:VAL:HG21 1:V:109:PHE:CG 2.53 0.43
1:Y:48:LEU:HD11 1:Y:161:LYS:HB3 1.99 0.43
1:Y:216:ASP:O 1:Y:257:ARG:HB3 2.18 0.43
1:7:86:VAL:HG21 1:Z:109:PHE:CG 2.53 0.43
2:a:143:ASN:O 2:a:147:ARG:HG3 2.17 0.43
1:c:58:ALA:HB1 1:c:72:PHE:CE1 2.53 0.43
1:d:86:VAL:HG21 1:d:109:PHE:CG 2.53 0.43
2:1:130:ARG:O 2:1:133:PRO:HD2 2.17 0.43
2:m:205:LYS:O 2:m:207:ARG:NH1 2.49 0.43
2:n:130:ARG:O 2:n:133:PRO:HD?2 2.17 0.43
1:0:279:ASP:OD1 1:0:282:ARG:NH2 2.49 0.43
1:5:48:LEU:HD11 1:5:161:LYS:HB3 1.99 0.43
1:t:89:ILE:CD1 7:B1:362: ASN:HD22 2.15 0.43
1:t:185:LEU:HB3 1:t:198:SER:HB3 1.99 0.43
4:2:134:VAL:HG21 7:5:83:HIS:CD2 2.52 0.43
3:AA:256:ASN:HB3 3:AF:245:-MET:SD 2.57 0.43
7:AJ:226:VAL:HG21 7:AJ:281:LEU:HD21 2.00 0.43
7:Ad:27:GLU:HG3 7:Ad:103:LYS:HE3 2.00 0.43
7:Ad:226:VAL:HG21 | 7:Ad:281:LEU:HD21 2.00 0.43
6:Ah:158:ASN:HD22 6:Am:116:GLY:HA3 1.82 0.43
7:Ai:27:GLU:HG3 7:Ai:103:LYS:HE3 2.00 0.43
7:Ai:205: THR:OG1 3:Aj:32:THR:HG22 2.18 0.43
3:Aj:256:ASN:HB3 3:A0:245:MET:SD 2.57 0.43
7:An:205: THR:0G1 3:A0:32:THR:HG22 2.18 0.43
7:As:226:VAL:HG21 7:As:281:LEU:HD21 2.00 0.43
7:Ax:226:VAL:HG21 | T7:Ax:281:LEU:HD21 2.00 0.43
7:Ax:308:ARG:HB3 7:Ax:351:GLU:HA 1.99 0.43
7:A3:308:ARG:HB3 7:A3:351:GLU:HA 1.99 0.43
7:A8:308:ARG:HB3 7:A8:351:GLU:HA 1.99 0.43
6:BG:175:PRO:HB2 3:BI:80:ALA:HB2 2.00 0.43
6:BG:207:LEU:HD11 | 6:BG:238:ILE:HD11 2.00 0.43
7:BH:92:SER:HB3 7:BH:103:LYS:HB3 1.99 0.43
7:BH:228:ASP:OD2 | 7:BH:231:THR:HG22 2.17 0.43
7:BH:241:ARG:NH1 7:BM:259:ALA:HB2 2.33 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
7:BW:241:ARG:NH1 7:Bb:259:ALA:HB2 2.33 0.43
7:Bb:304:MET:HB2 7:Bb:356:LEU:HD11 1.99 0.43
7:Bg:241:ARG:NH1 7:BL1:259:ALA:HB2 2.33 0.43
6:Bz:184:ILE:HD12 6:Bz:235:LEU:HD13 1.99 0.43
7:B1:27:GLU:HG3 7:B1:103:LYS:HE3 2.00 0.43
7:B1:226:VAL:HG21 7:B1:281:LEU:HD21 2.00 0.43
3:B2:109:VAL:HB 3:B2:177:.ILE:HG23 1.99 0.43
1:A:216:ASP:O 1:A:257:ARG:HB3 2.18 0.43
1:B:222:THR:HG22 1:B:284:VAL:HG22 2.00 0.43
1:E:216:ASP:0OD2 1:E:291: THR:OG1 2.24 0.43
1:E:216:ASP:O 1:E:257:ARG:HB3 2.18 0.43
1:M:279:ASP:0OD1 1:M:282:ARG:NH2 2.50 0.43
1:N:102:ASP:0OD2 1:N:133:ARG:NH1 2.50 0.43
1:Y:58:ALA:HB1 1:Y:72:PHE:CE1 2.53 0.43
1:Y:222: THR:HG22 1:Y:284:VAL:HG22 1.98 0.43
2:¢:122: THR:HG22 2:¢:123:LEU:HG 1.98 0.43
1:g:91:MET:HE1 7:BM:362:ASN:O 2.17 0.43
1:0:48:LEU:HD11 1:0:161:LYS:HB3 1.99 0.43
1:0:86:VAL:HG21 1:0:109:PHE:CG 2.54 0.43
1:p:185:LEU:HB3 1:p:198:SER:HB3 1.99 0.43
1:5:86:VAL:HG21 1:5:109:PHE:CG 2.54 0.43
7:5:259:ALA:HB2 7:B6:241:ARG:NH1 2.33 0.43
7:-AE:226:VAL:HG21 | 7:AE:281:LEU:HD21 2.01 0.43
3:AF:256:ASN:HB3 3:AK:245:MET:SD 2.57 0.43
6:Al:158:ASN:HD22 6:AN:116:GLY:HA3 1.82 0.43
7:A0:308:ARG:HB3 7:A0:351:GLU:HA 1.99 0.43
3:AP:109:VAL:HB 3:AP:177:ILE:HG23 1.99 0.43
7:AY:226:VAL:HG21 | 7:AY:281:LEU:HD21 2.00 0.43
7:AY:269:MET:HE3 7:AY:269:MET:HB3 1.96 0.43
7:AY:308:ARG:HB3 7:AY:351:GLU:HA 1.99 0.43
7:A1:226:VAL:HG21 7:Ai:281:LEU:HD21 2.00 0.43
7:As:27:GLU:HG3 7:As:103:LYS:HE3 2.00 0.43
7:As:308:ARG:HB3 7:As:351:GLU:HA 1.99 0.43
6:Aw:175:PRO:HB2 3:Ay:80:ALA:HB2 2.00 0.43
6:BB:175:PRO:HB2 3:BD:80:ALA:HB2 2.00 0.43
6:BB:207:LEU:HD11 6:BB:238:ILE:HD11 1.99 0.43
4:BT:134:VAL:HG21 7:BW:83:HIS:CD2 2.52 0.43
7:BW:308:ARG:HB3 7:BW:351:GLU:HA 1.99 0.43
7:Bb:92:SER:HB3 7:Bb:103:LYS:HB3 1.99 0.43
3:Bc:168:LYS:HE3 3:Bc:168:LYS:HB2 1.87 0.43
7:Bl:241:ARG:NH1 7:Bq:259:ALA:HB2 2.33 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:B:247:TYR:O 1:B:250:SER:OG 2.25 0.43
1:E:58:ALA:HB1 1:E:72:PHE:CE1 2.53 0.43
1:F:67:LYS:HE2 1:F:67:LYS:HB3 1.76 0.43
2:K:205:LYS:O 2:K:207:ARG:NH1 2.49 0.43
2:X:144:LEU:HD11 2:X:185:ILE:HD11 2.01 0.43
1:¢:216:ASP:O 1:¢:257:ARG:HB3 2.18 0.43
1:g:161:LYS:HA 1:g:161:LYS:HD3 1.79 0.43
2:1:205:LY'S:0 2:1:207:ARG:NH1 2.49 0.43
1:k:86:VAL:HG21 1:k:109:PHE:CG 2.54 0.43
1:k:216:ASP:O 1:k:257:ARG:HB3 2.18 0.43
1:p:222: THR:HG22 1:p:284:VAL:HG22 2.00 0.43
2:1:130:ARG:O 2:1:133:PRO:HD2 2.17 0.43
1:t:58:ALA:HB1 1:t:72:PHE:CE1 2.53 0.43
1:w:86:VAL:HG21 1:w:109:PHE:CG 2.54 0.43
1:x:89:ILE:CD1 7:Bv:362:ASN:HD22 2.15 0.43
3:1:36:ALA:HA 7:B6:206:VAL:HG21 1.99 0.43
7:5:206:VAL:HG21 3:6:36:ALA:HA 1.98 0.43
7:5:226:VAL:HG21 7:5:281:LEU:HD21 2.00 0.43
7:5:241:ARG:NH1 7:0:259:ALA:HB2 2.33 0.43
3:6:256:ASN:HB3 3:AA:245:-MET:SD 2.57 0.43
7:0:226:VAL:HG21 7:0:281:LEU:HD21 2.00 0.43
7:A0:282:GLU:O 7:A0:286:SER:OG 2.31 0.43
6:Ah:207:LEU:HD11 6:Ah:238:ILE:HD11 2.00 0.43
7:A1:304:MET:HB2 7:Ai:356:LEU:HD11 1.99 0.43
6:Aw:226:ARG:CD 7:A3:369:ILE:O 2.61 0.43
7:Ax:27:GLU:HG3 7:Ax:103:LYS:HE3 2.00 0.43
3:Ay:243:GLN:NE2 3:A4:202: THR:HG23 2.32 0.43
3:Ay:256:ASN:HB3 3:A4:245:MET:SD 2.58 0.43
3:BD:256:ASN:HB3 3:BI1:245:-MET:SD 2.57 0.43
7:BH:308:ARG:HB3 7:BH:351:GLU:HA 1.99 0.43
6:BV:184:1LE:HD12 6:BV:235:LEU:HD13 1.99 0.43
6:Ba:184:ILE:HD12 6:Ba:235:LEU:HD13 1.99 0.43
3:Bm:102:GLY:N 3:Bm:105:ASP:0OD2 2.48 0.43
4:Bn:134:VAL:HG21 7:Bq:83:HIS:CD2 2.52 0.43
7:Bq:226:VAL:HG21 | 7:Bq:281:LEU:HD21 2.00 0.43
7:Bv:27:GLU:HG3 7:Bv:103:LYS:HE3 2.00 0.43
6:Bz:175:PRO:HB2 3:B2:80:ALA:HB2 2.00 0.43
1:R:67:LYS:HB3 1:R:67:LYS:HE2 1.76 0.43
2:¢:143:ASN:O 2:¢:147:ARG:HG3 2.17 0.43
1:g:86:VAL:HG21 1:g:109:PHE:CG 2.54 0.43
1:h:292:GLN:OE1 1:h:292:GLN:N 2.48 0.43
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Atom-1 Atom-2 distance (A) overlap (A)
1:k:91:MET:HE1 7:BW:362:ASN:O 2.17 0.43
1:5:279:ASP:OD1 1:5:282:ARG:NH2 2.49 0.43
1:t:45:GLU:HG3 1:t:63:ARG:HG3 1.99 0.43
1:w:216:ASP:O 1:w:257:ARG:HB3 2.18 0.43
1:x:222:THR:HG22 1:x:284:VAL:HG22 2.00 0.43
6:4:184:1ILE:HD12 6:4:235:LEU:HD13 1.99 0.43
7:A0:226:VAL:HG21 | 7:A0:281:LEU:HD21 2.01 0.43
7:AT:226:VAL:HG21 | 7:AT:281:LEU:HD21 2.00 0.43
7:AT:308:ARG:HB3 7:-AT:351:GLU:HA 1.99 0.43
6:Am:207:LEU:HD11 | 6:Am:238:ILE:HD11 2.00 0.43
7:An:226:VAL:HG21 | 7:An:281:LEU:HD21 2.00 0.43
7:A8:226:VAL:HG21 | T7:A8:281:LEU:HD21 2.00 0.43
7:BC:226:VAL:HG21 | 7:BC:281:LEU:HD21 2.00 0.43
6:BL:236:SER:O 6:BL:240:ASN:ND2 2.50 0.43
7:BR:241:ARG:NH1 7:BW:259:ALA:HB2 2.33 0.43
7:-BW:304:MET:HB2 | 7:BW:356:LEU:HD11 1.99 0.43
7:B1:226:VAL:HG21 7:Bl:281:LEU:HD21 2.00 0.43
6:Bp:184:ILE:HD12 6:Bp:235:LEU:HD13 1.99 0.43
7:Bq:27:GLU:HG3 7:Bq:103:LYS:HE3 2.00 0.43
7:Bv:241:ARG:NH1 7:B1:259:ALA:HB2 2.33 0.43
7:B1:92:SER:HB3 7:B1:103:LYS:HB3 1.99 0.43
1:A:86:VAL:HG21 1:A:109:PHE:CG 2.54 0.43
1:B:161:LYS:HD3 1:B:161:LYS:HA 1.75 0.43
1:B:293:VAL:HB 2:2:207:ARG:HG2 2.00 0.43
1:F:222: THR:HG22 1:F:284:VAL:HG22 2.00 0.43
1:1:279:ASP:0OD1 1:1:282: ARG:NH2 2.50 0.43
1:Q:216:ASP:0OD2 1:Q:291: THR:0OG1 2.24 0.43
2:T:144:LEU:HD11 2:T:185:ILE:HD11 2.01 0.43
1:7:292:GLN:OE1 1:7:292:GLN:N 2.48 0.43
2:b:144:LEU:HD11 2:b:185:ILE:HD11 2.01 0.43
1:¢:86:VAL:HG21 1:¢:109:PHE:CG 2.53 0.43
2:1:207:ARG:HG2 1:h:293:VAL:HB 2.00 0.43
1:1:222: THR:HG22 1:1:284:VAL:HG22 2.00 0.43
1:0:58:ALA:HB1 1:0:72:PHE:CE1 2.53 0.43
2:1:183:LYS:HE3 2:1:183:LYS:HB3 1.71 0.43
1:t:222: THR:HG22 1:t:284:VAL:HG22 2.00 0.43
6:4:353:ALA:HB2 6:9:253:1ILE:CG1 2.49 0.43
3:AA:102:GLY:N 3:AA:105:ASP:OD2 2.48 0.43
4:AB:134:VAL:HG21 7:AE:83:HIS:CD2 2.52 0.43
3:AF:109:VAL:HB 3:AF:177:1LE:HG23 1.99 0.43
6:AN:158:ASN:HD22 6:AS:116:GLY:HA3 1.82 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
6:Ac:175:PRO:HB2 3:Ae:80:ALA:HB2 2.00 0.43
7:Ad:205:THR:0G1 3:Ae:32:THR:HG22 2.18 0.43
7:Ad:241:ARG:NH1 7:Ai:259:ALA:HB2 2.33 0.43
6:Aw:37:LEU:HB3 6:Aw:124:LEU:HB3 2.01 0.43
6:A2:207:LEU:HD11 6:A2:238:ILE:HD11 2.00 0.43
6:A7:207:LEU:HD11 6:A7:238:ILE:HD11 2.00 0.43
7:BM:241:ARG:NH1 7:BR:259:ALA:HB2 2.33 0.43
7:BM:304:MET:HB2 | 7:BM:356:LEU:HD11 1.99 0.43
7:BM:308:ARG:HB3 7:BM:351:GLU:HA 1.99 0.43
4:Bi:134:VAL:HG21 7:B1:83:HIS:CD2 2.52 0.43
7:Bv:226:VAL:HG21 7:Bv:281:LEU:HD21 2.00 0.43
6:B5:184:1LE:HD12 6:B5:235:LEU:HD13 1.99 0.43
1:B:89:ILE:CD1 7:B6:362: ASN:HD22 2.15 0.43
1:E:86:VAL:HG21 1:E:109:PHE:CG 2.53 0.43
2:H:207:ARG:HG2 1:J:293:VAL:HB 2.00 0.43
1:1:216:ASP:O 1:1:257:ARG:HB3 2.18 0.43
2:1:144:LEU:HD11 2:£:185:1LE:HD11 2.01 0.43
2:3:130:ARG:0O 2:3:133:PRO:HD2 2.17 0.43
2:3:144:LEU:HD11 2:3:185:1LE:HD11 2.01 0.43
3:1:80:ALA:HB2 6:B5:175:PRO:HB2 2.00 0.43
6:9:184:1ILE:HD12 6:9:235:LEU:HD13 1.99 0.43
7:AJ:241:ARG:NH1 7:A0:259:ALA:HB2 2.33 0.43
3:AU:109:VAL:HB 3:AU:177:ILE:HG23 1.99 0.43
6:Ac:37:LEU:HB3 6:Ac:124:LEU:HB3 2.01 0.43
3:A0:109:VAL:HB 3:Ao:177:ILE:HG23 1.99 0.43
6:Ar:37:LEU:HB3 6:Ar:124:LEU:HB3 2.01 0.43
6:Ar:207:LEU:HD11 6:Ar:238:ILE:HD11 2.00 0.43
6:Aw:207:LEU:HD11 6:Aw:238:ILE:HD11 2.00 0.43
7:Ax:241:ARG:NH1 7:A3:259:ALA:HB2 2.33 0.43
6:A2:37:LEU:HB3 6:A2:124:LEU:HB3 2.01 0.43
7:A3:27:GLU:HG3 7:A3:103:LYS:HE3 2.00 0.43
7:A3:226:VAL:HG21 7:A3:281:LEU:HD21 2.00 0.43
7:A8:157:LEU:O 7:A8:161:SER:OG 2.27 0.43
6:BG:226:ARG:CD 7:BM:369:ILE:O 2.61 0.43
6:BG:236:SER:O 6:BG:240:ASN:ND2 2.50 0.43
7:BH:304:MET:HB2 | 7:BH:356:LEU:HD11 1.99 0.43
6:BL:175:PRO:HB2 3:BN:80:ALA:HB2 2.00 0.43
7:BM:226:VAL:HG21 | 7:BM:281:LEU:HD21 2.00 0.43
6:BQ:175:PRO:HB2 3:BS:80:ALA:HB2 2.00 0.43
7:BR:304:MET:HB2 | 7:BR:356:LEU:HD11 1.99 0.43
6:Bu:175:PRO:HB2 3:Bw:80:ALA:HB2 2.00 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:R:256:ASP:0OD1 1:R:256:ASP:N 2.32 0.43
2:n:207:ARG:HG2 1:p:293:VAL:HB 1.99 0.43
1:5:58:ALA:HB1 1:5:72:PHE:CE1 2.53 0.43
6:4:253:ILE:CG1 6:B5:353:ALA:HB2 2.49 0.43
7:5:369:ILE:O 6:B5:226:ARG:CD 2.61 0.43
7:0:350: TYR:OH 7:0:355:GLU:OE2 2.26 0.43
7:AJ:236:PHE:CE1 7:AJ:284:GLU:HG3 2.54 0.43
7:AO:317:LYS:HE3 7:AO:317:LYS:HB3 1.90 0.43
3:AP:50:VAL:HG22 3:AP:53:LEU:HB2 2.01 0.43
3:AU:50:VAL:HG22 3:AU:53:LEU:HB2 2.01 0.43
6:AX:37:LEU:HB3 6:AX:124:LEU:HB3 2.00 0.43
6:AX:175:PRO:HB2 3:AZ:80:ALA:HB2 2.00 0.43
7:AY:334:ARG:HD3 7:Ad:353:GLU:CG 2.43 0.43
3:AZ:50:VAL:HG22 3:A7Z:53:LEU:HB2 2.01 0.43
6:Ac:158:ASN:HD22 6:Ah:116:GLY:HA3 1.82 0.43
6:Ah:37:LEU:HB3 6:Ah:124:LEU:HB3 2.01 0.43
6:Ah:175:PRO:HB2 3:Aj:80:ALA:HB2 2.00 0.43
7:An:206:VAL:HG21 3:A0:36:ALA:HA 1.99 0.43
7:An:304:MET:HB2 7:An:356:LEU:HD11 1.99 0.43
7:BC:304:MET:HB2 | 7:BC:356:LEU:HD11 1.99 0.43
7:Bb:226:VAL:HG21 | 7:Bb:281:LEU:HD21 2.00 0.43
6:Bf:184:1LE:HD12 6:Bf:235:LEU:HD13 1.99 0.43
6:Bk:184:ILE:HD12 6:Bk:235:LEU:HD13 1.99 0.43
7:Bv:334:ARG:HD3 7:B1:353:GLU:CG 2.43 0.43
1:A:58:ALA:HB1 1:A:72:PHE:CE1 2.53 0.43
1:1:86: VAL:HG21 1:1:109:PHE:CG 2.54 0.43
1:R:130:GLU:HG3 1:R:159:GLN:HE21 1.84 0.43
1:U:58:ALA:HB1 1:U:72:PHE:CE1 2.53 0.43
1:U:216:ASP:O 1:U:257:ARG:HB3 2.18 0.43
2:W:205:LYS:O 2:W:207:ARG:NH1 2.49 0.43
1:Y:86:VAL:HG21 1:Y:109:PHE:CG 2.54 0.43
1:7:100:HIS:O 1:7:133:ARG:NH2 2.38 0.43
2::196:MET:HE3 2:e:201:ILE:HG12 2.01 0.43
1:g:216:ASP:O 1:g:257:ARG:HB3 2.18 0.43
1:0:216:ASP:O 1:0:257:ARG:HB3 2.18 0.43
3:6:133:MET:CG 3:AA:157:ASN:HD21 2.26 0.43
7:0:236:PHE:CE1 7:0:284:GLU:HG3 2.54 0.43
7:AJ:264:SER:O 7:AJ:268:GLU:HG2 2.19 0.43
3:AK:50:VAL:HG22 3:AK:53:LEU:HB2 2.01 0.43
7:Ai:264:SER:O 7:Ai1:268:GLU:HG2 2.19 0.43
6:Am:37:LEU:HB3 6:Am:124:LEU:HB3 2.01 0.43

Continued on next page...




Page 168

Full wwPDB EM Validation Report

EMD-39776, 8Z5N

Continued from previous page...

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

7:A8:27:GLU:HG3 7:A8:103:LYS:HE3 2.00 0.43
7:A8:304:-MET:HB2 7:A8:356:LEU:HD11 1.99 0.43
7:BM:236:PHE:CE1 7:BM:284:GLU:HG3 2.54 0.43
7:BR:308:ARG:HB3 7:BR:351:GLU:HA 1.99 0.43
7:BW:226:VAL:HG21 | 7:BW:281:LEU:HD21 2.00 0.43
4:Bd:134:VAL:HG21 7:Bg:83:HIS:CD2 2.52 0.43
7:Bg:226:VAL:HG21 7:Bg:281:LEU:HD21 2.00 0.43
7:Bl:27:GLU:HG3 7:B1:103:LYS:HE3 2.00 0.43
7:Bq:241:ARG:NH1 7:Bv:259:ALA:HB2 2.33 0.43
7:B1:236:PHE:CE1 7:B1:284:GLU:HG3 2.54 0.43
1:A:290:ARG:NH1 2:C:207:ARG:O 2.52 0.43
2:C:196:MET:HE3 2:C:201:ILE:HG12 2.01 0.43
1:E:104:ILE:HD11 1:E:128:GLU:HG3 2.01 0.43
1:F:224: THR:OG1 1:F:233:SER:HB2 2.19 0.43
1:J:224:THR:0OG1 1:J:233:SER:HB2 2.19 0.43
2:L:144:LEU:HD11 2:L:185:1ILE:HD11 2.01 0.43
2:L:169:ARG:NH1 2:L:207:ARG:HD2 2.34 0.43
1:M:86:VAL:HG21 1:M:109:PHE:CG 2.54 0.43
1:Q:86:VAL:HG21 1:Q:109:PHE:CG 2.53 0.43
1:U:86:VAL:HG21 1:U:109:PHE:CG 2.54 0.43
1:7:130:GLU:HG3 1:7:159:GLN:HE21 1.84 0.43
2:b:105:GLN:HE21 2:b:105:GLN:HB2 1.50 0.43
1:h:222: THR:HG22 1:h:284:VAL:HG22 2.00 0.43
2:u:196:MET:HE3 2:u:201:ILE:HG12 2.01 0.43
3:6:109:VAL:HB 3:6:177:ILE:HG23 1.99 0.43
6:AD:175:PRO:HB2 3:AF:80:ALA:HB2 2.00 0.43
7:A0:264:SER:O 7:A0:268:GLU:HG2 2.19 0.43
6:AS:158:ASN:HD22 6:AX:116:GLY:HA3 1.82 0.43
7:AT:264:SER:O 7:AT:268:GLU:HG2 2.19 0.43
6:AX:158:ASN:HD22 6:Ac:116:GLY:HA3 1.82 0.43
6:Ac:180:ARG:HH22 7:Ai:188:ASP:CG 2.13 0.43
6:Ac:353:ALA:HB2 6:Ah:253:ILE:CG1 2.49 0.43
3:Ae:50:VAL:HG22 3:Ae:b3:LEU:HB2 2.01 0.43
7:As:304:MET:HB2 7:As:356:LEU:HD11 1.99 0.43
7:Ax:304:MET:HB2 7:Ax:356:LEU:HD11 1.99 0.43
7:A3:304:MET:HB2 7:A3:356:LEU:HD11 1.99 0.43
4:A5:134:VAL:HG21 7:A8:83:HIS:HD2 1.83 0.43
4:A0:134:VAL:HG21 7:BC:83:HIS:HD2 1.84 0.43
6:BB:37:LEU:HB3 6:BB:124:LEU:HB3 2.01 0.43
6:BB:236:SER:O 6:BB:240:ASN:ND2 2.50 0.43
7:BC:27:GLU:HG3 7:BC:103:LYS:HE3 2.00 0.43
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
7:BH:157:LEU:O 7:BH:161:SER:OG 2.27 0.43
7:BH:236:PHE:CE1 7:BH:284:GLU:HG3 2.54 0.43
7:BR:226:VAL:HG21 | 7:BR:281:LEU:HD21 2.01 0.43
6:BV:175:PRO:HB2 3:BX:80:ALA:HB2 2.00 0.43
7:Bb:241:ARG:NH1 7:Bg:259:ALA:HB2 2.33 0.43
6:Bz:353:ALA:HB2 6:B5:253:ILE:CG1 2.49 0.43
7:B6:264:SER:O 7:B6:268:GLU:HG2 2.19 0.43
1:1:104:1ILE:HD11 1:1:128:GLU:HG3 2.01 0.43
1:M:104:1LE:HD11 1:M:128:GLU:HG3 2.01 0.43
1:N:130:GLU:HG3 1:N:159:GLN:HE21 1.84 0.43
1:N:224:THR:OG1 1:N:233:SER:HB2 2.19 0.43
1:d:130:GLU:HG3 1:d:159:GLN:HE21 1.84 0.43
1:g:256:ASP:0OD1 1:g:256:ASP:N 2.46 0.43
1:k:104:ILE:HD11 1:k:128:GLU:HG3 2.01 0.43
2:n:144:LEU:HD11 2:n:185:ILE:HD11 2.01 0.43
1:p:67:LYS:HE2 1:p:67:LYS:HB3 1.76 0.43
7:AE:264:SER:O 7:AE:268:GLU:HG2 2.19 0.43
6:Al:175:PRO:HB2 3:AK:80:ALA:HB2 2.00 0.43
6:AX:353:ALA:HB2 6:Ac:253:ILE:CG1 2.49 0.43
7:AY:205:THR:0G1 3:A7Z:32: THR:HG22 2.18 0.43
3:Ae:109:VAL:HB 3:Ae:177:ILE:HG23 1.99 0.43
3:A0:168:LYS:HE3 3:A0:168:LYS:HB2 1.87 0.43
3:Ay:107:1LE:HG23 3:Ay:179:VAL:HG23 2.01 0.43
6:A7:37:LEU:HB3 6:A7:124:LEU:HB3 2.01 0.43
7:BC:206:VAL:HG21 3:BD:36:ALA:HA 1.99 0.43
7:BC:236:PHE:CE1 7:BC:284:GLU:HG3 2.54 0.43
3:BI:107:ILE:HG23 3:BI:179:VAL:HG23 2.01 0.43
7:BR:27:GLU:HG3 7:BR:103:LYS:HE3 2.00 0.43
7:BR:236:PHE:CE1 7:BR:284:GLU:HG3 2.54 0.43
7:B1:264:SER:O 7:B1:268:GLU:HG2 2.19 0.43
7:Bq:236:PHE:CE1 7:Bq:284:GLU:HG3 2.54 0.43
3:Br:41:LYS:HE2 3:Br:41:LYS:HB3 1.92 0.43
7:B1:264:SER:O 7:B1:268:GLU:HG2 2.19 0.43
1:B:224:THR:OG1 1:B:233:SER:HB2 2.19 0.42
1:E:256:ASP:OD1 1:E:256:ASP:N 2.46 0.42
2:G:196:MET:HE3 2:G:201:ILE:HG12 2.01 0.42
1:J:222:THR:HG22 1:J:284:VAL:HG22 2.00 0.42
1:M:216:ASP:0OD2 1:M:291:THR:0OG1 2.24 0.42
2:P:144:.LEU:HD11 2:P:185:ILE:HD11 2.01 0.42
1:Q:104:ILE:HD11 1:Q:128:GLU:HG3 2.01 0.42
1:R:271:ASP:O 1:R:277:GLY:HA3 2.19 0.42
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
2:W:196:MET:HE3 2:W:201:ILE:HG12 2.01 0.42
2:m:196:MET:HE3 2:m:201:ILE:HG12 2.01 0.42
4:2:134:VAL:HG21 7:5:83:HIS:HD?2 1.83 0.42
4:7:134:VAL:HG21 7:0:83:HIS:HD2 1.84 0.42
7:Ad:269:MET:HE3 7:Ad:269:MET:HB3 1.96 0.42
3:Aj:50:VAL:HG22 3:Aj:53:LEU:HB2 2.01 0.42
7:Ax:157:-LEU:O 7:Ax:161:SER:OG 2.27 0.42
4:A7:134:VAL:HG21 7:A3:83:HIS:HD2 1.83 0.42
4:BE:134:VAL:HG21 7:BH:83:HIS:HD2 1.84 0.42
6:BG:37:LEU:HB3 6:BG:124:LEU:HB3 2.01 0.42
7:BH:226:VAL:HG21 | 7:BH:281:LEU:HD21 2.01 0.42
3:BN:102:GLY:N 3:BN:105:ASP:0OD2 2.48 0.42
6:Bp:175:PRO:HB2 3:Br:80:ALA:HB2 2.00 0.42
4:Bx:134:VAL:HG21 7:B1:83:HIS:HD2 1.83 0.42
7:B1:350: TYR:OH 7:B1:355:GLU:OE2 2.26 0.42
1:A:161:LYS:HA 1:A:161:LYS:HD3 1.79 0.42
1:A:216:ASP:0OD2 1:A:291:THR:OG1 2.24 0.42
2:D:105:GLN:HE21 2:D:105:GLN:HB2 1.50 0.42
1:M:290:ARG:NH1 2:0:207:ARG:O 2.52 0.42
1:Q:161:LYS:HA 1:Q:161:LYS:HD3 1.79 0.42
1:R:224:THR:0OG1 1:R:233:SER:HB2 2.19 0.42
1:V:271:ASP:O 1:V:277:GLY:HA3 2.20 0.42
1:d:161:LYS:HA 1:d:161:LYS:HD3 1.75 0.42
1:h:130:GLU:HG3 1:h:159:GLN:HE21 1.84 0.42
1:h:271:ASP:O 1:h:277:GLY:HA3 2.20 0.42
1:k:58:ALA:HB1 1:k:72:PHE:CE1 2.53 0.42
1:0:104:ILE:HD11 1:0:128:GLU:HG3 2.01 0.42
2:v:169:ARG:NH1 2:v:207:ARG:HD2 2.34 0.42
1:w:58:ALA:HB1 1:w:72:PHE:CE1 2.53 0.42
3:1:102:GLY:N 3:1:105:ASP:0D2 2.48 0.42
7:5:236:PHE:CE1 7:5:284:GLU:HG3 2.54 0.42
7:0:264:SER:O 7:0:268:GLU:HG2 2.19 0.42
4:AB:134:VAL:HG21 7:AE:83:HIS:HD2 1.84 0.42
3:AF:50:VAL:HG22 3:AF:53:LEU:HB2 2.01 0.42
6:AN:175:PRO:HB2 3:AP:80:ALA:HB2 2.00 0.42
7:A0:206:VAL:HG21 3:AP:36:ALA:HA 1.98 0.42
6:AS:37:LEU:HB3 6:AS:124:LEU:HB3 2.01 0.42
7:AT:236:PHE:CE1 7:AT:284:GLU:HG3 2.54 0.42
7:AY:236:PHE:CE1 7:AY:284:GLU:HG3 2.54 0.42
7:A3:157:LEU:O 7:A3:161:SER:OG 2.27 0.42
3:A4:107:ILE:HG23 3:A4:179:VAL:HG23 2.01 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
6:A7:236:SER:O 6:A7:240:ASN:ND2 2.50 0.42
7:BC:241:ARG:NH1 7:BH:259:ALA:HB2 2.33 0.42
7:BM:27:GLU:HG3 7:BM:103:LYS:HE3 2.00 0.42
7:BR:92:SER:HB3 7:BR:103:LYS:HB3 1.99 0.42
3:BS:102:GLY:N 3:BS:105:ASP:0D2 2.48 0.42
7:BW:27:GLU:HG3 7:BW:103:LYS:HE3 2.00 0.42
7:Bg:27:GLU:HG3 7:Bg:103:LYS:HE3 2.00 0.42
7:Bg:264:SER:O 7:Bg:268:GLU:HG2 2.19 0.42
7:Bq:264:SER:O 7:Bq:268:GLU:HG2 2.19 0.42
6:Bz:37:LEU:HB3 6:Bz:124:LEU:HB3 2.01 0.42
3:B2:168:LYS:HE3 3:B2:168:LYS:HB2 1.87 0.42
4:B3:134:VAL:HG21 7:B6:83:HIS:HD2 1.83 0.42
1:B:293:VAL:HB 2:2:208:ASP:O 2.20 0.42
1:J:130:GLU:HG3 1:J:159:GLN:HE21 1.84 0.42
2:K:196:MET:HE3 2:K:201:ILE:HG12 2.01 0.42
1:N:271:ASP:O 1:N:277:GLY:HA3 2.20 0.42
1:U:290:ARG:NH1 2:W:207:ARG:O 2.52 0.42
1:V:130:GLU:HG3 1:V:159:GLN:HE21 1.84 0.42
1:V:267:ARG:NH2 2:W:70:ASN:HB2 2.35 0.42
2:X:169:ARG:NH1 2:X:207:ARG:HD2 2.34 0.42
2:a:196:MET:HE3 2:a:201:ILE:HG12 2.01 0.42
2:¢:172:TYR:HD1 2:¢:189:ARG:NH1 2.17 0.42
1:g:104:ILE:HD11 1:g:128:GLU:HG3 2.01 0.42
1:1:130:GLU:HG3 1:1:159:GLN:HE21 1.84 0.42
1:p:130:GLU:HG3 1:p:159:GLN:HE21 1.84 0.42
1:p:267:ARG:NH2 2:q:70:ASN:HB2 2.35 0.42
2:1:169:ARG:NH1 2:1:207:ARG:HD2 2.34 0.42
2:u:205:LYS:O 2:u:207:ARG:NH1 2.49 0.42
2:y:196: MET:HE3 2:y:201:ILE:HG12 2.01 0.42
2:2:169:ARG:NH1 2:2:207:ARG:HD2 2.34 0.42
6:9:175:PRO:HB2 3:AA:80:ALA:HB2 2.00 0.42
4:AG:134:VAL:HG21 7:AJ:83:HIS:HD2 1.84 0.42
4:AQ:134:VAL:HG21 7:AT:83:HIS:HD2 1.83 0.42
6:AS:353:ALA:HB2 6:AX:253:ILE:CG1 2.49 0.42
7:Ai:236:PHE:CE1 7:Ai:284:GLU:HG3 2.54 0.42
3:Aj:41:LYS:HE2 3:Aj:41:LYS:HB3 1.92 0.42
7:An:264:SER:O 7:An:268:GLU:HG2 2.19 0.42
7:As:264:SER:O 7:As:268:GLU:HG2 2.19 0.42
7:Ax:264:SER:O 7:Ax:268:GLU:HG2 2.19 0.42
6:A7:35:ASN:HD21 3:A9:84:SER:HA 1.85 0.42
7:BH:27:GLU:HG3 7:BH:103:LYS:HE3 2.00 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
6:BL:37:LEU:HB3 6:BL:124:LEU:HB3 2.01 0.42
7:BW:236:PHE:CE1 | 7:BW:284:GLU:HG3 2.54 0.42
6:Ba:175:PRO:HB2 3:Bc:80:ALA:HB2 2.00 0.42
7:Bb:269:MET:HE3 7:Bb:269:-MET:HB3 1.96 0.42
6:Bu:37:LEU:HB3 6:Bu:124:LEU:HB3 2.01 0.42
1:B:58:ALA:HB1 1:B:72:PHE:HE1 1.85 0.42
1:B:130:GLU:HG3 1:B:159:GLN:HE21 1.84 0.42
1:E:279:ASP:OD1 1:E:282:ARG:NH2 2.49 0.42
2:H:105:GLN:HE21 2:H:105:GLN:HB2 1.50 0.42
1:J:271:ASP:O 1:J:277:GLY:HA3 2.19 0.42
1:M:58:ALA:HB1 1:M:72:PHE:CE1 2.53 0.42
1:M:187:TYR:HE2 1:M:284:VAL:HG23 1.85 0.42
2:0:196:MET:HE3 2:0:201:ILE:HG12 2.01 0.42
2:0:205:LYS:O 2:0:207:ARG:NH1 2.49 0.42
1:7:271:ASP:O 1:7:277:GLY:HA3 2.19 0.42
2:a:172:TYR:HD1 2:a:189:ARG:NH1 2.17 0.42
2:1:172: TYR:HD1 2:1:189:ARG:NH1 2.17 0.42
2:1:144:LEU:HD11 2:1:185:ILE:HD11 2.01 0.42
1:t:184:ILE:HG21 2:u:141:MET:HE2 2.01 0.42
1:x:58:ALA:HB1 1:x:72:PHE:HE1 1.85 0.42
1:x:224:THR:OG1 1:x:233:SER:HB2 2.19 0.42
1:x:267:ARG:NH2 2:y:70:ASN:HB2 2.35 0.42
6:AN:37:LEU:HB3 6:AN:124:LEU:HB3 2.01 0.42
4:AV:134:VAL:HG21 7:AY:83:HIS:HD2 1.84 0.42
7:Ad:236:PHE:CE1 7:Ad:284:GLU:HG3 2.54 0.42
7:Ad:317:LYS:HE3 7:Ad:317:LYS:HB3 1.90 0.42
7:An:236:PHE:CE1 7:An:284:GLU:HG3 2.54 0.42
6:A2:35:ASN:HD21 3:A4:84:SER:HA 1.85 0.42
6:A2:236:SER:O 6:A2:240:ASN:ND2 2.50 0.42
7:A3:264:SER:O 7:A3:268:GLU:HG2 2.19 0.42
7:A8:236:PHE:CE1 7:A8:284:GLU:HG3 2.54 0.42
7:BC:97:ARG:HE 7:BC:99:LYS:HZ3 1.66 0.42
3:BD:107:ILE:HG23 | 3:BD:179:VAL:HG23 2.01 0.42
4:BJ:134:VAL:HG21 7:BM:83:HIS:HD2 1.84 0.42
6:BV:263:VAL:HG11 | 6:BV:325:THR:HG21 2.02 0.42
3:BX:168:LYS:HE3 3:BX:168:LYS:HB2 1.87 0.42
6:Ba:263:VAL:HG11 | 6:Ba:325:THR:HG21 2.02 0.42
7:Bb:27:GLU:HG3 7:Bb:103:LYS:HE3 2.00 0.42
6:Bf:37:LEU:HB3 6:Bf:124:LEU:HB3 2.01 0.42
7:Bg:225:LYS:HE3 7:Bg:225:LYS:HB2 1.92 0.42
4:Bs:134:VAL:HG21 7:Bv:83:HIS:HD2 1.84 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
7:Bv:264:SER:O 7:Bv:268:GLU:HG2 2.19 0.42
6:B5:37:LEU:HB3 6:B5:124:LEU:HB3 2.01 0.42
7:B6:236:PHE:CE1 7:B6:284:GLU:HG3 2.54 0.42
1:E:290:ARG:NH1 2:G:207:ARG:O 2.52 0.42
1:F:89:ILE:CD1 7:0:362:ASN:HD22 2.15 0.42
1:F:271:ASP:O 1:F:277:GLY:HA3 2.19 0.42
2:H:144:LEU:HD11 2:H:185:1LE:HD11 2.01 0.42
2:1:208:ASP:O 1:N:293:VAL:HB 2.20 0.42
2:P:208:ASP:O 1:R:293:VAL:HB 2.20 0.42
2:S5:157:ASP:OD1 2:5:195:ARG:NH1 2.52 0.42
2:5:196:MET:HE3 2:5:201:ILE:HG12 2.01 0.42
1:V:224: THR:OG1 1:V:233:SER:HB2 2.19 0.42
1:V:247:TYR:O 1:V:250:SER:OG 2.25 0.42
2:W:172: TYR:HD1 2:W:189:ARG:NH1 2.17 0.42
1:7:222: THR:HG22 1:7:284:VAL:HG22 2.00 0.42
2:b:169:ARG:NH1 2:b:207:ARG:HD2 2.34 0.42
2:1:196:MET:HE3 2:1:201:ILE:HG12 2.01 0.42
2:q:196:-MET:HE3 2:q:201:1LE:HG12 2.01 0.42
1:t:267:ARG:NH2 2:u:70:ASN:HB2 2.35 0.42
1:x:271:ASP:O 1:x:277:GLY:HA3 2.19 0.42
6:4:175:PRO:HB2 3:6:80:ALA:HB2 2.00 0.42
6:Al:37:LEU:HB3 6:Al:124:LEU:HB3 2.01 0.42
4:AL:134:VAL:HG21 7:AO:83:HIS:HD2 1.84 0.42
6:AS:175:PRO:HB2 3:AU:R0:ALA:HB2 2.00 0.42
7:AY:264:SER:O 7:AY:268:GLU:HG2 2.19 0.42
4:Aa:134:VAL:HG21 7:Ad:83:HIS:HD2 1.84 0.42
3:A0:50:VAL:HG22 3:Ao0:53:LEU:HB2 2.01 0.42
4:Au:134:VAL:HG21 7:Ax:83:HIS:HD2 1.83 0.42
6:Aw:35:ASN:HD21 3:Ay:84:SER:HA 1.85 0.42
6:Aw:357:GLU:OE1 6:A2:21:ALA:HB2 2.20 0.42
3:Ay:113:GLU:CD 3:A4:196:LYS:HZ1 2.28 0.42
6:A7:357:GLU:OE1 6:BB:21:ALA:HB2 2.20 0.42
6:BB:35:ASN:HD21 3:BD:84:SER:HA 1.85 0.42
6:BB:353:ALA:HB2 6:BG:253:ILE:CG1 2.49 0.42
6:BB:357:GLU:OE1 6:BG:21:ALA:HB2 2.20 0.42
6:BG:353:ALA:HB2 6:BL:253:ILE:CG1 2.49 0.42
6:BL:353:ALA:HB2 6:BQ:253:1LE:CG1 2.49 0.42
7:BR:282:GLU:O 7:BR:286:SER:OG 2.31 0.42
7:BW:206:VAL:HG21 3:BX:36:ALA:HA 1.98 0.42
7:BW:264:SER:O 7:BW:268:GLU:HG2 2.19 0.42
7:Bb:264:SER:O 7:Bb:268:GLU:HG2 2.19 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
6:Bk:37:LEU:HB3 6:Bk:124:LEU:HB3 2.01 0.42
6:Bp:37:LEU:HB3 6:Bp:124:LEU:HB3 2.01 0.42
1:B:267:ARG:NH2 2:C:70:ASN:HB2 2.35 0.42
1:B:271:ASP:O 1:B:277:GLY:HA3 2.19 0.42
2:C:172: TYR:HD1 2:C:189:ARG:NH1 2.17 0.42
1:N:222: THR:HG22 1:N:284:VAL:HG22 2.00 0.42
1:U:104:ILE:HD11 1:U:128:GLU:HG3 2.01 0.42
1:d:222: THR:HG22 1:d:284:VAL:HG22 2.00 0.42
1:1:161:LYS:HA 1:1:161:LYS:HD3 1.75 0.42
2m:172:TYR:HD1 2:m:189:ARG:NH1 2.17 0.42
1:5:290:ARG:NH1 2:u:207:ARG:O 2.52 0.42
1:t:58:ALA:HB1 1:t:72:PHE:HE1 1.85 0.42
1:t:130:GLU:HG3 1:t:159:GLN:HE21 1.84 0.42
1:w:279:ASP:OD1 1:w:282:ARG:NH2 2.50 0.42
1:x:130:GLU:HG3 1:x:159:GLN:HE21 1.84 0.42
1:x:184:ILE:HG21 2:y:141:MET:HE2 2.01 0.42
7:AE:334:ARG:HD3 7:AJ:353:GLU:CG 2.43 0.42
3:AF:102:GLY:N 3:AF:105:ASP:0OD2 2.48 0.42
3:Ae:115:-THR:HA 3:Aj:174:SER:O 2.20 0.42
7:As:236:PHE:CE1 7:As:284:GLU:HG3 2.54 0.42
6:Aw:236:SER:O 6:Aw:240:ASN:ND2 2.50 0.42
6:A7:353:ALA:HB2 6:BB:253:ILE:CG1 2.49 0.42
3:BN:41:LYS:HE2 3:BN:41:LYS:HB3 1.92 0.42
6:BQ:263:VAL:HG11 | 6:BQ:325:THR:HG21 2.02 0.42
6:Ba:37:LEU:HB3 6:Ba:124:LEU:HB3 2.00 0.42
6:Bf:263:VAL:HG11 6:Bf:325: THR:HG21 2.02 0.42
3:Bh:115:THR:HA 3:Bm:174:SER:O 2.20 0.42
6:Bu:353:ALA:HB2 6:Bz:253:ILE:CG1 2.49 0.42
1:A:104:ILE:HD11 1:A:128:GLU:HG3 2.01 0.42
1:A:279:ASP:OD1 1:A:282:ARG:NH2 2.50 0.42
1:F:58:ALA:HB1 1.F:72:PHE:HE1 1.85 0.42
1:F:130:GLU:HG3 1:F:159:GLN:HE21 1.84 0.42
2:G:172: TYR:HD1 2:G:189:ARG:NH1 2.17 0.42
1:I:187:TYR:HE2 1:1:284:VAL:HG23 1.85 0.42
2:P:169:ARG:NH1 2:P:207:ARG:HD2 2.34 0.42
1:Q:187:TYR:HE2 1:Q:284:VAL:HG23 1.85 0.42
1:R:222: THR:HG22 1:R:284:VAL:HG22 2.00 0.42
1:d:58:ALA:HB1 1:d:72:PHE:HE1 1.85 0.42
1:h:267:ARG:NH2 2:1:70:ASN:HB2 2.35 0.42
2:1:169:ARG:NH1 2:1:207:ARG:HD2 2.34 0.42
2:1:105:GLN:HE21 2:1:105:GLN:HB2 1.50 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:t:224: THR:O0G1 1:t:233:SER:HB2 2.19 0.42
1:t:271:ASP:O 1:4:277:GLY:HA3 2.19 0.42
2:v:144:LEU:HD11 2:v:185:ILE:HD11 2.01 0.42
2:v:208:ASP:O 1:x:293:VAL:HB 2.20 0.42
7:5:264:SER:O 7:5:268:GLU:HG2 2.19 0.42
3:6:107:ILE:HG23 3:6:179:VAL:HG23 2.01 0.42
7:0:334:ARG:HD3 7:AE:353:GLU:CG 2.43 0.42
7:AJ:334:ARG:HD3 7:A0:353:GLU:CG 2.43 0.42
3:AK:115:THR:HA 3:AP:174:SER:O 2.20 0.42
7:A0:236:PHE:CE1 7:A0:284:GLU:HG3 2.54 0.42
7:AT:205:THR:0G1 3:AU:32: THR:HG22 2.18 0.42
7:Ad:264:SER:O 7:Ad:268:GLU:HG2 2.19 0.42
3:Ae:107:ILE:HG23 3:Ae:179:VAL:HG23 2.01 0.42
3:Aj:107:ILE:HG23 3:Aj:179:VAL:HG23 2.01 0.42
6:Am:211:MET:HE2 | 6:Am:223:ARG:HB2 2.02 0.42
3:Ay:115:THR:HA 3:A4:174:SER:O 2.20 0.42
6:A2:357:GLU:OE1 6:A7:21:ALA:HB2 2.20 0.42
3:BN:107:ILE:HG23 | 3:BN:179:VAL:HG23 2.01 0.42
6:BQ:37:LEU:HB3 6:BQ:124:LEU:HB3 2.01 0.42
7:Bb:236:PHE:CE1 7:Bb:284:GLU:HG3 2.54 0.42
3:Bc:107:ILE:HG23 3:Bc:179:VAL:HG23 2.01 0.42
6:Bf:175:PRO:HB2 3:Bh:80:ALA:HB2 2.00 0.42
7:B1:334:ARG:HD3 7:B6:353:GLU:CG 2.43 0.42
2:D:144:.LEU:HD11 2:D:185:ILE:HD11 2.01 0.42
2:D:169:ARG:NH1 2:D:207:ARG:HD2 2.34 0.42
2:D:208:ASP:0O 1:F:293:VAL:HB 2.20 0.42
2:L:183:LYS:HE3 2:L:183:LYS:HB3 1.71 0.42
1:Q:58:ALA:HB1 1:Q:72:PHE:CE1 2.53 0.42
1:7:58:ALA:HB1 1:7:72:PHE:HE1 1.85 0.42
1:7:224: THR:OG1 1:7:233:SER:HB2 2.19 0.42
1:d:267:ARG:NH2 2:¢:70:ASN:HB2 2.35 0.42
2:£:169:ARG:NH1 2:£:207:ARG:HD2 2.34 0.42
1:1:271:ASP:O 1:1:277:GLY:HA3 2.20 0.42
2:1:208:ASP:O 1:t:293:VAL:HB 2.20 0.42
3:1:115:- THR:HA 3:6:174:SER:O 2.20 0.42
7:5:350:TYR:OH 7:5:355:GLU:OE2 2.26 0.42
3:AA:50:VAL:HG22 3:AA:53:LEU:HB2 2.01 0.42
6:AD:37:LEU:HB3 6:AD:124:LEU:HB3 2.01 0.42
6:AN:353:ALA:HB2 6:AS:253:ILE:CG1 2.49 0.42
6:Ac:211:MET:HE2 6:Ac:223:ARG:HB2 2.02 0.42
4:Af:134:VAL:HG21 7:Ai:83:HIS:HD2 1.83 0.42

Continued on next page...




Page 176

Full wwPDB EM Validation Report

EMD-39776, 8Z5N

Continued from previous page...

Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
6:Am:35:ASN:HD21 3:A0:84:SER:HA 1.85 0.42
6:Ar:35:ASN:HD21 3:At:84:SER:HA 1.85 0.42
6:Ar:236:SER:O 6:Ar:240:ASN:ND2 2.50 0.42
3:At:107:ILE:HG23 3:At:179:VAL:HG23 2.01 0.42
3:At:115:THR:HA 3:Ay:174:SER:O 2.20 0.42
7:A3:236:PHE:CE1 7:A3:284:GLU:HG3 2.54 0.42
7:A8:264:SER:O 7:A8:268:GLU:HG2 2.19 0.42
7:A8:282:GLU:O 7:A8:286:SER:OG 2.31 0.42
6:BG:35:ASN:HD21 3:BI:84:SER:HA 1.85 0.42
7:BH:264:SER:O 7:BH:268:GLU:HG2 2.19 0.42
4:B0O:134:VAL:HG21 7:BR:83:HIS:HD2 1.84 0.42
6:BQ:353:ALA:HB2 6:BV:253:ILE:CG1 2.49 0.42
6:BQ:357:GLU:OE1 6:BV:21:ALA:HB2 2.20 0.42
6:BV:211:MET:HE2 6:BV:223:ARG:HB2 2.02 0.42
6:BV:353:ALA:HB2 6:Ba:253:ILE:CG1 2.49 0.42
7:BW:205:THR:0G1 | 3:BX:32: THR:HG22 2.18 0.42
3:Bc:115: THR:HA 3:Bh:174:SER:O 2.20 0.42
7:Bg:236:PHE:CE1 7:Bg:284:GLU:HG3 2.54 0.42
3:Bm:115:THR:HA 3:Br:174:SER:O 2.20 0.42
1:B:184:ILE:HG21 2:C:141:MET:HE2 2.01 0.42
1:E:187:TYR:HE2 1:E:284:VAL:HG23 1.85 0.42
1:F:267:ARG:NH2 2:G:70:ASN:HB2 2.35 0.42
2:K:157:ASP:OD1 2:K:195:ARG:NH1 2.52 0.42
1:R:184:ILE:HG21 2:S5:141:MET:HE?2 2.01 0.42
1:R:267:ARG:NH2 2:S:70:ASN:HB2 2.35 0.42
2:T:169:ARG:NH1 2:T:207:ARG:HD2 2.34 0.42
1:V:58:ALA:HB1 1:V:72:PHE:HE1 1.85 0.42
1:V:184:1ILE:HG21 2:W:141:MET:HE2 2.01 0.42
1:7:267:ARG:NH2 2:a:70:ASN:HB2 2.35 0.42
2:a:59:VAL:O 2:a:63:VAL:HG23 2.20 0.42
2:a:157:ASP:OD1 2:a:195:ARG:NH1 2.52 0.42
1:d:271:ASP:O 1:d:277:GLY:HA3 2.19 0.42
1:d:292:GLN:OE1 1:d:292:GLN:N 2.48 0.42
1:h:58:ALA:HBI1 1:h:72:PHE:HE1 1.85 0.42
1:p:184:ILE:HG21 2:q:141:MET:HE2 2.01 0.42
1:p:224:THR:O0G1 1:p:233:SER:HB2 2.19 0.42
6:4:37:LEU:HB3 6:4:124:LEU:HB3 2.01 0.42
7:5:334:ARG:HD3 7:0:353:GLU:CG 2.43 0.42
6:9:37:LEU:HB3 6:9:124:LEU:HB3 2.01 0.42
7:AE:236:PHE:CE1 7:AE:284:GLU:HG3 2.54 0.42
6:AS:211:MET:HE2 6:AS:223:ARG:HB2 2.02 0.42
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Atom-1 Atom-2 distance (A) overlap (A)

3:AZ:115:THR:HA 3:Ae:174:SER:O 2.20 0.42
3:A7Z:168:LYS:HE3 3:AZ:168:LYS:HB2 1.87 0.42
6:Ah:35:ASN:HD21 3:Aj:84:SER:HA 1.85 0.42
7:Ai1:269:MET:HE3 7:A1:269:MET:HB3 1.96 0.42
6:Am:236:SER:O 6:Am:240:ASN:ND2 2.50 0.42
3:A0:115: THR:HA 3:At:174:SER:O 2.20 0.42
6:Ar:78:LYS:HE3 6:Ar:78:LYS:HB2 1.87 0.42
6:Aw:211:MET:HE2 6:Aw:223:ARG:HB2 2.02 0.42
6:A2:353:ALA:HB2 6:A7:253:ILE:CG1 2.49 0.42
7:BC:225:LYS:HE3 7:BC:225:LYS:HB2 1.92 0.42
7:BC:264:SER:O 7:BC:268:GLU:HG2 2.19 0.42
6:BG:357:GLU:OE1 6:BL:21:ALA:HB2 2.20 0.42
7:BH:148:ASP:0D2 7:BH:256: THR:0G1 2.28 0.42
3:BI:50:VAL:HG22 3:BI:53:LEU:HB2 2.01 0.42
3:BN:50:VAL:HG22 3:BN:53:LEU:HB2 2.01 0.42
7:BR:205:THR:OG1 3:BS:32: THR:HG22 2.18 0.42
6:BV:37:LEU:HB3 6:BV:124:.LEU:HB3 2.01 0.42
6:BV:357:GLU:OE1 6:Ba:21:ALA:HB2 2.20 0.42
3:BX:107:ILE:HG23 | 3:BX:179:VAL:HG23 2.01 0.42
3:BX:115:THR:HA 3:Bc:174:SER:O 2.20 0.42
6:Bk:175:PRO:HB2 3:Bm:80:ALA:HB2 2.00 0.42
6:Bk:263:VAL:HG11 | 6:Bk:325:THR:HG21 2.02 0.42
7:B1:236:PHE:CE1 7:B1:284:GLU:HG3 2.54 0.42
3:Br:102:GLY:N 3:Br:105:ASP:0D2 2.48 0.42
3:Br:115:THR:HA 3:Bw:174:SER:O 2.20 0.42
6:Bu:211:MET:HE2 6:Bu:223:ARG:HB2 2.02 0.42
3:B2:107:ILE:HG23 3:B2:179:VAL:HG23 2.01 0.42
1:N:267:ARG:NH2 2:0:70:ASN:HB2 2.35 0.42
2:S5:172:TYR:HD1 2:5:189:ARG:NH1 2.17 0.42
2:T:208:ASP:0O 1:V:293:VAL:HB 2.20 0.42
2:W:59:VAL:O 2:W:63:VAL:HG23 2.20 0.42
2:X:208:ASP:0O 1:7:293:VAL:HB 2.20 0.42
1:7:184:ILE:HG21 2:a:141:MET:HE2 2.02 0.42
1:d:224:THR:OG1 1:d:233:SER:HB2 2.19 0.42
1:h:161:LYS:HD3 1:h:161:LYS:HA 1.75 0.42
1:1:267:ARG:NH2 2:m:70:ASN:HB2 2.35 0.42
1:p:247:TYR:O 1:p:250:SER:OG 2.25 0.42
1:p:271:ASP:O 1:p:277:GLY:HA3 2.19 0.42
1:w:104:1ILE:HD11 1:w:128:GLU:HG3 2.01 0.42
2:7:144:LEU:HD11 2:7:185:ILE:HD11 2.01 0.42
3:AF:107:ILE:HG23 | 3:AF:179:VAL:HG23 2.01 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
3:AF:115:-THR:HA 3:AK:174:SER:O 2.20 0.42
3:AF:168:LYS:HE3 3:AF:168:LYS:HB2 1.86 0.42
7:AT:334:ARG:HD3 7:AY:353:GLU:CG 2.43 0.42
6:Ah:357:GLU:OE1 6:Am:21:ALA:HB2 2.20 0.42
3:Aj:115: THR:HA 3:A0:174:SER:O 2.20 0.42
3:At:50: VAL:HG22 3:At:53:LEU:HB2 2.01 0.42
6:A2:263:VAL:HG11 | 6:A2:325:THR:HG21 2.02 0.42
3:A9:50:VAL:HG22 3:A9:53:LEU:HB2 2.01 0.42
3:BD:50:VAL:HG22 3:BD:53:LEU:HB2 2.01 0.42
6:BL:211:MET:HE2 6:BL:223:ARG:HB2 2.02 0.42
3:BX:102:GLY:N 3:BX:105:ASP:0D2 2.48 0.42
6:Bf:211:MET:HE2 6:Bf:223:ARG:HB2 2.02 0.42
6:Bk:211:MET:HE2 6:Bk:223:ARG:HB2 2.02 0.42
4:Bn:134:VAL:HG21 7:Bq:83:HIS:HD2 1.84 0.42
7:Bv:236:PHE:CE1 7:Bv:284:GLU:HG3 2.54 0.42
7:B1:205: THR:OG1 3:B2:32: THR:HG22 2.18 0.42
2:G:153:LEU:HD23 2:G:153:LEU:HA 1.92 0.41
1:J:267:ARG:NH2 2:K:70:ASN:HB2 2.35 0.41
2:0:157:ASP:0OD1 2:0:195:ARG:NH1 2.52 0.41
2:W:157:ASP:0OD1 2:W:195:ARG:NH1 2.52 0.41
1:Y:104:ILE:HD11 1:Y:128:GLU:HG3 2.01 0.41
1:c:104:1ILE:HD11 1:¢:128:GLU:HG3 2.01 0.41
2:¢:59:VAL:O 2:¢:63:VAL:HG23 2.20 0.41
1:h:224: THR:OG1 1:h:233:SER:HB2 2.19 0.41
1:1:224: THR:OG1 1:1:233:SER:HB2 2.19 0.41
1:0:290:ARG:NH1 2:q:207:ARG:O 2.52 0.41
1:5:187:TYR:HE2 1:5:284:VAL:HG23 1.85 0.41
1:t:244.LEU:HD23 1:t:244:LEU:HA 1.92 0.41
6:4:78:LYS:HE3 6:4:78:LYS:HB2 1.87 0.41
3:6:115: THR:HA 3:AA:174:SER:O 2.20 0.41
3:AK:107:ILE:HG23 | 3:AK:179:VAL:HG23 2.01 0.41
7:A0:334:ARG:HD3 7:AT:353:GLU:CG 2.43 0.41
6:Ah:236:SER:O 6:Ah:240:ASN:ND2 2.50 0.41
7:Ai:148:ASP:0D2 7:Ai:256: THR:OG1 2.28 0.41
6:Aw:353:ALA:HB2 6:A2:253:ILE:CG1 2.49 0.41
7:Ax:236:PHE:CE1 7:Ax:284:GLU:HG3 2.54 0.41
3:A4:50:VAL:HG22 3:A4:53:LEU:HB2 2.01 0.41
6:A7:263:VAL:HG11 | 6:A7:325:THR:HG21 2.02 0.41
3:BD:115:THR:HA 3:BI:174:SER:O 2.20 0.41
3:BI:133:MET:CG 3:BN:157:ASN:HD21 2.26 0.41
3:BS:50:VAL:HG22 3:BS:53:LEU:HB2 2.01 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
6:BV:226:ARG:CD 7:Bb:369:ILE:O 2.61 0.41
7:Bl1:107:ASP:OD1 7:B1:107:ASP:N 2.48 0.41
7:B1:205: THR:OG1 3:Bm:32: THR:HG22 2.18 0.41
7:Bq:205: THR:OG1 3:Br:32: THR:HG22 2.18 0.41
3:Bw:107:ILE:HG23 3:Bw:179:VAL:HG23 2.01 0.41
3:Bw:115:THR:HA 3:B2:174:SER:O 2.20 0.41
6:B5:211:MET:HE2 6:B5:223:ARG:HB2 2.02 0.41
7:B6:107:ASP:OD1 7:B6:107:ASP:N 2.48 0.41
1:Y:161:LYS:HD3 1:Y:161:LYS:HA 1.80 0.41
1:d:256:ASP:OD1 1:d:256:ASP:N 2.32 0.41
1:0:187:TYR:HE2 1:0:284:VAL:HG23 1.85 0.41
2:q:172:TYR:HD1 2:q:189:ARG:NH1 2.17 0.41
1:5:104:1ILE:HD11 1:5:128:GLU:HG3 2.01 0.41
1:w:187:TYR:HE2 1:w:284:VAL:HG23 1.85 0.41
3:1:174:SER:O 3:B2:115: THR:HA 2.20 0.41
6:4:263:VAL:HG11 6:4:325: THR:HG21 2.02 0.41
6:9:211:MET:HE2 6:9:223:ARG:HB2 2.02 0.41
6:A1:92:PRO:O 6:AI:95:SER:OG 2.35 0.41
6:Al:211:MET:HE2 6:Al:223:ARG:HB2 2.02 0.41
3:AU:115:THR:HA 3:AZ:174:SER:O 2.20 0.41
6:Ac:35:ASN:HD21 3:Ae:84:SER:HA 1.85 0.41
6:Ac:236:SER:O 6:Ac:240:ASN:ND2 2.50 0.41
4:Ak:134:VAL:HG21 7:An:83:HIS:HD?2 1.84 0.41
4:Ap:134:VAL:HG21 7:As:83:HIS:HD2 1.84 0.41
3:At:133:MET:CG 3:Ay:157:ASN:HD21 2.26 0.41
6:Aw:263:VAL:HG11 | 6:Aw:325:THR:HG21 2.02 0.41
6:BB:211:MET:HE2 6:BB:223:ARG:HB2 2.02 0.41
7:BC:282:GLU:O 7:BC:286:SER:OG 2.31 0.41
6:BL:35:ASN:HD21 3:BN:84:SER:HA 1.85 0.41
7:BR:264:SER:O 7:BR:268:GLU:HG2 2.19 0.41
3:BS:115:THR:HA 3:BX:174:SER:O 2.20 0.41
4:BT:134:VAL:HG21 7:BW:83:HIS:HD2 1.83 0.41
3:Bc:50:VAL:HG22 3:Bc:53:LEU:HB2 2.01 0.41
7:Bl:225:LYS:HE3 7:B1:225:LYS:HB2 1.92 0.41
6:Bp:211:MET:HE2 6:Bp:223:ARG:HB2 2.02 0.41
7:Bv:205:THR:0G1 3:Bw:32: THR:HG22 2.18 0.41
6:B5:263:VAL:HG11 | 6:B5:325:THR:HG21 2.02 0.41
2:C:205:LYS:O 2:C:207:ARG:NH1 2.49 0.41
2:H:208:ASP:O 1:J:293:VAL:HB 2.20 0.41
1:N:184:ILE:HG21 2:0:141:MET:HE2 2.01 0.41
1:R:58:ALA:HB1 1:R:72:PHE:HE1 1.85 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
2:5:59:VAL:O 2:5:63:VAL:HG23 2.20 0.41
1:U:187:TYR:HE2 1:U:284:VAL:HG23 1.85 0.41
1:Y:256:ASP:OD1 1:Y:256:ASP:N 2.46 0.41
1:d:184:ILE:HG21 2:e:141:MET:HE2 2.01 0.41
1:k:187:TYR:HE2 1:k:284:VAL:HG23 1.85 0.41
2:v:151:ALA:HB3 2:v:188:LEU:HD13 2.03 0.41
2:y:172:'TYR:HD1 2:y:189:ARG:NH1 2.17 0.41
3:1:32:THR:HG22 7:B6:205:THR:OG1 2.18 0.41
3:6:50: VAL:HG22 3:6:53:LEU:HB2 2.01 0.41
3:AA:107:ILE:HG23 | 3:AA:179:VAL:HG23 2.01 0.41
6:AD:211:MET:HE2 6:AD:223:ARG:HB2 2.02 0.41
7:AJ:152:VAL:HG21 7:AJ:262:TRP:CH2 2.56 0.41
6:AN:211:MET:HE2 6:AN:223:ARG:HB2 2.02 0.41
3:AP:102:GLY:N 3:AP:105:ASP:0OD2 2.48 0.41
3:AP:115:THR:HA 3:AU:174:SER:O 2.20 0.41
6:AS:236:SER:O 6:AS:240:ASN:ND2 2.50 0.41
6:AX:236:SER:O 6:AX:240:ASN:ND2 2.50 0.41
3:A0:127:LYS:NZ 3:Ay:256:ASN:O 2.40 0.41
6:Ar:357:GLU:OE1 6:Aw:21:ALA:HB2 2.20 0.41
3:Ay:102:GLY:N 3:Ay:105:ASP:0D2 2.48 0.41
3:A4:115:THR:HA 3:A9:174:SER:O 2.20 0.41
6:BL:263:VAL:HG11 | 6:BL:325:THR:HG21 2.02 0.41
6:BL:357:GLU:OE1 6:BQ:21:ALA:HB2 2.20 0.41
7:BM:205:THR:OG1 3:BN:32: THR:HG22 2.18 0.41
3:BX:50: VAL:HG22 3:BX:53:LEU:HB2 2.01 0.41
4:BY:134:VAL:HG21 7:Bb:83:HIS:HD2 1.84 0.41
6:Bf:357:GLU:OE1 6:Bk:21:ALA:HB2 2.20 0.41
7:Bg:205: THR:OG1 3:Bh:32: THR:HG22 2.18 0.41
3:Bh:50:VAL:HG22 3:Bh:53:LEU:HB2 2.01 0.41
4:Bi:134:VAL:HG21 7:B1:83:HIS:HD2 1.83 0.41
3:Bm:50:VAL:HG22 3:Bm:53:LEU:HB2 2.01 0.41
3:Br:50: VAL:HG22 3:Br:53:LEU:HB2 2.01 0.41
7:B1:152:VAL:HG21 7:B1:262: TRP:CH2 2.56 0.41
7:B6:350: TYR:OH 7:B6:355:GLU:OE2 2.26 0.41
2:L:151:ALA:HB3 2:L:188:LEU:HD13 2.03 0.41
2:0:172: TYR:HD1 2:0:189:ARG:NH1 2.17 0.41
2:5:160:SER:C 2:5:162:LEU:H 2.28 0.41
1:V:161:LYS:HD3 1:V:161:LYS:HA 1.75 0.41
2:3:169:ARG:NH1 2:3:207:ARG:HD2 2.34 0.41
2:j:208:ASP:O 1:1:293:VAL:HB 2.20 0.41
1:k:216:ASP:0D2 1:k:291: THR:OG1 2.24 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
2:m:157:ASP:OD1 2:m:195:ARG:NH1 2.52 0.41
1:p:58:ALA:HB1 1:p:72:PHE:HE1 1.85 0.41
2:q:160:SER.:C 2:q:162:LEU:H 2.28 0.41
2:1:151:ALA:HB3 2:1:188:LEU:HD13 2.03 0.41
6:4:211:MET:HE2 6:4:223:ARG:HB2 2.02 0.41
7:5:205:THR:OG1 3:6:32: THR:HG22 2.18 0.41
6:AD:236:SER:O 6:AD:240:ASN:ND2 2.50 0.41
7:AE:152:VAL:HG21 7:AE:262: TRP:CH2 2.56 0.41
6:A1:236:SER:O 6:A1:240:ASN:ND2 2.50 0.41
7:AJ:317:LYS:HE3 7:AJ:317:LYS:HB3 1.90 0.41
6:AN:236:SER:O 6:AN:240:ASN:ND2 2.50 0.41
3:AU:107:ILE:HG23 | 3:AU:179:VAL:HG23 2.01 0.41
6:AX:211:MET:HE2 6:AX:223:ARG:HB2 2.02 0.41
3:Aj:127:LYS:NZ 3:At:256:ASN:O 2.40 0.41
7:As:206:VAL:HG21 3:At:36:ALA:HA 1.98 0.41
7:A3:152:VAL:HG21 7:A3:262: TRP:CH2 2.56 0.41
6:A7:211:MET:HE2 6:A7:223:ARG:HB2 2.02 0.41
6:BB:64:LEU:HD23 6:BB:64:LEU:HA 1.89 0.41
6:Ba:211:MET:HE2 6:Ba:223:ARG:HB2 2.02 0.41
6:Ba:353:ALA:HB2 6:Bf:253:ILE:CG1 2.49 0.41
7:Bb:205: THR:0G1 3:Bc:32: THR:HG22 2.18 0.41
4:Bd:134:VAL:HG21 7:Bg:83:HIS:HD2 1.84 0.41
3:Bh:107:ILE:HG23 3:Bh:179:VAL:HG23 2.01 0.41
6:Bk:357:GLU:OE1 6:Bp:21:ALA:HB2 2.20 0.41
3:Bw:50:VAL:HG22 3:Bw:53:LEU:HB2 2.01 0.41
6:Bz:211:MET:HE2 6:Bz:223:ARG:HB2 2.02 0.41
6:Bz:263:VAL:HG11 6:Bz:325: THR:HG21 2.02 0.41
2:C:59:VAL:O 2:C:63:VAL:HG23 2.20 0.41
2:H:151:ALA:HB3 2:H:188:LEU:HD13 2.03 0.41
2:K:160:SER:C 2:K:162:LEU:H 2.28 0.41
2:0:160:SER:C 2:0:162:LEU:H 2.28 0.41
2:P:151:ALA:HB3 2:P:188:LEU:HD13 2.03 0.41
1:V:222: THR:HG22 1:V:284:VAL:HG22 2.00 0.41
1:¢:290:ARG:NH1 2:¢:207:ARG:O 2.52 0.41
1:g:187:'TYR:HE2 1:g:284:VAL:HG23 1.85 0.41
1:g:290:ARG:NH1 2:1:207:ARG:O 2.52 0.41
3:1:80:ALA:CB 6:B5:175:PRO:HB2 2.51 0.41
6:4:236:SER:O 6:4:240:ASN:ND2 2.50 0.41
6:9:175:PRO:HB2 3:AA:80:ALA:CB 2.51 0.41
6:9:236:SER:O 6:9:240:ASN:ND2 2.50 0.41
6:AD:175:PRO:HB2 3:AF:80:ALA:CB 2.51 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
6:AD:226:ARG:CD 7:AJ:369:ILE:O 2.61 0.41
6:A1:353:ALA:HB2 6:AN:253:ILE:CG1 2.49 0.41
6:AN:175:PRO:HB2 3:AP:80:ALA:CB 2.51 0.41
6:AX:226:ARG:CD 7:Ad:369:ILE:O 2.61 0.41
6:Ac:357:GLU:OE1 6:Ah:21:ALA:HB2 2.20 0.41
3:Ae:127:LYS:NZ 3:A0:256:ASN:O 2.40 0.41
7:As:152:VAL:HG21 7:As:262: TRP:CH2 2.56 0.41
3:At:127:-LYS:NZ 3:A4:256:ASN:O 2.40 0.41
3:Ay:50:VAL:HG22 3:Ay:53:LEU:HB2 2.01 0.41
7:A3:317:LYS:HE3 7:A3:317:LYS:HB3 1.90 0.41
6:BB:263:VAL:HG11 | 6:BB:325:THR:HG21 2.02 0.41
3:BN:115:THR:HA 3:BS:174:SER:O 2.20 0.41
6:BQ:256:SER:HA 6:BQ:344:-MET:HE3 2.02 0.41
6:Ba:175:PRO:HB2 3:Bc:80:ALA:CB 2.51 0.41
7:Bl:148:ASP:0OD2 7:B1:256: THR:0G1 2.28 0.41
3:Bm:107:ILE:HG23 | 3:Bm:179:VAL:HG23 2.01 0.41
6:Bp:175:PRO:HB2 3:Br:80:ALA:CB 2.51 0.41
6:Bp:353:ALA:HB2 6:Bu:253:1LE:CG1 2.49 0.41
6:B5:236:SER:O 6:B5:240:ASN:ND2 2.50 0.41
7:B6:152:VAL:HG21 7:B6:262: TRP:CH2 2.56 0.41
1:A:187:TYR:HE2 1:A:284:VAL:HG23 1.85 0.41
1:F:184:ILE:HG21 2:G:141:MET:HE2 2.01 0.41
1:J:89:ILE:CD1 7:AJ:362:ASN:HD22 2.15 0.41
2:T:151:ALA:HB3 2:T:188:LEU:HD13 2.03 0.41
2:1:208:ASP:O 1:h:293:VAL:HB 2.20 0.41
1:h:184:ILE:HG21 2:1:141:MET:HE2 2.01 0.41
1:1:184:.ILE:HG21 2:m:141:MET:-HE2 2.01 0.41
2:n:151:ALA:HB3 2:n:188:LEU:HD13 2.03 0.41
1:w:290:ARG:NH1 2:y:207:ARG:O 2.52 0.41
2:y:59:VAL:O 2:y:63:VAL:HG23 2.20 0.41
2:2:105:GLN:HE21 2:2:105:GLN:HB2 1.50 0.41
2:z:151:ALA:HB3 2:z:188:LEU:HD13 2.03 0.41
6:4:175:PRO:HB2 3:6:80:ALA:CB 2.51 0.41
7:5:353:GLU:CG 7:B6:334:ARG:HD3 2.43 0.41
6:9:263:VAL:HG11 6:9:325: THR:HG21 2.02 0.41
6:9:357:GLU:OE1 6:AD:21:ALA:HB2 2.20 0.41
7:0:152:VAL:HG21 7:0:262: TRP:CH2 2.56 0.41
6:Al:175:PRO:HB2 3:AK:80:ALA:CB 2.51 0.41
6:AN:35:ASN:HD21 3:AP:84:SER:HA 1.85 0.41
7:A0:152: VAL:HG21 | 7:A0:262:TRP:CH2 2.56 0.41
3:AU:133:MET:CG 3:AZ:157:ASN:HD21 2.26 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
6:AX:35:ASN:HD21 3:A7Z:84:SER:HA 1.85 0.41
3:AZ:127:LYS:NZ 3:Aj:256:ASN:O 2.40 0.41
7:Ai:152:VAL:HG21 7:A1:262: TRP:CH2 2.56 0.41
6:Ar:353:ALA:HB2 6:Aw:253:ILE:CG1 2.49 0.41
7:Ax:152:VAL:HG21 7:Ax:262:TRP:CH2 2.56 0.41
7:A3:64:ILE:HG22 7:A3:68:MET:HE2 2.02 0.41
7:A8:64:ILE:HG22 7:A8:68:MET:HE2 2.02 0.41
3:A9:115:THR:HA 3:BD:174:SER:O 2.20 0.41
3:BI:115:THR:HA 3:BN:174:SER:O 2.20 0.41
6:BL:256:SER:HA 6:BL:344:MET:HE3 2.02 0.41
7:BM:264:SER:O 7:BM:268:GLU:HG2 2.19 0.41
6:BQ:64:LEU:HD23 6:BQ:64:LEU:HA 1.89 0.41
6:Ba:357:GLU:OE1 6:Bf:21:ALA:HB2 2.20 0.41
7:Bg:269:MET:HE3 7:Bg:269:MET:HB3 1.96 0.41
7:Bl:195:ILE:HD12 7:Bl:281:LEU:HD11 2.03 0.41
6:Bp:263:VAL:HG11 | 6:Bp:325:THR:HG21 2.02 0.41
6:Bp:357:GLU:OE1 6:Bu:21:ALA:HB2 2.20 0.41
7:Bq:206: VAL:HG21 3:Br:36:ALA:HA 1.99 0.41
3:Br:107:ILE:HG23 3:Br:179:VAL:HG23 2.01 0.41
6:Bz:236:SER:O 6:Bz:240:ASN:ND2 2.50 0.41
3:B2:50:VAL:HG22 3:B2:53:LEU:HB2 2.01 0.41
1:E:179:ASP:OD1 2:H:136:ARG:NH2 2.54 0.41
2:G:160:SER:C 2:G:162:LEU:H 2.28 0.41
2:H:169:ARG:NH1 2:H:207:ARG:HD2 2.34 0.41
1:N:244:.LEU:HD23 1:N:244:LEU:HA 1.92 0.41
1:Y:290:ARG:NH1 2:a:207:ARG:O 2.52 0.41
1:1:138:SER:HG 1:1:148:ARG:HH11 1.61 0.41
2:q:59:VAL:O 2:q:63:VAL:HG23 2.20 0.41
1:5:179:ASP:OD1 2:v:136:ARG:NH2 2.54 0.41
2:v:86:VAL:O 2:v:88:VAL:N 2.53 0.41
3:1:50: VAL:HG22 3:1:53:LEU:HB2 2.01 0.41
3:1:107:ILE:HG23 3:1:179:VAL:HG23 2.01 0.41
3:AF:41:LYS:HE2 3:AF:41:LYS:HB3 1.91 0.41
6:Al:35:ASN:HD21 3:AK:84:SER:HA 1.85 0.41
7:A0:205:THR:OG1 3:AP:32: THR:HG22 2.18 0.41
6:AS:175:PRO:HB2 3:AU:R0:ALA:CB 2.51 0.41
6:AS:256:SER:HA 6:AS:344:MET:HE3 2.02 0.41
6:AS:357:GLU:OE1 6:AX:21:ALA:HB2 2.20 0.41
7:AT:152:VAL:HG21 7:AT:262: TRP:CH2 2.56 0.41
6:AX:357:GLU:OE1 6:Ac:21:ALA:HB2 2.20 0.41
6:Ac:64:LEU:HD23 6:Ac:64:LEU:HA 1.89 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
6:Am:357:GLU:OE1 6:Ar:21:ALA:HB2 2.20 0.41
7:An:152:VAL:HG21 7:An:262: TRP:CH2 2.56 0.41
7:An:195:ILE:HD12 7:An:281:LEU:HD11 2.03 0.41
7:As:195:ILE:HD12 7:As:281:LEU:HD11 2.03 0.41
7:Ax:64:1ILE:HG22 7:Ax:68: MET:HE2 2.02 0.41
7:Ax:195:ILE:HD12 7:Ax:281:LEU:HD11 2.03 0.41
6:A2:211:MET:HE2 6:A2:223:ARG:HB2 2.02 0.41
7:A8:225:LYS:HE3 7:A8:225:LYS:HB2 1.92 0.41
3:A9:107:ILE:HG23 3:A9:179:VAL:HG23 2.01 0.41
6:BG:256:SER:HA 6:BG:344:MET:HE3 2.02 0.41
7:BH:205: THR:OG1 3:BI:32:THR:HG22 2.18 0.41
7:BM:152:VAL:HG21 | 7:BM:262:TRP:CH2 2.56 0.41
3:BS:168:LYS:HE3 3:BS:168:LYS:HB2 1.87 0.41
6:BV:256:SER:HA 6:BV:344:MET:HE3 2.02 0.41
7:Bb:195:ILE:HD12 7:Bb:281:LEU:HD11 2.03 0.41
6:Bf:35:ASN:HD21 3:Bh:84:SER:HA 1.85 0.41
7:Bg:195:1ILE:HD12 7:Bg:281:LEU:HD11 2.03 0.41
6:Bk:35:ASN:HD21 3:Bm:84:SER:HA 1.85 0.41
6:Bp:35:ASN:HD21 3:Br:84:SER:HA 1.85 0.41
7:Bq:322:HIS:HB2 7:Bq:338:SER:HB2 2.03 0.41
6:Bu:236:SER:O 6:Bu:240:ASN:ND2 2.50 0.41
6:Bu:256:SER:HA 6:Bu:344:MET:HE3 2.02 0.41
6:Bz:175:PRO:HB2 3:B2:80:ALA:CB 2.51 0.41
2:G:161:PRO:O 2:G:162:LEU:HD23 2.21 0.41
1:1:216:ASP:0OD2 1:1:291: THR:OG1 2.24 0.41
2:¢:161:PRO:O 2:e:162:LEU:HD23 2.21 0.41
2:1:59:VAL:O 2:1:63:VAL:HG23 2.20 0.41
2:1:161:PRO:O 2:1:162:LEU:HD23 2.21 0.41
1:k:179:ASP:OD1 2:n:136:ARG:NH2 2.54 0.41
2:m:155:LEU:HD23 2:m:155:LEU:HA 1.92 0.41
2:m:161:PRO:O 2:m:162:LEU:HD23 2.21 0.41
2:n:208:ASP:0O 1:p:293:VAL:HB 2.20 0.41
1:s:161:LYS:HD3 1:5:161:LYS:HA 1.80 0.41
2:u:161:PRO:O 2:u:162:LEU:HD23 2.21 0.41
6:4:194:THR:OG1 6:9:239:GLU:OE2 2.36 0.41
7:0:205: THR:OG1 3:AA:32:THR:HG22 2.18 0.41
3:AA:127:LYS:NZ 3:AK:256:ASN:O 2.40 0.41
6:AD:35:ASN:HD21 3:AF:84:SER:HA 1.85 0.41
6:AN:256:SER:HA 6:AN:344:MET:HE3 2.02 0.41
3:AP:107:ILE:HG23 | 3:AP:179:VAL:HG23 2.01 0.41
6:AS:35:ASN:HD21 3:AU:84:SER:HA 1.85 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
3:AU:102:GLY:N 3:AU:105:ASP:0OD2 2.48 0.41
3:AZ:107:ILE:HG23 | 3:AZ:179:VAL:HG23 2.01 0.41
6:Ah:211:MET:HE2 6:Ah:223:ARG:HB2 2.02 0.41
7:Ai:195:ILE:HD12 7:Ai:281:LEU:HD11 2.03 0.41
3:A0:107:ILE:HG23 3:A0:179:VAL:HG23 2.01 0.41
6:Ar:226:ARG:CD 7:Ax:369:1LE:O 2.61 0.41
3:Ay:127:LYS:NZ 3:A9:256:ASN:O 2.40 0.41
7:BC:64:1LE:HG22 7:BC:68:MET:HE2 2.02 0.41
6:BQ:35:ASN:HD21 3:BS:84:SER:HA 1.85 0.41
7:Bg:152:VAL:HG21 7:Bg:262: TRP:CH2 2.56 0.41
7:Bg:282:GLU:O 7:Bg:286:SER:OG 2.31 0.41
6:Bk:226:ARG:CD 7:Bq:369:ILE:O 2.61 0.41
7:Bl:152: VAL:HG21 7:B1:262: TRP:CH2 2.56 0.41
7:Bq:195:1LE:HD12 7:Bq:281:LEU:HD11 2.03 0.41
7:Bv:322:HIS:HB2 7:Bv:338:SER:HB2 2.03 0.41
6:Bz:357:GLU:OE1 6:B5:21:ALA:HB2 2.20 0.41
2:D:151:ALA:HB3 2:D:188:LEU:HD13 2.03 0.41
1:1:223:TYR:HH 1:1:269:ILE:HG12 1.86 0.41
1:N:58:ALA:HB1 1:N:72:PHE:HE1 1.85 0.41
1:N:89:ILE:CD1 7:AT:362:ASN:HD22 2.15 0.41
2:0:59:VAL:O 2:0:63:VAL:HG23 2.20 0.41
2:W:160:SER:C 2:W:162:LEU:H 2.28 0.41
2:W:161:PRO:O 2:W:162:LEU:HD23 2.21 0.41
2:a:160:SER:C 2:a:162:LEU:H 2.28 0.41
2:a:161:PRO:O 2:a:162:LEU:HD23 2.21 0.41
2:b:183:LYS:HE3 2:b:183:LYS:HB3 1.71 0.41
1:c:187:TYR:HE2 1:¢:284:VAL:HG23 1.85 0.41
1:¢:283:ARG:HH21 2:1:106:GLY:HA3 1.86 0.41
2:¢:157:ASP:OD1 2:¢:195:ARG:NH1 2.52 0.41
2:1:144:LEU:HD12 2:1:144:LEU:HA 1.93 0.41
2:3:86:VAL:O 2:3:88:VAL:N 2.53 0.41
2:3:151:ALA:HB3 2:3:188:LEU:HD13 2.03 0.41
2:m:160:SER:C 2:m:162:LEU:H 2.28 0.41
1:0:179:ASP:OD1 2:1:136:ARG:NH2 2.54 0.41
1:0:283:ARG:HH21 2:1:106:GLY:HA3 1.86 0.41
2:q:161:PRO:O 2:q:162:LEU:HD23 2.21 0.41
2:1:86:VAL:O 2:1:88:VAL:N 2.53 0.41
2:u:59:VAL:O 2:u:63:VAL:HG23 2.20 0.41
2:u:172:TYR:HD1 2:u:189:ARG:NH1 2.17 0.41
1:w:179:ASP:OD1 2:2:136:ARG:NH2 2.54 0.41
6:9:35:ASN:HD21 3:AA:84:SER:HA 1.85 0.41
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Atom-1 Atom-2 distance (A) overlap (A)

6:9:194:THR:OG1 6:AD:239:GLU:OE2 2.36 0.41
3:AA:115:THR:HA 3:AF:174:SER:O 2.20 0.41
6:AD:357:GLU:OE1 6:Al:21:ALA:HB2 2.20 0.41
7:AE:205:THR:OG1 3:AF:32:THR:HG22 2.18 0.41
3:AF:127:LYS:NZ 3:AP:256:ASN:O 2.40 0.41
6:Al:256:SER:HA 6:Al:344:MET:HE3 2.02 0.41
6:Al:357:GLU:OE1 6:AN:21:ALA:HB2 2.20 0.41
7:AJ:64:1LE:HG22 7:AJ:68:MET:HE2 2.02 0.41
3:AK:127:LYS:NZ 3:AU:256:ASN:O 2.40 0.41
6:AN:263:VAL:HG11 | 6:AN:325:THR:HG21 2.02 0.41
6:AN:357:GLU:OE1 6:AS:21:ALA:HB2 2.20 0.41
7:AO:64:ILE:HG22 7:AO:68: MET:HE2 2.02 0.41
6:AS:194: THR:OG1 6:AX:239:GLU:OE2 2.36 0.41
6:AS:263:VAL:HG11 | 6:AS:325:THR:HG21 2.02 0.41
7:AT:156:GLN:HE21 7:AT:156:GLN:HB2 1.77 0.41
3:AU:127:LYS:NZ 3:Ae:256:ASN:O 2.40 0.41
6:AX:175:PRO:HB2 3:AZ:80:ALA:CB 2.51 0.41
6:AX:256:SER:HA 6:AX:344:MET:HE3 2.02 0.41
6:Ac:256:SER:HA 6:Ac:344:MET:HE3 2.02 0.41
6:Am:353:ALA:HB2 6:Ar:253:ILE:CG1 2.49 0.41
7:An:269:MET:HE3 7:An:269:MET:HB3 1.96 0.41
6:Ar:263:VAL:HG11 6:Ar:325: THR:HG21 2.02 0.41
7:A3:195:ILE:HD12 7:A3:281:LEU:HD11 2.03 0.41
7:A8:152:VAL:HG21 7:A8:262: TRP:CH2 2.56 0.41
6:BB:226:ARG:CD 7:BH:369:ILE:O 2.61 0.41
6:BG:263:VAL:HG11 | 6:BG:325:THR:HG21 2.02 0.41
7:BH:64:ILE:HG22 7:BH:68:MET:HE2 2.02 0.41
7:BH:152:VAL:HG21 7:BH:262: TRP:CH2 2.56 0.41
3:BI:41:LYS:HE2 3:BI:41:LYS:HB3 1.91 0.41
7:BW:126:VAL:HA 7:BW:195:1LE:HG23 2.03 0.41
7:BW:195:1ILE:HD12 | 7:BW:281:LEU:HD11 2.03 0.41
6:Ba:35:ASN:HD21 3:Bc:84:SER:HA 1.85 0.41
7:Bb:126:VAL:HA 7:Bb:195:ILE:HG23 2.03 0.41
6:Bf:353:ALA:HB2 6:Bk:253:ILE:CG1 2.49 0.41
7:Bg:126:VAL:HA 7:Bg:195:ILE:HG23 2.03 0.41
6:Bk:175:PRO:HB2 3:Bm:80:ALA:CB 2.51 0.41
7:B1:322:HIS:HB2 7:B1:338:SER:HB2 2.03 0.41
6:Bp:236:SER:O 6:Bp:240:ASN:ND2 2.50 0.41
6:Bp:256:SER:HA 6:Bp:344:MET:HE3 2.02 0.41
7:Bq:156:GLN:HE21 7:Bq:156:GLN:HB2 1.77 0.41
6:Bu:35:ASN:HD21 3:Bw:84:SER:HA 1.85 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
6:Bu:357:GLU:OE1 6:Bz:21:ALA:HB2 2.20 0.41
7:Bv:195:1LE:HD12 7:Bv:281:LEU:HD11 2.03 0.41
6:Bz:256:SER:HA 6:Bz:344:MET:HE3 2.02 0.41
7:B1:225:LYS:HE3 7:B1:225:LYS:HB2 1.92 0.41
7:B1:322:HIS:HB2 7:B1:338:SER:HB2 2.03 0.41
2:G:157:ASP:OD1 2:G:195:ARG:NH1 2.52 0.41
1:J:184:ILE:HG21 2:K:141:MET:HE2 2.01 0.41
2:K:59:VAL:O 2:K:63:VAL:HG23 2.20 0.41
2:5:161:PRO:O 2:S5:162:LEU:HD23 2.21 0.41
2:X:151:ALA:HB3 2:X:188:LEU:HD13 2.03 0.41
2:b:208:ASP:O 1:d:293:VAL:HB 2.20 0.41
1:k:144:SER:O 1:k:144:SER:OG 2.37 0.41
1:5:283:ARG:HH21 2:v:106:GLY:HA3 1.86 0.41
2:u:160:SER:C 2:u:162:LEU:H 2.28 0.41
1:x:161:LYS:HD3 1:x:161:LYS:HA 1.75 0.41
1:x:292:GLN:OE1 1:x:292:GLN:N 2.48 0.41
6:4:21:ALA:HB2 6:B5:357:GLU:OE1 2.20 0.41
6:4:35:ASN:HD21 3:6:84:SER:HA 1.85 0.41
7:5:152:VAL:HG21 7:5:262:TRP:CH2 2.56 0.41
7:0:64:1ILE:HG22 7:0:68:MET:HE2 2.02 0.41
6:AD:256:SER:HA 6:AD:344:MET:HE3 2.02 0.41
7:AE:64:1LE:HG22 7:AE:68:MET:HE2 2.02 0.41
7:-AE:126:VAL:HA 7:-AE:195:ILE:HG23 2.03 0.41
6:A1:263:VAL:HG11 6:AI:325: THR:HG21 2.02 0.41
7:AJ:126:VAL:HA 7:AJ:195:ILE:HG23 2.03 0.41
7:AT:64:1ILE:HG22 7:AT:68:MET:HE2 2.02 0.41
6:AX:263:VAL:HG11 | 6:AX:325:THR:HG21 2.02 0.41
6:Ac:175:PRO:HB2 3:Ae:80:ALA:CB 2.51 0.41
7:Ad:195:1LE:HD12 7:Ad:281:LEU:HD11 2.03 0.41
7:Ad:322:HIS:HB2 7:Ad:338:SER:HB2 2.03 0.41
6:Ah:263:VAL:HG11 | 6:Ah:325:THR:HG21 2.02 0.41
7:Ai:322:HIS:HB2 7:Ai:338:SER:HB2 2.03 0.41
3:Aj:168:LYS:HE3 3:Aj:168:LYS:HB2 1.86 0.41
7:As:64:1LE:HG22 7:As:68:MET:HE2 2.02 0.41
3:A9:102:GLY:N 3:A9:105:ASP:0OD2 2.48 0.41
6:BG:211:MET:HE2 6:BG:223:ARG:HB2 2.02 0.41
6:BL:175:PRO:HB2 3:BN:80:ALA:CB 2.51 0.41
6:BQ:175:PRO:HB2 3:BS:80:ALA:CB 2.51 0.41
7:BR:126:VAL:HA 7:BR:195:ILE:HG23 2.03 0.41
3:BS:107:ILE:HG23 3:BS:179:VAL:HG23 2.01 0.41
6:Ba:33:ARG:HE 6:Ba:33:ARG:HB3 1.67 0.41
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Atom-1 Atom-2 distance (A) overlap (A)
7:B1:126:VAL:HA 7:Bl:195:ILE:HG23 2.03 0.41
7:Bl:156:GLN:HE21 7:Bl:156: GLN:HB2 1.77 0.41
7:Bq:225:LYS:HE3 7:Bq:225:LYS:HB2 1.92 0.41
6:Bu:175:PRO:HB2 3:Bw:80:ALA:CB 2.51 0.41
6:Bu:263:VAL:HG11 | 6:Bu:325:THR:HG21 2.02 0.41
7:Bv:152: VAL:HG21 7:Bv:262: TRP:CH2 2.56 0.41
6:Bz:35:ASN:HD21 3:B2:84:SER:HA 1.85 0.41
7:B6:322:HIS:HB2 7:B6:338:SER:HB2 2.03 0.41
2:C:153:LEU:HD23 2:C:153:LEU:HA 1.92 0.40
2:C:157:ASP:OD1 2:C:195:ARG:NH1 2.52 0.40
1:1:179:ASP:OD1 2:1:136:ARG:NH2 2.54 0.40
1:J:58:ALA:HB1 1:J:72:PHE:HE1 1.85 0.40
2:K:172:TYR:HD1 2:K:189:ARG:NH1 2.17 0.40
1:Q:290:ARG:NH1 2:5:207:ARG:0O 2.52 0.40
1:U:91:-MET:HE2 1:U:91:MET:HB2 2.01 0.40
1:V:138:SER:HG 1:V:148:ARG:HH11 1.61 0.40
1:1:292:GLN:OE1 1:1:292:GLN:N 2.48 0.40
1:5:223:TYR:HH 1:5:269:ILE:HG12 1.87 0.40
2:u:157:ASP:OD1 2:u:195:ARG:NH1 2.52 0.40
2:y:160:SER:C 2:y:162:LEU:H 2.28 0.40
2:y:161:PRO:O 2:y:162:LEU:HD23 2.21 0.40
7:5:64:ILE:HG22 7:5:68:MET:HE2 2.02 0.40
7:0:126:VAL:HA 7:0:195:1ILE:HG23 2.03 0.40
7:AO:126:VAL:HA 7:AO:195:ILE:HG23 2.03 0.40
7:AY:152:VAL:HG21 7:AY:262: TRP:CH2 2.56 0.40
6:Ac:263:VAL:HG11 | 6:Ac:325:THR:HG21 2.02 0.40
6:Ah:175:PRO:HB2 3:Aj:80:ALA:CB 2.51 0.40
3:Aj:102:GLY:N 3:Aj:105:ASP:OD2 2.48 0.40
7:An:322:HIS:HB2 7:An:338:SER:HB2 2.03 0.40
3:A4:102:GLY:N 3:A4:105:ASP:0D2 2.48 0.40
7:A8:195:ILE:HD12 7:A8:281:LEU:HD11 2.03 0.40
6:BB:175:PRO:HB2 3:BD:80:ALA:CB 2.51 0.40
6:BG:175:PRO:HB2 3:BI:80:ALA:CB 2.51 0.40
7:BM:64:1LE:HG22 7:BM:68:MET:HE2 2.02 0.40
7:BR:152:VAL:HG21 7:BR:262: TRP:CH2 2.56 0.40
7:Bg:322:HIS:HB2 7:Bg:338:SER:HB2 2.03 0.40
7:Bq:152:VAL:HG21 7:Bq:262: TRP:CH2 2.56 0.40
1:A:179:ASP:OD1 2:D:136:ARG:NH2 2.54 0.40
2:K:161:PRO:O 2:K:162:LEU:HD23 2.21 0.40
1:Y:283:ARG:HH21 2:b:106:GLY:HA3 1.86 0.40
1:c:161:LYS:HA 1:¢:161:LYS:HD3 1.80 0.40
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
2:1:151:ALA:HB3 2:1:188:LEU:HD13 2.03 0.40
2:1:157:ASP:OD1 2:1:195:ARG:NH1 2.52 0.40
1:k:290:ARG:NH1 2:m:207:ARG:O 2.52 0.40
1:1:200:LYS:O 1:1:203:SER:OG 2.30 0.40
3:1:84:SER:HA 6:B5:35:ASN:HD21 1.85 0.40
6:AD:194:THR:0G1 6:A1:239:GLU:OE2 2.36 0.40
6:AD:263:VAL:HG11 | 6:AD:325:THR:HG21 2.02 0.40
7:AT:206:VAL:HG21 3:AU:36:ALA:HA 1.98 0.40
7:AY:64:1LE:HG22 7:-AY:68:MET:HE2 2.02 0.40
7:AY:195:ILE:HD12 7:AY:281:LEU:HD11 2.03 0.40
7:Ad:152:VAL:HG21 7:Ad:262: TRP:CH2 2.56 0.40
6:Ah:256:SER:HA 6:Ah:344:MET:HE3 2.02 0.40
6:Am:175:PRO:HB2 3:A0:80:ALA:CB 2.51 0.40
6:Am:256:SER:HA 6:Am:344:MET:HE3 2.02 0.40
7:An:64:ILE:HG22 7:An:68:MET:HE2 2.02 0.40
6:Ar:211:MET:HE2 6:Ar:223:ARG:HB2 2.02 0.40
6:Ar:256:SER:HA 6:Ar:344:MET:HE3 2.02 0.40
6:Aw:175:PRO:HB2 3:Ay:80:ALA:CB 2.51 0.40
7:Ax:322:HIS:HB2 7:Ax:338:SER:HB2 2.03 0.40
6:A2:175:PRO:HB2 3:A4:80:ALA:CB 2.51 0.40
7:A3:322:HIS:HB2 7:A3:338:SER:HB2 2.03 0.40
6:A7:78:LYS:HE3 6:A7:78:LYS:HB2 1.87 0.40
6:A7:175:PRO:HB2 3:A9:80:ALA:CB 2.51 0.40
6:BQ:211:MET:HE2 | 6:BQ:223:ARG:HB2 2.02 0.40
6:BV:35:ASN:HD21 3:BX:84:SER:HA 1.85 0.40
6:BV:175:PRO:HB2 3:BX:80:ALA:CB 2.51 0.40
7:BW:107:ASP:OD1 7:BW:107:ASP:N 2.47 0.40
6:Ba:226:ARG:CD 7:Bg:369:1LE:O 2.61 0.40
6:Ba:256:SER:HA 6:Ba:344:MET:HE3 2.02 0.40
6:Bk:236:SER:O 6:Bk:240:ASN:ND2 2.50 0.40
6:Bk:353:ALA:HB2 6:Bp:253:1LE:CG1 2.49 0.40
7:B1:195:ILE:HD12 7:B1:281:LEU:HD11 2.03 0.40
1:M:179:ASP:0OD1 2:P:136:ARG:NH2 2.54 0.40
2:0:161:PRO:O 2:0:162:LEU:HD23 2.21 0.40
2:S:153:LEU:HD23 2:S:153:LEU:HA 1.92 0.40
1:U:223: TYR:HH 1:U:269:ILE:HG12 1.86 0.40
2:b:151:ALA:HB3 2:b:188:LEU:HD13 2.03 0.40
2:¢:59:VAL:HG22 2:¢:87:CYS:HB3 2.03 0.40
1:1:58:ALA:HB1 1:1:72:PHE:HE1 1.85 0.40
1:1:247:TYR:O 1:1:250:SER:OG 2.25 0.40
3:6:102:GLY:N 3:6:105:ASP:0D2 2.48 0.40
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
6:9:78:LYS:HE3 6:9:78:LYS:HB2 1.87 0.40
6:AD:353:ALA:HB2 6:Al:253:ILE:CG1 2.49 0.40
6:AN:194: THR:OG1 6:AS:239:GLU:OE2 2.36 0.40
7:A0:156:GLN:HE21 7:A0:156:GLN:HB2 1.77 0.40
7:AT:126:VAL:HA 7:AT:195:1ILE:HG23 2.03 0.40
7:AY:322:HIS:HB2 7:AY:338:SER:HB2 2.03 0.40
6:Ah:353:ALA:HB2 6:Am:253:ILE:CG1 2.49 0.40
6:Am:263:VAL:HG11 | 6:Am:325:THR:HG21 2.02 0.40
6:Ar:175:PRO:HB2 3:At:80:ALA:CB 2.51 0.40
3:A4:127:LYS:NZ 3:BD:256:ASN:O 2.40 0.40
6:BB:256:SER:HA 6:BB:344:MET:HE3 2.02 0.40
7:BC:205:THR:OG1 3:BD:32: THR:HG22 2.18 0.40
7:BH:206:VAL:HG21 3:BI:36:ALA:HA 1.98 0.40
7:BM:126:VAL:HA 7:BM:195:ILE:HG23 2.03 0.40
7:BR:64:1ILE:HG22 7:BR:68:MET:HE2 2.02 0.40
7:BR:195:ILE:HD12 7:BR:281:LEU:HD11 2.03 0.40
7:Bb:152:VAL:HG21 7:Bb:262: TRP:CH2 2.56 0.40
6:Bf:175:PRO:HB2 3:Bh:80:ALA:CB 2.51 0.40
6:Bk:256:SER:HA 6:Bk:344:MET:HE3 2.02 0.40
7:Bq:126: VAL:HA 7:Bq:195:ILE:HG23 2.03 0.40
3:Bw:168:LYS:HE3 3:Bw:168:LYS:HB2 1.87 0.40
7:B6:225:LYS:HE3 7:B6:225:LYS:HB2 1.92 0.40
2:C:160:SER:C 2:C:162:LEU:H 2.28 0.40
1:Q:179:ASP:0OD1 2:T:136:ARG:NH2 2.54 0.40
2:5:59:VAL:HG22 2:5:87:CYS:HB3 2.03 0.40
1:U:179:ASP:OD1 2:X:136:ARG:NH2 2.54 0.40
2:W:59:VAL:HG22 2:W:87:CYS:HB3 2.03 0.40
1:Y:187:TYR:HE2 1:Y:284:VAL:HG23 1.85 0.40
2:a:59:VAL:HG22 2:a:87:CYS:HB3 2.03 0.40
1:¢:223:TYR:HH 1:¢:269:ILE:HG12 1.86 0.40
2:n:86:VAL:O 2:n:88:VAL:N 2.53 0.40
7:5:126:VAL:HA 7:5:195:1ILE:HG23 2.03 0.40
7:5:322:HIS:HB2 7:5:338:SER:HB2 2.03 0.40
3:AA:133:MET:CG 3:AF:157:ASN:HD21 2.26 0.40
6:AN:78:LYS:HB2 6:AN:78:LYS:HE3 1.87 0.40
7:Ad:64:1LE:HG22 7:Ad:68: MET:HE2 2.02 0.40
3:A0:41:LYS:HE2 3:A0:41:LYS:HB3 1.92 0.40
3:A4:41:LYS:HE2 3:A4:41:LYS:HB3 1.92 0.40
6:Ba:78:LYS:HE3 6:Ba:78:LYS:HB2 1.87 0.40
7:Bq:64:1LE:HG22 7:Bq:68:MET:HE2 2.02 0.40
7:Bv:107:ASP:OD1 7:Bv:107:ASP:N 2.48 0.40
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
6:B5:256:SER:HA 6:B5:344:MET:HE3 2.02 0.40
7:B6:64:ILE:HG22 7:B6:68:MET:HE2 2.02 0.40
2:G:59:VAL:O 2:G:63:VAL:HG23 2.20 0.40
2:0:59:VAL:HG22 2:0:87:CYS:HB3 2.03 0.40
2:0:163:ASP:0OD1 2:0:163:ASP:N 2.55 0.40
1:Q:91:MET:HE2 1:Q:91:MET:HB2 2.01 0.40
2:X:86:VAL:O 2:X:88:VAL:N 2.53 0.40
2:¢:160:SER:C 2:e:162:LEU:H 2.28 0.40
2:1:59:VAL:HG22 2:1:87:CYS:HB3 2.04 0.40
2:1:160:SER:C 2:1:162:LEU:H 2.28 0.40
2:m:59:VAL:O 2:m:63:VAL:HG23 2.20 0.40
1:w:223:TYR:HH 1:w:269:ILE:HG12 1.87 0.40
1:w:283:ARG:HH21 2:2:106:GLY:HA3 1.86 0.40
6:4:357:GLU:OE1 6:9:21:ALA:HB2 2.20 0.40
6:9:256:SER:HA 6:9:344:MET:HE3 2.02 0.40
3:AK:102:GLY:N 3:AK:105:ASP:0OD2 2.48 0.40
6:AS:175:PRO:HB2 3:AU:R0:ALA:CA 2.52 0.40
7:As:322:HIS:HB2 7:As:338:SER:HB2 2.03 0.40
6:Aw:256:SER:HA 6:Aw:344:MET:HE3 2.02 0.40
7:AK:322:HIS:HB2 7:A8:338:SER:HB2 2.03 0.40
7:BW:152:VAL:HG21 | 7:BW:262:TRP:CH2 2.56 0.40
7:Bg:64:ILE:HG22 7:Bg:68:MET:HE2 2.02 0.40
7:Bl:64:ILE:HG22 7:BlL:68:MET:HE2 2.02 0.40
7:Bl:269:MET:HE3 7:Bl:269:MET:HB3 1.96 0.40

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all 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 A 268/293 (92%) 259 (97%) 9 (3%) 0 100 § 4 100
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 B 269/293 (92%) 267 (99%) | 2 (1%) 0 |
1 E 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 F 269/293 (92%) 266 (99%) | 3 (1%) 0 |
1 I 268/203 (92%) | 259 (97%) | 9 (3%) 0 100 ] [100]
1 J 269/293 (92%) 267 (99%) | 2 (1%) 0 |
1 M 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 N 269/293 (92%) 267 (99%) | 2 (1%) 0 |
1 Q 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 R 269/293 (92%) 267 (99%) | 2 (1%) 0 |
1 U 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 \Y% 269/293 (92%) 267 (99%) | 2 (1%) 0 |
1 Y 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 Z 269/293 (92%) 267 (99%) | 2 (1%) 0 |
1 c 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 d 269/293 (92%) 266 (99%) | 3 (1%) 0 |
1 g 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 h 269/293 (92%) 267 (99%) | 2 (1%) 0 |
1 k 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 1 269/293 (92%) 267 (99%) | 2 (1%) 0 |
1 0 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 p 269/203 (92%) | 266 (99%) | 3 (1%) 0 100 [100]
1 s 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 t 269/293 (92%) 267 (99%) | 2 (1%) 0 |
1 W 268/293 (92%) 259 (97%) | 9 (3%) 0 |
1 X 269/293 (92%) 267 (99%) | 2 (1%) 0 |
2 C 177/211 (84%) 170 (96%) | 6 3%) | 1 (1%) 22 46
2 D 177/211 (84%) 172 (97%) | 5 (3%) 0 100 J | 100
2 G 177/211 (84%) 170 (96%) | 6 (3%) | 1 (1%) 22 46
2 H 177/211 (84%) 172 (97%) | 5 (3%) 0 100 |
2 K 177/211 (84%) 170 (96%) | 6 (3%) | 1 (1%) 22 46
2 L 177/211 (84%) 172 (97%) | 5 (3%) 0 100 ] 100
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
5 Be 11/13 (85%) 0 (82%) | 2 (18%) 0 [100] [ 100
5 Bj 11/13 (85%) 9 (82%) | 2 (18%) 0 100 ] [100]
5 | Bo 11/13 (85%) 0 (82%) | 2 (18%) 0 [100] [ 100
5 | Bt 11/13 (85%) 9 (82%) | 2 (18%) 0 100 ] [100]
5 | By 11/13 (85%) 9 (82%) | 2 (18%) 0 100 ] [100]
6 4 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 9 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 A2 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 A7 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 AD 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Al 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 AN 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 AS 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 AX 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Ac 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Ah 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Am 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Ar 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Aw 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 B5 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 BB 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 BG 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 BL 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 BQ 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 BV 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Ba 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Bf 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Bk 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Bp 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Bu 281/363 (77%) 275 (98%) | 6 (2%) 0 |
6 Bz 281/363 (77%) 275 (98%) | 6 (2%) 0
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
7 0 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 5 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 A3 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 | A8 350/377 (93%) | 346 (99%) | 4 (1%) 0 100 ] [100]
7 AE 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 | AJ 350/377 (93%) | 346 (99%) | 4 (1%) 0 [100] [ 100
7 AO 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 AT 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 AY 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 Ad 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 Ai 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 An 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 | As 350/377 (93%) | 346 (99%) | 4 (1%) 0 [100] [ 100
7 Ax 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 B1 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 B6 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 BC 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 BH 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 BM 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 BR 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 | BW | 350/377 (93%) | 346 (99%) | 4 (1%) 0 100 [100]
7 Bb 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 | Bg 350/377 (93%) | 346 (99%) | 4 (1%) 0 [100] [ 100
7 Bl 350/377 (93%) 346 (99%) | 4 (1%) 0 |
7 | Bq 350/377 (93%) | 346 (99%) | 4 (1%) 0 [100] [ 100
7 Bv 350/377 (93%) 346 (99%) | 4 (1%) 0 |

All | Al | 34151/43134 (79%) | 33407 (98%) | 705 (2%) | 39 (0%)

All (39) Ramachandran outliers are listed below:

Mol | Chain | Res | Type
2 C 35 GLU
2 G 35 GLU

Continued on next page...
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Mol | Chain | Res | Type
2 K 35 GLU
2 O 35 GLU
2 S 35 GLU
2 W 35 GLU
2 a 35 GLU
2 e 35 GLU
2 i 35 GLU
2 m 35 GLU
2 q 35 GLU
2 u 35 GLU
2 y 35 GLU
3 1 201 ASN
3 6 201 ASN
3 AA 201 ASN
3 AF 201 ASN
3 AK 201 ASN
3 AP 201 ASN
3 AU 201 ASN
3 AZ 201 ASN
3 Ae 201 ASN
3 Aj 201 ASN
3 Ao 201 ASN
3 At 201 ASN
3 Ay 201 ASN
3 A4 201 ASN
3 A9 201 ASN
3 BD 201 ASN
3 BI 201 ASN
3 BN 201 ASN
3 BS 201 ASN
3 BX 201 ASN
3 Bce 201 ASN
3 Bh 201 ASN
3 Bm 201 ASN
3 Br 201 ASN
3 Bw 201 ASN
3 B2 201 ASN

5.3.2 Protein sidechains (1)

In the following table, the Percentiles column shows the percent sidechain outliers of the chain
as a percentile score with respect to all PDB entries followed by that with respect to all EM
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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 A 239/260 (92%) 227 (95%) 12 (5%) 200 44
1 B 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 E 239/260 (92%) 227 (95%) 12 (5%) 20 44
1 F 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 I 239/260 (92%) 227 (95%) 12 (5%) 20 44
1 J 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 M 239/260 (92%) 227 (95%) 12 (5%) 20 44
1 N 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 Q 239/260 (92%) 227 (95%) 12 (5%) 20 44
1 R 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 U 239/260 (92%) 227 (95%) 12 (5%) 200 44
1 \Y 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 Y 239/260 (92%) 227 (95%) 12 (5%) 200 44
1 7 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 c 239/260 (92%) 227 (95%) 12 (5%) 20 44
1 d 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 g 239/260 (92%) 227 (95%) 12 (5%) 20 44
1 h 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 k 239/260 (92%) 227 (95%) 12 (5%) 20 44
1 1 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 0 239/260 (92%) 227 (95%) 12 (5%) 20 44
1 p 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 s 239/260 (92%) 227 (95%) 12 (5%) 200 44
1 t 240/260 (92%) 231 (96%) 9 (4%) 28 53
1 w 239/260 (92%) 227 (95%) 12 (5%) 20 44
1 X 240/260 (92%) 231 (96%) 9 (4%) 28 53
2 C 151/175 (86%) 144 (95%) 7 (5%) 23 A7
2 D 151/175 (86%) 143 (95%) 8 (5%) 197 42
2 G 151/175 (86%) 144 (95%) 7 (5%) 23 A7

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
7 Bl 308/332 (93%) 303 (98%) 5 (2%) o8 | 7T
7 Bq 308/332 (93%) 303 (98%) 5 (2%) a8 |77
7 Bv 308/332 (93%) 303 (98%) 5 (2%) 58 | TT
All All 29029/36140 (80%) | 28222 (97%) | 807 (3%) 40 63

All (807) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 A 67 LYS
1 A 82 GLU
1 A 121 THR
1 A 173 LEU
1 A 184 ILE
1 A 201 ARG
1 A 209 ILE
1 A 210 ARG
1 A 224 THR
1 A 256 ASP
1 A 283 ARG
1 A 290 ARG
1 B 107 LEU
1 B 121 THR
1 B 127 SER
1 B 193 GLN
1 B 196 LYS
1 B 216 ASP
1 B 256 ASP
1 B 265 LYS
1 B 293 VAL
2 C 93 GLU
2 C 96 LEU
2 C 105 GLN
2 C 124 VAL
2 C 163 ASP
2 C 193 GLU
2 C 198 GLN
2 D 105 GLN
2 D 140 SER
2 D 173 ASN
2 D 180 ARG
2 D 196 MET

Continued on next page...
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Mol | Chain | Res | Type
2 D 208 ASP
2 D 209 THR
2 D 210 PHE
1 E 67 LYS
1 E 82 GLU
1 E 121 THR
1 E 173 LEU
1 E 184 ILE
1 E 201 ARG
1 E 209 ILE
1 E 210 ARG
1 E 224 THR
1 E 256 ASP
1 E 283 ARG
1 E 290 ARG
1 F 107 LEU
1 F 121 THR
1 F 127 SER
1 F 193 GLN
1 F 196 LYS
1 F 216 ASP
1 F 256 ASP
1 F 265 LYS
1 F 293 VAL
2 G 93 GLU
2 G 96 LEU
2 G 105 GLN
2 G 124 VAL
2 G 163 ASP
2 G 193 GLU
2 G 198 GLN
2 H 105 GLN
2 H 140 SER
2 H 173 ASN
2 H 180 ARG
2 H 196 MET
2 H 208 ASP
2 H 209 THR
2 H 210 PHE
1 I 67 LYS
1 I 82 GLU
1 I 121 THR
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Mol | Chain | Res | Type
1 I 173 LEU
1 I 184 ILE
1 I 201 ARG
1 I 209 ILE
1 I 210 ARG
1 I 224 THR
1 I 256 ASP
1 I 283 ARG
1 I 290 ARG
1 J 107 LEU
1 J 121 THR
1 J 127 SER
1 J 193 GLN
1 J 196 LYS
1 J 216 ASP
1 J 256 ASP
1 J 265 LYS
1 J 293 VAL
2 K 96 LEU
2 K 105 GLN
2 K 124 VAL
2 K 163 ASP
2 K 193 GLU
2 K 198 GLN
2 L 105 GLN
2 L 140 SER
2 L 173 ASN
2 L 180 ARG
2 L 196 MET
2 L 208 ASP
2 L 209 THR
2 L 210 PHE
1 M 67 LYS
1 M 82 GLU
1 M 121 THR
1 M 173 LEU
1 M 184 ILE
1 M 201 ARG
1 M 209 ILE
1 M 210 ARG
1 M 224 THR
1 M 256 ASP
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Mol | Chain | Res | Type
1 M 283 ARG
1 M 290 ARG
1 N 107 LEU
1 N 121 THR
1 N 127 SER
1 N 193 GLN
1 N 196 LYS
1 N 216 ASP
1 N 256 ASP
1 N 265 LYS
1 N 293 VAL
2 O 93 GLU
2 O 96 LEU
2 O 105 GLN
2 O 124 VAL
2 O 163 ASP
2 O 193 GLU
2 O 198 GLN
2 P 105 GLN
2 P 140 SER
2 P 173 ASN
2 P 180 ARG
2 P 196 MET
2 P 208 ASP
2 P 209 THR
2 P 210 PHE
1 Q 67 LYS
1 Q 82 GLU
1 Q 121 THR
1 Q 173 LEU
1 Q 184 ILE
1 Q 201 ARG
1 Q 209 ILE
1 Q 210 ARG
1 Q 224 THR
1 Q 256 ASP
1 Q 283 ARG
1 Q 290 ARG
1 R 107 LEU
1 R 121 THR
1 R 127 SER
1 R 193 GLN
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Mol | Chain | Res | Type
1 R 196 LYS
1 R 216 ASP
1 R 256 ASP
1 R 265 LYS
1 R 293 VAL
2 S 93 GLU
2 S 96 LEU
2 S 105 GLN
2 S 124 VAL
2 S 163 ASP
2 S 193 GLU
2 S 198 GLN
2 T 105 GLN
2 T 140 SER
2 T 173 ASN
2 T 180 ARG
2 T 196 MET
2 T 208 ASP
2 T 209 THR
2 T 210 PHE
1 U 67 LYS
1 U 82 GLU
1 U 121 THR
1 U 173 LEU
1 U 184 ILE
1 U 201 ARG
1 U 209 ILE
1 U 210 ARG
1 U 224 THR
1 U 256 ASP
1 U 283 ARG
1 U 290 ARG
1 \Y 107 LEU
1 \Y 121 THR
1 \Y 127 SER
1 \Y 193 GLN
1 \Y 196 LYS
1 \Y 216 ASP
1 \Y 256 ASP
1 \Y 265 LYS
1 \Y 293 VAL
2 W 93 GLU
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Mol | Chain | Res | Type
2 W 96 LEU
2 W 105 GLN
2 W 124 VAL
2 W 163 ASP
2 W 193 GLU
2 W 198 GLN
2 X 105 GLN
2 X 140 SER
2 X 173 ASN
2 X 180 ARG
2 X 196 MET
2 X 208 ASP
2 X 209 THR
2 X 210 PHE
1 Y 67 LYS
1 Y 82 GLU
1 Y 121 THR
1 Y 173 LEU
1 Y 184 ILE
1 Y 201 ARG
1 Y 209 ILE
1 Y 210 ARG
1 Y 224 THR
1 Y 256 ASP
1 Y 283 ARG
1 Y 290 ARG
1 7 107 LEU
1 Z 121 THR
1 Z 127 SER
1 Z 193 GLN
1 Z 196 LYS
1 Z 216 ASP
1 7 256 ASP
1 / 265 LYS
1 Z 293 VAL
2 a 93 GLU
2 a 96 LEU
2 a 105 GLN
2 a 124 VAL
2 a 163 ASP
2 a 193 GLU
2 a 198 GLN
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Mol | Chain | Res | Type
2 b 105 GLN
2 b 140 SER
2 b 173 ASN
2 b 180 ARG
2 b 196 MET
2 b 208 ASP
2 b 209 THR
2 b 210 PHE
1 c 67 LYS
1 c 82 GLU
1 c 121 THR
1 c 173 LEU
1 c 184 ILE
1 c 201 ARG
1 c 209 ILE
1 c 210 ARG
1 c 224 THR
1 c 256 ASP
1 c 283 ARG
1 c 290 ARG
1 d 107 LEU
1 d 121 THR
1 d 127 SER
1 d 193 GLN
1 d 196 LYS
1 d 216 ASP
1 d 256 ASP
1 d 265 LYS
1 d 293 VAL
2 e 93 GLU
2 e 96 LEU
2 e 105 GLN
2 e 124 VAL
2 e 163 ASP
2 e 193 GLU
2 e 198 GLN
2 f 105 GLN
2 f 140 SER
2 f 173 ASN
2 f 180 ARG
2 f 196 MET
2 f 208 ASP
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Mol | Chain | Res | Type
2 f 209 THR
2 f 210 PHE
1 g 67 LYS
1 g 82 GLU
1 g 121 THR
1 g 173 LEU
1 g 184 ILE
1 g 201 ARG
1 g 209 ILE
1 g 210 ARG
1 g 224 THR
1 g 256 ASP
1 g 283 ARG
1 g 290 ARG
1 h 107 LEU
1 h 121 THR
1 h 127 SER
1 h 193 GLN
1 h 196 LYS
1 h 216 ASP
1 h 256 ASP
1 h 265 LYS
1 h 293 VAL
2 i 93 GLU
2 i 96 LEU
2 i 105 GLN
2 i 124 VAL
2 i 163 ASP
2 i 193 GLU
2 i 198 GLN
2 j 105 GLN
2 j 140 SER
2 j 173 ASN
2 j 180 ARG
2 j 196 MET
2 j 208 ASP
2 j 209 THR
2 j 210 PHE
1 k 67 LYS
1 k 82 GLU
1 k 121 THR
1 k 173 LEU

Continued on next page...



Page 212

Full wwPDB EM Validation Report

EMD-39776, 8Z5N

Continued from previous page...

Mol | Chain | Res | Type
1 k 184 ILE
1 k 201 ARG
1 k 209 ILE
1 k 210 ARG
1 k 224 THR
1 k 256 ASP
1 k 283 ARG
1 k 290 ARG
1 1 107 LEU
1 1 121 THR
1 1 127 SER
1 1 193 GLN
1 1 196 LYS
1 1 216 ASP
1 1 256 ASP
1 1 265 LYS
1 1 293 VAL
2 m 93 GLU
2 m 96 LEU
2 m 105 GLN
2 m 124 VAL
2 m 163 ASP
2 m 193 GLU
2 m 198 GLN
2 n 105 GLN
2 n 140 SER
2 n 173 ASN
2 n 180 ARG
2 n 196 MET
2 n 208 ASP
2 n 209 THR
2 n 210 PHE
1 0 67 LYS
1 0 82 GLU
1 0 121 THR
1 0 173 LEU
1 0 184 ILE
1 0 201 ARG
1 o 209 ILE
1 0 210 ARG
1 0 224 THR
1 0 256 ASP
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Mol | Chain | Res | Type
1 0 283 ARG
1 0 290 ARG
1 p 107 LEU
1 p 121 THR
1 p 127 SER
1 p 193 GLN
1 p 196 LYS
1 p 216 ASP
1 p 256 ASP
1 p 265 LYS
1 p 293 VAL
2 q 93 GLU
2 q 96 LEU
2 q 105 GLN
2 q 124 VAL
2 q 163 ASP
2 q 193 GLU
2 q 198 GLN
2 r 105 GLN
2 r 140 SER
2 r 173 ASN
2 r 180 ARG
2 r 196 MET
2 r 208 ASP
2 r 209 THR
2 r 210 PHE
1 s 67 LYS
1 s 82 GLU
1 s 121 THR
1 s 173 LEU
1 s 184 ILE
1 S 201 ARG
1 s 209 ILE
1 s 210 ARG
1 s 224 THR
1 s 256 ASP
1 s 283 ARG
1 s 290 ARG
1 t 107 LEU
1 t 121 THR
1 t 127 SER
1 t 193 GLN
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Mol | Chain | Res | Type
1 t 196 LYS
1 t 216 ASP
1 t 256 ASP
1 t 265 LYS
1 t 293 VAL
2 u 96 LEU
2 u 105 GLN
2 u 124 VAL
2 u 163 ASP
2 u 193 GLU
2 u 198 GLN
2 v 105 GLN
2 v 140 SER
2 v 173 ASN
2 v 180 ARG
2 v 196 MET
2 % 208 ASP
2 \ 209 THR
2 v 210 PHE
1 w 67 LYS
1 w 82 GLU
1 w 121 THR
1 w 173 LEU
1 w 184 ILE
1 w 201 ARG
1 w 209 ILE
1 w 210 ARG
1 W 224 THR
1 W 256 ASP
1 w 283 ARG
1 w 290 ARG
1 X 107 LEU
1 X 121 THR
1 X 127 SER
1 X 193 GLN
1 X 196 LYS
1 X 216 ASP
1 X 256 ASP
1 X 265 LYS
1 X 293 VAL
2 y 93 GLU
2 y 96 LEU

Continued on next page...



Page 215

Full wwPDB EM Validation Report

EMD-39776, 8Z5N

Continued from previous page...

Mol | Chain | Res | Type
2 y 105 GLN
2 y 124 VAL
2 y 163 ASP
2 y 193 GLU
2 y 198 GLN
2 z 105 GLN
2 z 140 SER
2 z 173 ASN
2 z 180 ARG
2 z 196 MET
2 z 208 ASP
2 z 209 THR
2 z 210 PHE
3 1 51 ASP
3 1 143 LEU
3 1 145 ILE
4 2 142 LEU
6 4 122 THR
6 4 141 VAL
6 4 260 THR
6 4 279 MET
7 5 28 VAL
7 5 35 VAL
7 5 71 LEU
7 5 90 VAL
7 5 139 MET
3 6 51 ASP
3 6 143 LEU
3 6 145 ILE
4 7 142 LEU
6 9 122 THR
6 9 141 VAL
6 9 260 THR
6 9 279 MET
7 0 28 VAL
7 0 35 VAL
7 0 71 LEU
7 0 90 VAL
7 0 139 MET
3 AA 51 ASP
3 AA 143 LEU
3 AA 145 ILE
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Mol | Chain | Res | Type
4 AB 142 LEU
6 AD 122 THR
6 AD 141 VAL
6 AD 260 THR
6 AD 279 MET
7 AE 28 VAL
7 AE 35 VAL
7 AE 71 LEU
7 AE 90 VAL
7 AE 139 MET
3 AF 51 ASP
3 AF 143 LEU
3 AF 145 ILE
4 AG 142 LEU
6 Al 122 THR
6 Al 141 VAL
6 Al 260 THR
6 Al 279 MET
7 AJ 28 VAL
7 AJ 35 VAL
7 AJ 71 LEU
7 AlJ 90 VAL
7 AJ 139 MET
3 AK 51 ASP
3 AK 143 LEU
3 AK 145 ILE
4 AL 142 LEU
6 AN 122 THR
6 AN 141 VAL
6 AN 260 THR
6 AN 279 MET
7 AO 28 VAL
7 AO 35 VAL
7 AO 71 LEU
7 AO 90 VAL
7 AO 139 MET
3 AP 51 ASP
3 AP 143 LEU
3 AP 145 ILE
4 AQ 142 LEU
6 AS 122 THR
6 AS 141 VAL
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Mol | Chain | Res | Type
6 AS 260 THR
6 AS 279 MET
7 AT 28 VAL
7 AT 35 VAL
7 AT 71 LEU
7 AT 90 VAL
7 AT 139 MET
3 AU 51 ASP
3 AU 143 LEU
3 AU 145 ILE
4 AV 142 LEU
6 AX 122 THR
6 AX 141 VAL
6 AX 260 THR
6 AX 279 MET
7 AY 28 VAL
7 AY 35 VAL
7 AY 71 LEU
7 AY 90 VAL
7 AY 139 MET
3 AZ 51 ASP
3 AZ 143 LEU
3 AZ 145 ILE
4 Aa 142 LEU
6 Ac 122 THR
6 Ac 141 VAL
6 Ac 260 THR
6 Ac 279 MET
7 Ad 28 VAL
7 Ad 35 VAL
7 Ad 71 LEU
7 Ad 90 VAL
7 Ad 139 MET
3 Ae 51 ASP
3 Ae 143 LEU
3 Ae 145 ILE
4 Af 142 LEU
6 Ah 122 THR
6 Ah 141 VAL
6 Ah 260 THR
6 Ah 279 MET
7 Ai 28 VAL
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Mol | Chain | Res | Type
7 Ai 35 VAL
7 Ai 71 LEU
7 Ai 90 VAL
7 Ai 139 MET
3 Aj 51 ASP
3 Aj 143 LEU
3 Aj 145 ILE
4 Ak 142 LEU
6 Am 122 THR
6 Am 141 VAL
6 Am 260 THR
6 Am 279 MET
7 An 28 VAL
7 An 35 VAL
7 An 71 LEU
7 An 90 VAL
7 An 139 MET
3 Ao 51 ASP
3 Ao 143 LEU
3 Ao 145 ILE
4 Ap 142 LEU
6 Ar 122 THR
6 Ar 141 VAL
6 Ar 260 THR
6 Ar 279 MET
7 As 28 VAL
7 As 35 VAL
7 As 71 LEU
7 As 90 VAL
7 As 139 MET
3 At 51 ASP
3 At 143 LEU
3 At 145 ILE
4 Au 142 LEU
6 Aw 122 THR
6 Aw 141 VAL
6 Aw 260 THR
6 Aw 279 MET
7 Ax 28 VAL
7 Ax 35 VAL
7 Ax 71 LEU
7 Ax 90 VAL
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Mol | Chain | Res | Type
7 Ax 139 MET
3 Ay 51 ASP
3 Ay 143 LEU
3 Ay 145 ILE
4 Az 142 LEU
6 A2 24 LYS
6 A2 56 THR
6 A2 90 GLU
6 A2 122 THR
6 A2 141 VAL
6 A2 260 THR
6 A2 279 MET
7 A3 28 VAL
7 A3 35 VAL
7 A3 71 LEU
7 A3 90 VAL
7 A3 139 MET
3 A4 51 ASP
3 A4 143 LEU
3 A4 145 ILE
4 A5 142 LEU
6 AT 122 THR
6 AT 141 VAL
6 A7 260 THR
6 A7 279 MET
7 A8 28 VAL
7 A8 35 VAL
7 A8 71 LEU
7 A8 90 VAL
7 A8 139 MET
3 A9 51 ASP
3 A9 143 LEU
3 A9 145 ILE
4 A0 142 LEU
6 BB 122 THR
6 BB 141 VAL
6 BB 260 THR
6 BB 279 MET
7 BC 28 VAL
7 BC 35 VAL
7 BC 71 LEU
7 BC 90 VAL
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Mol | Chain | Res | Type
7 BC 139 MET
3 BD 51 ASP
3 BD 143 LEU
3 BD 145 ILE
4 BE 142 LEU
6 BG 122 THR
6 BG 141 VAL
6 BG 260 THR
6 BG 279 MET
7 BH 28 VAL
7 BH 35 VAL
7 BH 71 LEU
7 BH 90 VAL
7 BH 139 MET
3 BI 51 ASP
3 BI 143 LEU
3 BI 145 ILE
4 BJ 142 LEU
6 BL 122 THR
6 BL 141 VAL
6 BL 260 THR
6 BL 279 MET
7 BM 28 VAL
7 BM 35 VAL
7 BM 71 LEU
7 BM 90 VAL
7 BM 139 MET
3 BN 51 ASP
3 BN 143 LEU
3 BN 145 ILE
4 BO 142 LEU
6 BQ 122 THR
6 BQ 141 VAL
6 BQ 260 THR
6 BQ 279 MET
7 BR 28 VAL
7 BR 35 VAL
7 BR 71 LEU
7 BR 90 VAL
7 BR 139 MET
3 BS 51 ASP
3 BS 143 LEU
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Mol | Chain | Res | Type
3 BS 145 ILE
4 BT 142 LEU
6 BV 122 THR
6 BV 141 VAL
6 BV 260 THR
6 BV 279 MET
7 BW 28 VAL
7 BW 35 VAL
7 BW 71 LEU
7 BW 90 VAL
7 BW 139 MET
3 BX 51 ASP
3 BX 143 LEU
3 BX 145 ILE
4 BY 142 LEU
6 Ba 122 THR
6 Ba 141 VAL
6 Ba 260 THR
6 Ba 279 MET
7 Bb 28 VAL
7 Bb 35 VAL
7 Bb 71 LEU
7 Bb 90 VAL
7 Bb 139 MET
3 Be 51 ASP
3 Bce 143 LEU
3 Bce 145 ILE
4 Bd 142 LEU
6 Bf 122 THR
6 Bf 141 VAL
6 Bf 260 THR
6 Bf 279 MET
7 Bg 28 VAL
7 Bg 35 VAL
7 Bg 71 LEU
7 Bg 90 VAL
7 Bg 139 MET
3 Bh 51 ASP
3 Bh 143 LEU
3 Bh 145 ILE
4 Bi 142 LEU
6 Bk 122 THR
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Mol | Chain | Res | Type
6 Bk 141 VAL
6 Bk 260 THR
6 Bk 279 MET
7 Bl 28 VAL
7 Bl 35 VAL
7 Bl 71 LEU
7 Bl 90 VAL
7 Bl 139 MET
3 Bm 51 ASP
3 Bm 143 LEU
3 Bm 145 ILE
4 Bn 142 LEU
6 Bp 122 THR
6 Bp 141 VAL
6 Bp 260 THR
6 Bp 279 MET
7 Bq 28 VAL
7 Bq 35 VAL
7 Bq 71 LEU
7 Bq 90 VAL
7 Bq 139 MET
3 Br 51 ASP
3 Br 143 LEU
3 Br 145 ILE
4 Bs 142 LEU
6 Bu 122 THR
6 Bu 141 VAL
6 Bu 260 THR
6 Bu 279 MET
7 Bv 28 VAL
7 Bv 35 VAL
7 Bv 71 LEU
7 Bv 90 VAL
7 Bv 139 MET
3 Bw 51 ASP
3 Bw 143 LEU
3 Bw 145 ILE
4 Bx 142 LEU
6 Bz 122 THR
6 Bz 141 VAL
6 Bz 260 THR
6 Bz 279 MET
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Mol | Chain | Res | Type
7 B1 27 GLU
7 B1 93 GLU
7 B1 96 ARG
7 B1 139 MET
3 B2 56 ARG
3 B2 93 ASP
3 B2 143 LEU
3 B2 145 ILE
4 B3 142 LEU
6 B5 122 THR
6 Bb5 141 VAL
6 B5 260 THR
6 B5 279 MET
7 B6 28 VAL
7 B6 35 VAL
7 B6 71 LEU
7 B6 90 VAL
7 B6 139 MET

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (603)

such sidechains are listed below:

Mol | Chain | Res | Type
1 A 112 GLN
1 A 120 GLN
1 A 163 ASN
1 A 292 GLN
1 B 85 ASN
1 B 112 GLN
1 B 120 GLN
1 B 159 GLN
1 B 163 ASN
2 C 198 GLN
2 D 199 ASN
1 E 112 GLN
1 E 120 GLN
1 E 163 ASN
1 E 292 GLN
1 F 85 ASN
1 F 112 GLN
1 F 120 GLN
1 F 159 GLN
1 F 163 ASN
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Mol | Chain | Res | Type
2 G 198 GLN
2 H 199 ASN
1 I 112 GLN
1 I 120 GLN
1 I 163 ASN
1 I 292 GLN
1 J 47 GLN
1 J 85 ASN
1 J 112 GLN
1 J 120 GLN
1 J 159 GLN
1 J 163 ASN
2 K 198 GLN
2 L 199 ASN
1 M 112 GLN
1 M 120 GLN
1 M 163 ASN
1 M 292 GLN
1 N 47 GLN
1 N 85 ASN
1 N 112 GLN
1 N 120 GLN
1 N 159 GLN
1 N 163 ASN
2 O 198 GLN
2 P 199 ASN
1 Q 112 GLN
1 Q 120 GLN
1 Q 163 ASN
1 Q 292 GLN
1 R 47 GLN
1 R 85 ASN
1 R 112 GLN
1 R 120 GLN
1 R 159 GLN
1 R 163 ASN
2 S 198 GLN
2 T 199 ASN
1 U 112 GLN
1 U 120 GLN
1 U 163 ASN
1 U 292 GLN
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Mol | Chain | Res | Type
1 \Y 47 GLN
1 \Y 85 ASN
1 \Y 112 GLN
1 \Y 120 GLN
1 \Y 159 GLN
1 \Y 163 ASN
2 W 198 GLN
2 X 199 ASN
1 Y 112 GLN
1 Y 120 GLN
1 Y 163 ASN
1 Y 292 GLN
1 7 85 ASN
1 7 112 GLN
1 Z 120 GLN
1 Z 159 GLN
1 Z 163 ASN
2 a 198 GLN
2 b 199 ASN
1 c 112 GLN
1 c 120 GLN
1 c 163 ASN
1 c 292 GLN
1 d 47 GLN
1 d 85 ASN
1 d 112 GLN
1 d 120 GLN
1 d 159 GLN
1 d 163 ASN
2 e 198 GLN
2 f 199 ASN
1 g 112 GLN
1 g 120 GLN
1 g 163 ASN
1 g 292 GLN
1 h 85 ASN
1 h 112 GLN
1 h 120 GLN
1 h 159 GLN
1 h 163 ASN
2 i 198 GLN
2 j 199 ASN
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Mol | Chain | Res | Type
1 k 47 GLN
1 k 112 GLN
1 k 120 GLN
1 k 163 ASN
1 k 292 GLN
1 1 47 GLN
1 1 85 ASN
1 1 112 GLN
1 1 120 GLN
1 1 159 GLN
1 1 163 ASN
2 m 198 GLN
2 n 199 ASN
1 0 112 GLN
1 0 120 GLN
1 0 163 ASN
1 0 292 GLN
1 p 47 GLN
1 p 85 ASN
1 p 112 GLN
1 p 120 GLN
1 p 159 GLN
1 p 163 ASN
2 q 198 GLN
2 r 199 ASN
1 s 112 GLN
1 s 120 GLN
1 s 163 ASN
1 s 292 GLN
1 t 47 GLN
1 t 85 ASN
1 t 112 GLN
1 t 120 GLN
1 t 159 GLN
1 t 163 ASN
2 u 198 GLN
2 4 199 ASN
1 w 47 GLN
1 w 112 GLN
1 W 120 GLN
1 W 163 ASN
1 W 292 GLN
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Mol | Chain | Res | Type
1 X 85 ASN
1 X 112 GLN
1 X 120 GLN
1 X 159 GLN
1 X 163 ASN
2 y 198 GLN
2 z 199 ASN
3 1 156 ASN
3 1 222 ASN
3 1 243 GLN
4 2 139 GLN
6 4 35 ASN
6 4 121 GLN
6 4 176 ASN
6 4 205 ASN
6 4 210 GLN
6 4 334 ASN
6 4 348 GLN
6 4 352 GLN
7 5 79 GLN
7 5 128 ASN
7 5 156 GLN
7 5 183 GLN
7 5 329 GLN
7 5 374 ASN
3 6 156 ASN
3 6 222 ASN
3 6 243 GLN
4 7 139 GLN
6 9 35 ASN
6 9 121 GLN
6 9 176 ASN
6 9 205 ASN
6 9 210 GLN
6 9 334 ASN
6 9 348 GLN
6 9 352 GLN
7 0 79 GLN
7 0 128 ASN
7 0 156 GLN
7 0 329 GLN
7 0 374 ASN
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Mol | Chain | Res | Type
3 AA 222 ASN
4 AB 139 GLN
6 AD 35 ASN
6 AD 121 GLN
6 AD 176 ASN
6 AD 205 ASN
6 AD 210 GLN
6 AD 334 ASN
6 AD 348 GLN
6 AD 352 GLN
7 AE 79 GLN
7 AE 128 ASN
7 AE 156 GLN
7 AE 183 GLN
7 AE 329 GLN
7 AE 374 ASN
3 AF 156 ASN
3 AF 222 ASN
4 AG 139 GLN
6 Al 35 ASN
6 Al 121 GLN
6 Al 176 ASN
6 Al 205 ASN
6 Al 210 GLN
6 Al 334 ASN
6 Al 348 GLN
6 Al 352 GLN
7 AJ 79 GLN
7 AlJ 128 ASN
7 AJ 156 GLN
7 AJ 237 ASN
7 AJ 329 GLN
7 AJ 374 ASN
3 AK 156 ASN
3 AK 222 ASN
4 AL 139 GLN
6 AN 35 ASN
6 AN 121 GLN
6 AN 176 ASN
6 AN 205 ASN
6 AN 210 GLN
6 AN 334 ASN
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Mol | Chain | Res | Type
6 AN 348 GLN
6 AN 352 GLN
7 AO 79 GLN
7 AO 128 ASN
7 AO 156 GLN
7 AO 237 ASN
7 AO 329 GLN
7 AO 374 ASN
3 AP 156 ASN
3 AP 222 ASN
4 AQ 139 GLN
6 AS 35 ASN
6 AS 121 GLN
6 AS 176 ASN
6 AS 205 ASN
6 AS 210 GLN
6 AS 334 ASN
6 AS 348 GLN
6 AS 352 GLN
7 AT 79 GLN
7 AT 128 ASN
7 AT 156 GLN
7 AT 183 GLN
7 AT 329 GLN
7 AT 374 ASN
3 AU 156 ASN
3 AU 222 ASN
4 AV 139 GLN
6 AX 35 ASN
6 AX 121 GLN
6 AX 176 ASN
6 AX 205 ASN
6 AX 210 GLN
6 AX 334 ASN
6 AX 348 GLN
6 AX 352 GLN
7 AY 79 GLN
7 AY 128 ASN
7 AY 156 GLN
7 AY 183 GLN
7 AY 329 GLN
7 AY 374 ASN
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Mol | Chain | Res | Type
3 AZ 156 ASN
3 AZ 222 ASN
4 Aa 139 GLN
6 Ac 35 ASN
6 Ac 121 GLN
6 Ac 176 ASN
6 Ac 210 GLN
6 Ac 334 ASN
6 Ac 348 GLN
6 Ac 352 GLN
7 Ad 79 GLN
7 Ad 128 ASN
7 Ad 156 GLN
7 Ad 183 GLN
7 Ad 329 GLN
7 Ad 374 ASN
3 Ae 156 ASN
3 Ae 222 ASN
4 Af 139 GLN
6 Ah 35 ASN
6 Ah 121 GLN
6 Ah 176 ASN
6 Ah 210 GLN
6 Ah 334 ASN
6 Ah 348 GLN
6 Ah 352 GLN
7 Ai 79 GLN
7 Ai 128 ASN
7 Ai 156 GLN
7 Ai 183 GLN
7 Ai 329 GLN
7 Ai 374 ASN
3 Aj 156 ASN
3 Aj 222 ASN
4 Ak 139 GLN
6 Am 35 ASN
6 Am 66 ASN
6 Am 121 GLN
6 Am 176 ASN
6 Am 205 ASN
6 Am 210 GLN
6 Am 334 ASN
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Mol | Chain | Res | Type
6 Am 348 GLN
6 Am 352 GLN
7 An 79 GLN
7 An 128 ASN
7 An 156 GLN
7 An 183 GLN
7 An 329 GLN
7 An 374 ASN
3 Ao 156 ASN
3 Ao 222 ASN
4 Ap 139 GLN
6 Ar 35 ASN
6 Ar 121 GLN
6 Ar 176 ASN
6 Ar 210 GLN
6 Ar 334 ASN
6 Ar 348 GLN
6 Ar 352 GLN
7 As 79 GLN
7 As 128 ASN
7 As 156 GLN
7 As 183 GLN
7 As 329 GLN
7 As 374 ASN
3 At 156 ASN
3 At 222 ASN
4 Au 139 GLN
6 Aw 35 ASN
6 Aw 66 ASN
6 Aw 121 GLN
6 Aw 176 ASN
6 Aw 210 GLN
6 Aw 334 ASN
6 Aw 348 GLN
6 Aw 352 GLN
7 Ax 79 GLN
7 Ax 128 ASN
7 Ax 156 GLN
7 Ax 183 GLN
7 Ax 329 GLN
7 Ax 374 ASN
3 Ay 156 ASN
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Mol | Chain | Res | Type
3 Ay 222 ASN
4 Az 139 GLN
6 A2 35 ASN
6 A2 121 GLN
6 A2 176 ASN
6 A2 210 GLN
6 A2 334 ASN
6 A2 348 GLN
6 A2 352 GLN
7 A3 79 GLN
7 A3 128 ASN
7 A3 156 GLN
7 A3 183 GLN
7 A3 329 GLN
7 A3 374 ASN
3 A4 156 ASN
3 A4 222 ASN
4 A5 139 GLN
6 AT 35 ASN
6 AT 121 GLN
6 AT 176 ASN
6 AT 210 GLN
6 A7 334 ASN
6 A7 348 GLN
6 A7 352 GLN
7 A8 79 GLN
7 A8 128 ASN
7 A8 156 GLN
7 A8 183 GLN
7 A8 329 GLN
7 A8 374 ASN
3 A9 156 ASN
3 A9 222 ASN
4 A0 139 GLN
6 BB 35 ASN
6 BB 121 GLN
6 BB 176 ASN
6 BB 210 GLN
6 BB 334 ASN
6 BB 348 GLN
6 BB 352 GLN
7 BC 79 GLN
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Mol | Chain | Res | Type
7 BC 128 ASN
7 BC 156 GLN
7 BC 183 GLN
7 BC 329 GLN
7 BC 374 ASN
3 BD 156 ASN
3 BD 222 ASN
4 BE 139 GLN
6 BG 35 ASN
6 BG 66 ASN
6 BG 121 GLN
6 BG 176 ASN
6 BG 205 ASN
6 BG 210 GLN
6 BG 334 ASN
6 BG 348 GLN
6 BG 352 GLN
7 BH 79 GLN
7 BH 128 ASN
7 BH 156 GLN
7 BH 183 GLN
7 BH 237 ASN
7 BH 329 GLN
7 BH 374 ASN
3 BI 156 ASN
3 BI 222 ASN
4 BJ 139 GLN
6 BL 35 ASN
6 BL 66 ASN
6 BL 121 GLN
6 BL 176 ASN
6 BL 210 GLN
6 BL 334 ASN
6 BL 348 GLN
6 BL 352 GLN
7 BM 79 GLN
7 BM 128 ASN
7 BM 156 GLN
7 BM 183 GLN
7 BM 329 GLN
7 BM 374 ASN
3 BN 156 ASN
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Mol | Chain | Res | Type
3 BN 222 ASN
4 BO 139 GLN
6 BQ 35 ASN
6 BQ 121 GLN
6 BQ 158 ASN
6 BQ 176 ASN
6 BQ 205 ASN
6 BQ 210 GLN
6 BQ 334 ASN
6 BQ 348 GLN
6 BQ 352 GLN
7 BR 79 GLN
7 BR 128 ASN
7 BR 156 GLN
7 BR 183 GLN
7 BR 329 GLN
7 BR 374 ASN
3 BS 156 ASN
3 BS 222 ASN
4 BT 139 GLN
6 BV 35 ASN
6 BV 66 ASN
6 BV 121 GLN
6 BV 176 ASN
6 BV 205 ASN
6 BV 210 GLN
6 BV 334 ASN
6 BV 348 GLN
6 BV 352 GLN
7 BW 79 GLN
7 BW 128 ASN
7 BW 156 GLN
7 BW 183 GLN
7 BW | 329 GLN
7 BW | 374 ASN
3 BX 156 ASN
3 BX 222 ASN
4 BY 139 GLN
6 Ba 35 ASN
6 Ba 121 GLN
6 Ba 176 ASN
6 Ba 205 ASN
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Mol | Chain | Res | Type
6 Ba 210 GLN
6 Ba 334 ASN
6 Ba 348 GLN
6 Ba 352 GLN
7 Bb 79 GLN
7 Bb 128 ASN
7 Bb 156 GLN
7 Bb 183 GLN
7 Bb 329 GLN
7 Bb 374 ASN
3 Be 156 ASN
3 Bce 222 ASN
3 Bce 243 GLN
4 Bd 139 GLN
6 Bf 35 ASN
6 Bf 66 ASN
6 Bf 121 GLN
6 Bf 176 ASN
6 Bf 205 ASN
6 Bf 210 GLN
6 Bf 334 ASN
6 Bf 348 GLN
6 Bf 352 GLN
7 Bg 79 GLN
7 Bg 128 ASN
7 Bg 156 GLN
7 Bg 183 GLN
7 Bg 329 GLN
7 Bg 374 ASN
3 Bh 156 ASN
3 Bh 222 ASN
3 Bh 243 GLN
4 Bi 139 GLN
6 Bk 35 ASN
6 Bk 121 GLN
6 Bk 176 ASN
6 Bk 205 ASN
6 Bk 210 GLN
6 Bk 334 ASN
6 Bk 348 GLN
6 Bk 352 GLN
7 Bl 79 GLN

Continued on next page...
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Mol | Chain | Res | Type
7 Bl 128 ASN
7 Bl 156 GLN
7 Bl 183 GLN
7 Bl 329 GLN
7 Bl 374 ASN
3 Bm 156 ASN
3 Bm 189 ASN
3 Bm 222 ASN
4 Bn 139 GLN
6 Bp 35 ASN
6 Bp 66 ASN
6 Bp 121 GLN
6 Bp 176 ASN
6 Bp 205 ASN
6 Bp 210 GLN
6 Bp 334 ASN
6 Bp 348 GLN
6 Bp 352 GLN
7 Bq 79 GLN
7 Bq 128 ASN
7 Bq 156 GLN
7 Bq 183 GLN
7 Bq 329 GLN
7 Bq 374 ASN
3 Br 156 ASN
3 Br 189 ASN
3 Br 222 ASN
3 Br 243 GLN
4 Bs 139 GLN
6 Bu 35 ASN
6 Bu 66 ASN
6 Bu 121 GLN
6 Bu 176 ASN
6 Bu 205 ASN
6 Bu 210 GLN
6 Bu 334 ASN
6 Bu 348 GLN
6 Bu 352 GLN
7 Bv 79 GLN
7 Bv 128 ASN
7 Bv 156 GLN
7 Bv 183 GLN

Continued on next page...
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Mol | Chain | Res | Type
7 Bv 329 GLN
7 Bv 374 ASN
3 Bw 156 ASN
3 Bw 222 ASN
4 Bx 139 GLN
6 Bz 35 ASN
6 Bz 121 GLN
6 Bz 176 ASN
6 Bz 205 ASN
6 Bz 210 GLN
6 Bz 334 ASN
6 Bz 348 GLN
6 Bz 352 GLN
7 B1 79 GLN
7 B1 128 ASN
7 B1 156 GLN
7 B1 329 GLN
7 B1 374 ASN
3 B2 156 ASN
3 B2 222 ASN
3 B2 243 GLN
4 B3 139 GLN
6 B5 35 ASN
6 B5 66 ASN
6 B5 121 GLN
6 B5 176 ASN
6 B5 205 ASN
6 B5 210 GLN
6 B5 334 ASN
6 B5 348 GLN
6 B5 352 GLN
7 B6 79 GLN
7 B6 128 ASN
7 B6 156 GLN
7 B6 183 GLN
7 B6 329 GLN
7 B6 374 ASN

5.3.3 RNA (D

There are no RNA molecules in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
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5.4 Non-standard residues in protein, DNA, RNA chains (i)

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

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#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-39776. These allow visual inspection
of the internal detail of the map and identification of artifacts.

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

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

6.1 Orthogonal projections (i)

6.1.1 Primary map

6.1.2 Raw map


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

6.2.1 Primary map

X Index: 310 Y Index: 310 Z Index: 310

6.2.2 Raw map

X Index: 310 Y Index: 310 Z Index: 310

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: 368 Y Index: 367 Z Index: 312

6.3.2 Raw map

X Index: 252 Y Index: 253 Z Index: 332

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 0.34.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

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

6.6 Mask visualisation (i)

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks

Page 244 Full wwPDB EM Validation Report EMD-39776, 825N

7 Map analysis (i)

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

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
4 1 level 0.34

Voxel count (logl0)

CI T T T T T T T
=2 -1 0 1 2 3 o

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

400000

350000 -

300000

250000
— ‘olume

. Recommended contour
200000 4 level 0.34

Vvolume (nm?3)

150000 ~

100000 ~

50000 +

D T T T I
=2 -1 0 1 2 3 4

Contour level

The volume at the recommended contour level is 2763 nm?; this corresponds to an approximate
mass of 2496 kDa.

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


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

Rotationally averaged power spectrum

5.0 1
2.5 1
_.!""-_---'-___'_-‘--..hL
0.0 1
B .
D 2.5 - —— Primary map RAPS
= Raw map RAPS
e Reported resolution
2 507 T 2954+
@ .
E
_?-5 .
—10.0 A
—-12.5 A
T T

T T
0.0 0.1 0.2 0.3 0.4
Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.339 A1


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

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

8.1 FSC (D

FSC

—— Author-provided FSC

Unmasked-calculated
FSC

-= 0143

== 05

— = Half-bit
Reported resolution
2.95 A=

Correlation

_G.E T T T T T T T T
0.00 0.05 010 015 020 025 030 035 040

Spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.339 A1


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

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 2.95 - -
Author-provided FSC curve | 2.95 | 3.18 2.97
Unmasked-calculated™ 3.64 |4.19 3.69

*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 3.64 differs from the reported

value 2.95 by more than 10 %


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

This section contains information regarding the fit between EMDB map EMD-39776 and PDB
model 8Z5N. 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 0.34 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


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

1.0

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 (0.34).


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

Atom inclusion

1.0 \\
o
= 0.8 1
W
=
]
T,
E 0.6 4 —— Backbone atoms
£ All non-hydrogen
E atoms
g Recommended contour
o level 0.34
v 0.4
=
g=
]
[}
o
E 0.2 1
D-ﬂ T T T T T T T

-2 -1 0 1 2 3 4
Contour level

At the recommended contour level, 90% of all backbone atoms, 8% 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 (0.34) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score
All 0.8610 B 0.5690
0 0.8610 B 0.5640
1 0.9100 B 0.5960
2  0.7050  0.5170
3 0.7390  0.4450
4 0.9430 B 0.6100
5 0.8680 B 0.5710
6 0.9070 e 0.5900
7  0.6840 = 0.5030
8 0.7230 . 0.4460
9 0.9320  0.6020
A 0.8630  0.5790
A0 e 0.7050 B 0.5180 10
Al 0.7690 . 0.4340
A2 0.9450 B 0.6090
A3 0.8640 B 0.5690
A4 0.9070 B 0.5940
A5  0.6950 . 0.4940
A6 0.7390 . 0.4480
AT 0.9360 B 0.6060
A8 0.8610 B 0.5640
A9 0.9040 B 0.5950 B <00
AA 0.9060 B 0.5940
AB 0.7260 . 0.5260
AC 0.7230 . 0.4460
AD 0.9440 B 0.6060
AE 0.8670 B 0.5700
AF 0.9090 B 0.5910
AG e 0.7050 = 0.4900
AH 0.7390 . 0.4500
Al 0.9350  0.6010
AJ 0.8590  0.5650
AK 0.9050 B 0.5950
AL 0.7160 . 0.5240
AM 0.7390 . 0.4380

Continued on next page...
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Chain Atom inclusion Q-score
AN 0.9410 m 0.6070
AO 0.8650 B 0.5710
AP 0.9050 B 0.5910
AQ B 0.7050 B 0.4910
AR 0.7390 . (0.4500
AS 0.9300  0.6020
AT 0.8610 m 0.5640
AU 0.9050 m 0.5960
AV e 0.7160 s 0.5290
AW 0.7390 . 0.4400
AX 0.9440 B 0.6070
AY 0.8650 B 0.5700
A7 0.9050  0.5920
Aa  0.6840 m 0.4890
Ab 0.7390 . 0.4480
Ac 0.9340 B 0.6020
Ad 0.8610 B 0.5620
Ae 0.9070 B 0.5950
Af 0.7260  0.5230
Ag 0.7690 B (0.4410
Ah 0.9440  0.6080
Ai 0.8690 = 0.5700
Aj 0.9070 B 0.5910
Ak e 0.6950 . 0.4940
Al 0.7390 . (0.4480
Am 0.9340 B 0.6020
An 0.8590 m 0.5620
Ao 0.9090 m 0.5950
Ap 0.7370 B 0.5210
Aq 0.7540 . 0.4390
Ar 0.9430 B 0.6080
As 0.8680  0.5690
At 0.9060  0.5920
Au w 0.7160  0.4920
Av 0.7390 . 0.4430
Aw 0.9360 B 0.6040
Ax 0.8590 B 0.5630
Ay 0.9090 B 0.5960
Az e 0.7050 . 0.5270

B 0.8600 B 0.5700
B1 0.8700 m 0.5700
B2 0.9080 = 0.5900

Continued on next page...
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Chain Atom inclusion Q-score
B3  0.7050 m 0.4970
B4 0.7540 B 0.4540
B5 0.9360 B 0.6020
B6 0.8600  0.5630
BA 0.7540 . (0.4280
BB 0.9350 B 0.6080
BC 0.8690 m 0.5700
BD 0.9100 B 0.5920
BE B 0.7050 s 0.5000
BF 0.7540 . (0.4420
BG 0.9320 B 0.6020
BH 0.8580  0.5620
BI 0.9060 m 0.5970
BJ 0.7260 m 0.5250
BK 0.7540 . 0.4270
BL 0.9380 B 0.6070
BM 0.8640 B 0.5690
BN 0.9100  0.5920
BO e 0.6950 . 0.4860
BP 0.7230  0.4520
BQ 0.9360 m 0.6020
BR 0.8620 B 0.5630
BS 0.9100 B 0.5950
BT 0.7160  0.5080
BU 0.7390 . (0.4440
BV 0.9430 B 0.6060
BW 0.8700 m 0.5690
BX 0.9040 B 0.5910
BY e 0.6950 s 0.4950
BZ 0.7390 . 0.4530
Ba 0.9360 B 0.6030
Bb 0.8610  0.5640
Be 0.9020 m 0.5950
Bd 0.7160 B 0.5110
Be 0.7850 s 0.4540
Bf 0.9410 B 0.6080
Bg 0.8670 B 0.5700
Bh 0.9070 B 0.5900
Bi e 0.7050 B (0.4880
Bj 0.7390 m 0.4510
Bk 0.9350 m 0.6040
Bl 0.8590 B 0.5640

Continued on next page...
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Chain Atom inclusion Q-score
Bm 0.9060 m 0.5950
Bn e 0.7050 . 0.5220
Bo 0.7540 . 0.4310
Bp 0.9420 B 0.6070
Bq 0.8680 B 0.5690
Br 0.9100 B 0.5910
Bs a 0.7050 m 0.4950
Bt 0.7540 . 0.4570
Bu 0.9330 B 0.6020
Bv 0.8590  0.5630
Bw 0.9070 B 0.5940
Bx 0.7260 B 0.5180
By 0.7540 . 0.4420
Bz 0.9430 m 0.6060
C B 0.6660 B 0.4840
D 0.7580 B 0.5210

E 0.8620 B 0.5770
F 0.8600  0.5690
G B 0.6590 . 0.4790
H 0.7510 = 0.5200
I 0.8630 m 0.5770
J 0.8620 B 0.5680
K B 0.6700 . 0.4820
L 0.7490 . 0.5200
M 0.8630 B 0.5770
N 0.8630  0.5680
O  0.6650 m 0.4800
P 0.7570 B 0.5210
Q 0.8650 B 0.5760
R 0.8620  0.5660
S B 0.6580 . 0.4790
T 0.7570 B 0.5200
U 0.8610 m 0.5760
\Y 0.8590 m 0.5690
W B 0.6610 . 0.4800
X 0.7500 B 0.5200
Y 0.8630 B 0.5750
7 0.8570  0.5670
a B 0.6650 B (0.4810
b 0.7500 m 0.5160
¢ 0.8630 m 0.5740
d 0.8630 B 0.5670

Continued on next page...
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Chain Atom inclusion Q-score
e  0.6650 m 0.4790
f 0.7490 B 0.5180
g 0.8590 B 0.5730
h 0.8610  0.5670
i B 0.6640 . 0.4780
j 0.7550 m 0.5190
k 0.8580 m 0.5750
1 0.8600 s 0.5660
m B 0.6680 B 0.4810
n 0.7530 B 0.5170
0 0.8640 B 0.5740
p 0.8560  0.5660
q w 0.6610 . 0.4780
r 0.7450 m 0.5150
S 0.8600 B 0.5750
t 0.8580 B 0.5660
u e 0.6650 . 0.4780
v 0.7440 B 0.5170
w 0.8660 B 0.5750
X 0.8640 m 0.5660
y  0.6580 . 0.4780
z 0.7570 B 0.5190
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