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This is a Full wwPDB EM Validation Report for a publicly released PDB entry.

We welcome your comments at validation@mail. wwpdb.org
A user guide is available at
https:/ /www.wwpdb.org/validation/2017/EM ValidationReportHelp
with specific help available everywhere you see the (1) symbol.

The types of validation reports are described at
http://www.wwpdb.org/validation /2017 /FAQs#types.

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

EMDB validation analysis : 0.0.1.dev129

Mogul : 2022.3.0, CSD as543be (2022)
MolProbity : 4-5-2 with Phenix2.0
buster-report : 1.1.7 (2018)
Percentile statistics : 20231227.v01 (using entries in the PDB archive December 27th 2023)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)

MapQ : 1.9.13

Ideal geometry (proteins) : Engh & Huber (2001)

Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.46
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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 2.91 A.

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

Metric Percentile Ranks Value
Clashscore N -
Ramachandran outliers IS 0
Sidechain outliers I | 0.6%
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks Value
Q-score I | o 536

Worse Better
I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 210492 15764 -
Ramachandran outliers 207382 16835 -
Sidechain outliers 206894 16415 -
Q-score - 25397 12972 ( 2.41 - 3.41)

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 5035 = 74% 3% %%
1 B 5035 = 74% 3% %%
1 C 5035 — 74% 3%  13%
1 D 5035 = 74% 13% 13%

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

Mol | Chain | Length Quality of chain
2 E 108 91% 8% -
2 F 108 89% 10% -
2 G 108 90% 9% -
2 H 108 91% 8% -
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2 Entry composition (i)

There are 4 unique types of molecules in this entry. The entry contains 143684 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 Ryanodine receptor 1.

Mol | Chain | Residues Atoms AltConf | Trace
1 A 4397 ?E)gg?l) 22§5O 6(1)\;1 64075 227 ! 0
1 B 4397 :;rzfgt;; 22350 6(1)\;1 64075 227 ! 0
1 ¢ 4397 Z;l:;)g;; 22;}50 6(1)\;1 64075 2§7 ! 0
1 b 4397 Z;l:fg;;) 22350 6(1)\;1 62;5 2§7 ! 0

e Molecule 2 is a protein called Peptidyl-prolyl cis-trans isomerase FKBP1A.

Mol | Chain | Residues Atoms AltConf | Trace
2 k 107 1;30531 5(236 114\115 1?5 § 0 0
2 F 107 T8O2t§1 5(236 114\115 1(5)5 2 0 0
2 G 107 T802t§Ll 526 114\115 1C5)5 2 0 0
2 H 107 T802t§Ll 526 114\115 1(5)5 2 0 0

e Molecule 3 is ZINC ION (CCD ID: ZN) (formula: Zn).

Mol | Chain | Residues Atoms AltConf
3 A 1 Toltal Zln 0
3 B 1 Toltal Zln 0
3 C 1 Toltal Zln 0
3 D 1 Toltal Zln 0

e Molecule 4 is 1,2-DIOLEOYL-SN-GLYCERO-3-PHOSPHOCHOLINE (CCD ID: PCW)

O RLDWIDE
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(formula: CyyHgsNOgP).

PCW

Mol | Chain | Residues Atoms AltConf
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A red diamond above a residue indicates a poor fit to the EM map for

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

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

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2

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

3 Residue-property plots (i)

and red = 3 or more.

Page 6

g
<
da
]
o
g BE oo owort N
= L8 i .
o 1910 1 8E0TA ¢
= umi S5l LN i mwmﬁz *
© | ¢ 82071 6211
) 16€d 6z ] i 6.71a 0
= | 8LV 200TA 06211 i $|
1681 (] (1 LE7TS
+ [] [ | 1 ¢ 6L
= zeed A FecH 4241l [aaatt ¢
0 o - ‘ SO06H - 18210 S
=
-~ N 9TTY 0TL1 | w061 ¥861 [ | st ¢
= - 1 1 £064 | esel £1211 ¢ ¢
= s e mim )
192TL
m €071 ‘ 698U 899N 086d 9921a ‘
% M ] e ] M
o < . 8991 86T zseTd ¢
= ® ¢ [ | ¢ L ] ¢
+~ 6791
9.6A 9€TTL ‘
g ¢ i e s [
- ¢ MMWM 01 .68 L617d Immto
= i i 08.Td
= [ | £681 8967 €8T11
% ¢ 1297 ] |
) ¢ 029 ¢ 6STIN EFAER
= ] 1 |
A ¢ HI9Y T £0LTH
0 ¢ ] ¢ (1 ]
m ‘ €097 ZeTT4 66971
= ¢ seea 1 ¢ 1
Z ¢ - ¢ ¢ i
n
nm l 1898 ¢ 9891V
zzed ] ¢ ¢ [ |
iy TZeN 6991 ¢ ¢ Lo0m Sm:*
Qo ] ] 0 99018 AT
= - 8TEY 9391 1967
O N [] | gse1 | 9.8V ¢ ¢ 9soud |
m - K 1821 $35Y | G871 ¢ voom 0z9TYd
= m | | | | $.8) ¢ [ |
o o, mﬂg wmmd €.8d “ ¢ ome
) D) 7184
= % mmum omm,_ T.81 ﬁmmo ¢ oomﬁm
D = 0,84
&) ) 6zed €0SH 6983 8€6D 0 €99TA
by & 8zen [ | 898T | oeed ¢ 29STA
.= [ | 00SL [ | 96T ¢ |
< B 6TCH [ | %9871 [ | 999TA
n m [] 67 ] [ [ |
< = 9TZL [ | 6381 | oTeed $50T1 8TSTH
- =, mmg omg mmmn omm,_ £90TN |
2S0TA T2STA
W . s ¢ 0N z8va eved 1269 | 15019
e R £0TH [} [} 9268 0S0TA ¢
= I
n o © mﬁmz ﬁmwm mmw< ST6W 67019 ¢
o O 2 7260 | 8%0TT
mm o —= A omS ﬂ«m hmE £26T L50TT “
Rt O 2T6N | ovorL
H oo 9 o S8TL 19%0 1624 126k S50TYH
g e S R | [ 09v1 [ oeLn | ozen 750TA Y6VTA
= 5 M < 04T 657 683 6164 £VOTY [ ]
= = 697a - [ | 8161 ZHoTh 06710
& O
O "wm ® [ | 1S%S ¥5.d | oLted 15010 [ |

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


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

EMD-49538, 9NMR

Full wwPDB EM Validation Report

Page 7

“ 68.LTH ¢ oreed
¢ sz ¢ coseh
0 28121
¢ ¢
¢ 4
4
: $ :
0 28,21 0 0
. o $ $ ’
€820 ¢ ¢
z512a ¢ nmnmx ¢ “ N ]
1 1822k et ¢ ¢ YEIEL cases
sz i i ¢ ¢ Cessen
| $92ZH A ¢ ¢ ¢ 19984
¥eTeT 4
i i M M ¢ i
6vce ﬁ ¢ ¢ 4 ¢ mwmmu
} 9gbza ¢ ¢ ¢ T9%EA T79eA
18221 ¢ ¢ ¢ ¢ [] ovged
poin ¢ ¢ ¢ “ — mmﬂmq
sgTed | ogved
e ¢ ¢ ¢ ¢ seven sesen
¢ ¢ “ ¢ pSvER NMMM,H_
== ST ¢ ¢ ¢ ¢ s
Lzezed i ¢ ¢ ¢ 4 [ | |
ozzed 86924 ¢ ¢ ¢ ¢ 0vvED vl
| sceen | ] ¢ ¢ ¢ v6zed [] [ orsed |
mmmum ¢ QI ¢ ¢ mmmmm 8Tved mﬁmm,_
619271 ¢ ¢ “ €882 ¢ 607€3 £8zed Rﬂw@ z18en
[ | ¢ ¢ ¢ z8zeT [] |
mme ¢ ¢ “ ¢ LOTENW | | ﬁmﬂ Mmmmm
90TE) 8.2eT
T¥92d ¢ ¢ ¢ | [ | 119ed | Loseb
[} 0 69,24 0 0 0 mmmﬂ Bmﬂ oﬁmﬁ “ 90SEA
12921
| ozozy “g ¢ M ¢ 0603 eszed 90%ET ¢ goses
seoe ¢ ¢ ¢ egosn i ]
1 § osuer QI ¢ ¢ 880€1 0szeT 66£€d
| wleen N :mS ¢ ¢ ¢ ¢ | | |
£122A 280EH YheeL 16889
[ | 3me “ “ “ “ SNQ Qm«d “
60221 z6gey
a Smﬁ ommﬁ “ 2821 ¢ ¢ ¢ Rmmo oveeH R
] wwmg a85zH 0. “ “ “ mmmm> 8ezed ¢
02T | ¥8seT1 | lgTen
] eseed €852 ¢ 0. ¢ ¢ L80€T 9gzes M
00zgH [ | | zsses ¢ svar ¢ ¢ ¢ [ | SeTEN ¢
66TTI mmmg Smma 0 QI 0. 0 Sm? | | 0
| 86TeT 8zzed
L6T2N Leeed 91524 0 0 0 0 TH0EL Lzzed “
| | | ¢ ¢ ¢ sosen ¢ 07081 [ ]
2672 Te€TY 04524 ¢ [ ] 80zed ¢ eeed
Sm zh [ | [ ] ¢ evia “ “ “ \.mmmx [ | owmﬂ
12820 £9421 q61€T
18120 [ | [ | ¢ ¢ ¢ ¢ SZOEA [ | L.g€3
[} 80€21 1€521 ¢ ¢ ¢ ¢ [ | 88T€Y [ ]
£8121 | [ | ¢ ovid ¢ ¢ £T0EN [ | €188
[ | 98¢2d 9252D ¢ [ | $8TEN [ ]
ooeT 6,120 [ | 323TA ¢ esen ¢ ¢ ¢ 600€ [ | 99€€T
] whmﬁ zLTTl [ ] 0 8eLzd 0 0 0 | 800eN | m\.mmq [ ]
14228 02521 1€12a LOOET T9eed
oomﬁ_ 19721 OIa [ ] “ “I “ “ 900€T onmm,_ owmmH
99721 6922l 2152a 500€d
¢ oo I ¢ e moman ¢ s ¢ P0geT 2 "
| 09721 STGEN [ | | | [ |
T661d [ | “ MMMMM [ | “ “ 16623 65TET mwmﬁ
93121 0152A 96621 8GTET
ot i ¢ o ‘ i i -

R LDWIDE

PROTEIN DATA BANK

e



EMD-49538, 9NMR

Full wwPDB EM Validation Report

Page 8

L 4

iH-

OO0 0OOOOOS

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

€89
|
71980
mwm«,m 2L98a
L188K \.wﬂmn

T99€0
0S9€EY

CY9ET

095€T
655EN 0v9EL
esse1 ssei
L8SEN SE9EU

osson  lEESEN

TLOVA

L90%IW
990%a

€907
290%1

97070

€V0VI
(470708

Scova

61071
81074

[4107%]

0T0%S
600%a

666€d

€86€T

SL6ed
7.6€D

CTL6ET

296€M

8G6EN

TS6eX

©Q
©
[}
0
=

0z8eT

SCTYA

T12%d
(024770

S0TvY

961¥I

981¥I

6.L1%d

€LTVI

0LT¥Y

L9191

€9T%1

9ETHD

[4354 1

6217

0 STTHH

¢
¢

(957

80T%D
LOTHL

1405720

00T¥I

0 860%)
160%D

S607a

¢

¢
¢

260%S
16071

¢

£80VA
0 z80%a

¢

& 4

9ee¥T

0 HEETM
€€€y1

LLSVd
9LSV1

evsv1

8E€SYA

00.L%a

L69¥D

v69%a

989%1
S8974

SL9VT
99991
6€£9%d
8e9%Hd
LEOTN

[43ik

0€9Y'T

8C9VA
LTOVA

COPOPPPO 000900000 o

STV

8C8YA

[aasigy
12871

918N

718vI
T6.LVN
TLLYA
TLLYA
0L.L%a
LOLTW

€9L%1

Y9L7Y
€574

67L7L
8V.LYI

SYLPS

YYLYY
€VLYT

9ELYY
SELVI

0€LYd

Ryanod

8T.Lva

€CLYT

8TLVA

60L74
80.L7S
L0L%d

€€050
2€0sa
T€054
|
810Sa
|
ST0SY
|
TTOSK
]
S9674
]
2S67I
|
8¥67A
]
SE67I
|
2°e67D
TE67D

62671

L2671
92671

9T6V1

(4157

01674

80674

me recep

906%d

206%d

668V1

16870

€687

98874
G887

09874
85874

o9v8vA

1 tor 1

e Molecule 1

13%

13%

74%

8%

Chain B

191D

9GTH

TSTH

92TH

T1Td

€0TT
(4%

L3
0.1

8GN

SGN

2Gd

LY1

9¢eT

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-49538, 9NMR

Full wwPDB EM Validation Report

Page 9

LS¥S
9¥¥T

€2C¥S
oThd

TeeT

fasioce
18¢€b

69€Y

99¢e)
§9¢ed

gzea

oo o o oo BB 2 o o o 2 o 2 4

ceed
Teen

81€Y

1821

€5CA

6¥ca

622a
8CTTN

6T1CH

9121l
ST12A

70CN
€0CW
20TN
06171
S8TL

0LTT
691Q

¥S.d
€SLA

624
8TLY

€TLM

0ZLT

0,90

899

8991

6791

829d
L2971

€291

1291
029a

vI9v

€09A

€8SH

1893

69971

9553

iAEL

9%sa

9281

€0SH

00SL

vevd

067N

28vd

7ova

1970

6Sva

9164
S16d
7161

0 1164

016N

e}
o
[}
t==l

€064
206)

TO6BN

8684
L68A

£68L
z68M

@ & & & G000

17010

6€0TS
8€0Td

82011
200TA
¥66H
7861

2860

086d

8161

0 L.64

9L6A

.68

696Y

1961

O & SO 0% o o

16D

8E60

OO OOOOOOOO

9€6'1

Z2E6L

0€6T

1269
9T6S
STEW
zed
€261
2TeN
TC6A

6164
8164

76211

06211

T8TIN
18210

€L2T1

1921l
99¢1a

z¢setd

9€CTL

L671d

€8TTI

6STTIN

8ETTA

CETTY

29070
990TS
$901d
790TA

YS0TI
€S0TN
CS0TA

0S0TA
670TD

L¥0T1

S¥0TYd

EV0TY
ZHoTh

E€8VTIN

6.%1d

LEVTS

(4444
TTrIN

o oo o 4 & d

oo oo d

9T8TI

01814

6SG.Td

TS.1d
0G.Td

E€TLIA

€0L1Y

66911

S69T1

S89TV

18914

LL9TT

02914

08STI

99614

€9GTA
CT9STA

SGSTA

8CSTI

ommpe

L96TA

95814

0€81d

8z1Th

veiet

L0021
00024

0 56614

T66Td

LSTTA
j£5144:

6¥ccy

it

62T

Leeed

91221
STTZA

€TCCA

60T

L0TTL

Y0TTH

00Ty
66T

LBTCN

cet1cd
T6TCA

L8TZN

€81C1

6LTCTN
8L1C1

L9121
99121

09121

96121

2st1ea

STSTN

0TSCA

£8vea
[4izas

& 2

LLyTI

T6€Td
98€TY
€8€cd
95€TY
TEETH
L2€TD
80€21
98¢cd

TLTTL
1,228

69220
892CN
922D
99221
$92CH

A o 2 4 2

¢

>

OO0

LgLTa

20.L2d
TOLZW

86924

S6923

6.L9271

S%921

1%92d

12921

11921

Y0921

96SCT

S8SCH

€8S

18s2d

9,524

05924

£€99C1

LESTT

92STH
STSTA

02sTT

L1520

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-49538, 9NMR

Full wwPDB EM Validation Report

Page 10

¢
4 $
¢ $
“ ¢ LOOET
0 900€1
¢ ¢ 300€d
¢ ¢ wommq
¢ ¢ omEn
96621
¢ s ¢ i ¢
“ ¢ 266TH ¢ eseen
¢ zL9ea ¢
LLgeq [ | 8YEvil
¢ ¢ “ 1 1 199€Q ¢ |
¢ ¢ ¢ oLret gLgen | ¢ LY
¢ ¢ ] 13980 |
¢ o6 i 99€€T 0598V ¢ aezva
¢ ¢ ¢ L9T€X i ] ¢ [}
’ ’ ‘ mmﬂmq 19ged Z79e1 ‘ ‘ 0€Tyd
¢ ¢ e 09geT | Tp9ed 0 ¢
¢ ¢ ¢ 286TA | i e
“ ¢ ﬁwmg MMHW mwmﬂ “ o | mmms,
¢ “ 8621 | Qm«é ¢ a T12vd
- OerEd 9ZEEN 99GEN o
¢ ¢ vL62d i | | ¢ | | mmmmv_ OI moﬂﬂ_
¢ ¢ [ | ¢ s zzssy ¢ gaged PLEN 2zl [ |
0 0 1.628 0 vZTEN ] | zesem 0 | | S
¢ ¢ [ | oTEeT ¢ TSS€H LooH |
M N 4 9623 ] 1 ¢ 990%a T
¢ ¢ ¢ mmmmm i ¢ mwmmm moﬂwx 1
¢ 0 ¢ ¢ vl ¢ TovEn 19 290%1 Q.mﬁ
¢ ¢ ¢ ¢ sveza ¢ owmg owmmm mwﬂwc €LT%T
¢ ¢ ¢ ez ¢ 1 |
M M “ o ovea M P 9g5€eT . Emi
¢ ¢ ¢ ¢ cvea ¢ leeen 95vea ESET Sm«: 191971
M M ¢ Sl ¢ ooz . ceetd sz0va 1
zesea
¢ o= ¢ {2 601€d ¢ ssced Sﬂm__ ] | mme
¢ ¢ ¢ ¢ cveet | soren v6zed ] L1583 eI 98770
¢ ¢ ¢ § ez LOTER mmmmm ovved | orsex ﬁ aeThd
907EM
¢ ¢ ¢ ovezy 1 cazed ) SESE 9T0%T |
8zved | | TETHY
¢ ¢ ¢ ¢ mmmmq Smmq ] ziaen | . |
[eszi] TTHed SELEH Z10%
“ “ “ “ 06083 15281 ] mommm ¢ welen | 11088 mmmE
T ["esoen | | PTPET 809€EL ¢ crosn €ELES otovs ¢ s
¢ ¢ ¢ ¢ < 880€T £9zed [ ] ¢ loseb [ | 60070
¢ ¢ s ¢ ¢ sseeo | | TTved i oELEN |
¢ oosen 609D
¢ ¢ ¢ ¢ veeen 280€EN vhzer oT¥ER soses () ] mmmm,m ¢
180€A evzed
¢ ¢ ¢ ¢ ssen [] ] ooﬂmq ¢ 30984 wummw T ¢
¢ ¢ ¢ ¢ cesad 1208a 0vzEN [} Imowms 36983 | 0117
¢ ¢ ¢ ¢ resel | | egeed 668€d i S | 601vd
0 0 0 0 0e6z4d S90EA 8€TEd [ | Baaeh 0 ©.6€D 80TPD
| | Lgeen 0 16€€D [ eLeed | L0T¥L
¢ ¢ ¢ ¢ seead 18081 ogzes AR ¢ TL6ET 1
¢ ¢ ¢ ¢ seeet [ | SETEN ¢ % ¢ | $OTHN
¢ ¢ ¢ ¢ Leee T50€A [ | ¢ z96ex 20THD
| ozl ¢ L [ | ]
¢ QI ¢ 04 TY0EL 622EY ¢ k “ 896€EN ¢ oorwi
26T
“ “l “ “I owmﬁ mmwmm “ ﬁ ¢ SMQ 0Iw8§
“ “ “ “ €262 Rmmv_ mmmﬂ M . 685€0 “ 0660 160D
I SZOEA | | ¢
0. ¢ ¢ ¢ resc [ ] 887€Y ¢ ¢ QI
¢ ¢ ¢ ¢ ozeua ﬂmmz vwﬂg “ Taceu ¢ mwmmm ¢
¢ ¢ ¢ ¢ 600€D [ ] ogeeT ¢ PL9EN L { 260%S
¢ ¢ ¢ ¢ | 800eN 9,181 [ | ¢ | eloed | ¢ risew | 16071

R LDWIDE

O
PROTEIN DATA BANK

W

erbDeBe



EMD-49538, 9NMR

& 4

Full wwPDB EM Validation Report

Page 11

8TLYA

60.7d

00.,%Q

L69%D

6970

LLS%d 989%1
981 98974

cvsy1 SL9VT
9G9¥1
6€97d
8€9YH
LEIVI

2E9VH

0€971

8C9%A

9EEVT

0 peETM
£EEYT

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
L/

<* <&

LTEVL

STEYY

98874
G887

09874

85874

9¥87A

8T87A

cT8vd
T28¥%1

9T8¥IH

718%1

Y6LTW

TLLYA
TLLYA

EVLYT

9ELVY
SELVI

0€LVd

€TLYT

ey

€€050
2€0sa
T€054
|
870Sa
|
ST0SY
|
TTOSK
|
G967
|
TS6TIN
|
8¥67A
]
SE67I
|
TE6YD
TE67D

62671

1me recep

L2671
92671

9T6V1

(4157

01674

Ryanod

80674

9067d

2067d

66871

e Molecule 1

16870

€687

1 tor 1

8%

13%

13%

74%

Chain C

191D

9GTH

TSTH

92TH

T1Td

€0TT

L3
0.1

8GN

SGN

2Gd

LY1

9¢eT

4]

OO PPOPSO 000000

T6€T

¢8ed
18¢ed

69€Y

Teen

8T€Y

€TEL

80€V

PR IAN

€921

€5CA

6¥ca

622a
8TTN

6TCH
812D

9121
STZA

70ZN
€0ZH
20oeN
06TT
G8TL

0LTT
691Q

62,4
8TLY

€TLM

899N

8591

6791

829d
1291

€291

1291
029a

P19V

€091

€8SH

17894
69971
9%9d
9291
€0SH
00SL
v6vd
06¥N
425748
TL¥S
vova

1970

2
&

LSS

9¥¥1

€TVS
(44728

L6€d

9164
S16d
7161

0 1164

0T6N

0 S06H

€064

L68A

€681

0 T68M

0 1884

£88M

£%8d

S18Y

16,4

T6.4

¥SLd
€SLA

¢

O & SO 0O o o

17010

6€0TS
8€01d

82011

200TA

¥66H

7861

2860

086d

8161
L.64

1269
9T6S
STEN
zed
€261
TN
TC6A

6164
8164

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

76211
06211

T8TIN
18210

€L211

L9211
99¢1d

e¢sera
9€TTL
L6T1d
€8TTI
B6STIN

8ETTHA

CTSO0TA

0S0TA
6%0TD

S¥0TY

ZHoTh

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-49538, 9NMR

Full wwPDB EM Validation Report

Page 12

9T8TI

1 oi
06710
i L96TA
£8yIN [ |
v967d

6L%1d

LEFTS

-
o oo o o 2 d

€Tv1a
Faa 65.Td

TZHIN

o

66911

S69T1

S89TV

78914

LL9TT

02914

08STI

69GTH

99814

€9STA
CT9STA

SGSTA

8CSTI

96874

ve1e1

S0T2H

10021
00024

0 S66TY

Te6Td

L

6CTTN

Lgeged

91221
STCTA

€TCCA

60CC

L0zeL

¥0TTH

00zzyd
66T

LBTTN

c61ed
T6TCA

L8TTN

€81¢C1

6LTCW
8.121

L9121
99121

09721

968721

2¢sT1ea

8z1Th

LL%C1

€L%21

0s¥cd

8EVTY

9evcy

zeeey
T6ecd

98€TYd
€8¢€cd
9secy
TEETH
LT€TD
80€T1
98¢cd

2LeTL
T.2CS

6922h
892CI
1922
99221
$92CH

> o

i

LSTTA

S¥9T1

T¥92d

L2921

11921

70921

96521

S8SCH

£83CW

1852a
9,52y
04524
€9SCI
LESTT

9252
S2STA

02se1
11520
STSTN
0TSTA
0052
S8YCY

0 £8%2a
0 z8vTy
182D

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

OO PPPP0P 0009000009009 90P0 9090990909090 990909090909090%99%99%990

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

©
D
Y
N
2]

T862ZA

8L621

vLl624

TL62S

va62H
£g962d

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

0€T€T

0 STTED

60T€A

LOTEW
90T€EN

€60€T
060€3
880€I

T80EW
T80EA

LL0€Q
S90€EA
LS0€T
TSOEA

T#0EL
0v0€I

LEOEN
SToEA
E€TOEN
600€D
LOOET
900€T
S00ed
700€1
96621

CT66CH

o oo

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-49538, 9NMR

Full wwPDB EM Validation Report

Page 13

9TEEN

ceeed

91€ET

v6ced
£62ed

£8ced
28CeT

8.TeT

PAs[AN

€52ed

082eT

¥¥eel
evecea

OVCEN

8€CEd

9ETES
SETEN

6cTey

8ccTed

Leeed

S6T€T

88T€Y

v81en

9L1€1

0LTI€T

L9TER

65G7€T
8GT€I

vereL
€ETEL

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

TovEA
09%€A

LSYED

SS9ved
vsved

TShEN

[0474°0)

8Thed

Teved

YIveL

TTved
(02574598

90%€T

66€€4

08€€T

ELEEA

99€€T

T9ged
09€eT

9beeT

EVEEY

0V9EL

€09€A

86S€ED
LBSEA

S69€Y
v63EA
£63€T

T65€d

£85¢Y

LLSEX

ii

¢
W e

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

SELEH

E€ELES

TL9ed

199¢ed

TS9€D
0S9€Y

CY9ET

SLOVA
7,071

+EZEm

TLOYA

L90TIW
990%a

€907
290%1

97070

€V0VI
{47078

STova

61071
81074

[4107%]

0T0%S
600%a

900%1

666€d

£€86€T

sl6ed
¥.,6€D

CTL6ET

296€M

8G6EN

156€X

698€T
898EA

COOPOOOOOOOO

STTYA

T12%d
(%4701

S0CHY
96TVI
98T¥1
6L1%d
ELTVI
0LTYV
L9171
€9T71
9ETHD
CETVY
62Tvd

0 STTVH

(57

80T¥D
L0T%L

YOTvA
€0T¥D

0 00T¥H

0 8607
16070

$S607a

26078
T60%1

€807
0 280%a

7470
V44429
Sechd

0 ogzha

¢
¢

0 9€€YT

0 HEETM
€EEYT
¢

¢

LTEVL

STEVY

LLSY4

+

[agsig!

8€GYd

00.%a

L69%D

¥69%a

989%1
S89%A

SL9YT
99971
6€£9%d
8€9%d
LEITNH

(4%

0E€9¥T

8TIVA
LTIVA

COPOPPPO 000900000 o

STV

098%4

859874

9¥87A

8T8VA

o8
T28¥%1

9187

v18vI

Y6LYW

TLLYN
TLLYA

VETAL
€9.%4

67L7L
8Y.LVI

SYLPS

vvLYY
EVLYT

9ELYY
SELVI

0€L7d

€CLYT

8T.LYVA

60L74
80.LYS

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-49538, 9NMR

Full wwPDB EM Validation Report

Page 14

£g03b
zg0sa
T€053
|
81030
|
1098
|
105K
|
9674
|
286wl
|
8v6A
|
sg6v1
|
2e6vd
1E6%D
| ogevl |

62671

tor 1

L2671
9671

9T6¥I

CI67A

01674

80674

Ryanod

90674

206%d

66871

e Molecule 1

L6870

£68%D

98874
S88YI

ine recep

8%

13%

13%

74%

Chain D

191D

9STA

TSTH

9zTd

T1Td

€0TT
[49%

L3
0.1

8GN

SSN

24d

LyT

9¢eT

4]

COOPPOOPO 900000

ias

€2T¥S
acvd

L6€d
T6eeT

fasioce
18¢€b

69€Yd

Sged

ceed
Teen

81€Y

18TL

€5CA

6¥ca

622a
8CTTH

6TCH

9121
S1CA

70CN
€0TW
20TN
06771
S8TL

0LTT
691Q

6.4
SL.Q

¥SLd
€SLA

624
8TLY

€TLM
(8
80LA
894
899N
8591
6791

829d
L2971

1291
029a

vI9v
€09A
1854
69571
92ST
€0SH
00SL
vevd
067N
c8vd
TLYS
¥ova

970

657

LSPS

6N
TC6A

6164
8164

9164
S16d
v161

0 1164

016N

S06H

€064
0 206
0 TO6N
¢

0 8684

L68A

€681

0SOTA
6%01D

Sv0TH
TvoTh

6E0TS
8€0Td

82011
CO00TA
¥66H
7861

2860

086d

8161

0 L.64

9L6A

.68

696V

15961

SO & SO OO o o

196D

8€6D

9€61

CEBL

o o 4 A a oo o a2 d

0€6'1

1269
926S
STEH
26D

6211
06211

T8TIN
18210

€LTTT

L9CTL
9921a

[4s[Axc
9€TTL
L61Td
€8TTI
6STIN
8ETTH

CETTY

190TH
990718
S90TQ
790TA

7S0TI
€50TN
CS0TA

7429
06%1D
€8VTN
6.71a
LEVTS
€2v1a
[444%'}

TZHIN
ozyTa

o oo o & & 4

oo o o d

99814

6G.Td

S69T1

S89TV

18914

LL9TT

02974

08STI

69GTH

99614

€9GTA
CT9STA

SGSTA

8CSTI

TCSTA

oi
10021

0002d

0 S66TY

>

6LTCN
8.L121

19721
99121

09721
98121
zs1ea
8zTTh

vciet

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-49538, 9NMR

=
)
o
Q
~
]
8
+~
<
=
G
-
=
M
an
)
[al
E
=
&

Page 15

98¢Ta

LTl
|PX44)

69z2h
89CTN
922D
99221
S922H

S oo

1

LSTTA

j£5144:

6¥vccy

I

LETTT
9€TTd
Segcey

L

(444

Lgeged
9¢TTd

STTTA

€TCCA

6022

1,022l

¥0ZTn

00zzy
66TCW

LBTCN

2¢67Cd
T6TCA

L8TTN

€81CI

STGCN 8€.Zd

LgLTa
0TSCA

00sey

-
Ao o o 2 J

S8%CV

0 £8%2a
0 z8vey
18929

LLy2I
€LY21
0svea

8EVTY

9e¥vTH

o

0921

96SC1

S8SCH

€85

1852

T6€2d 9,524
98€TYH 0.824
£€8€cd £€96¢I
959€cy L€921

L€ 92329

[ | S25TA
1€€2H | |

[ | 02521
12820 | |

[ | 17520
80£¢T

N~ [o]
w w
~ ~
I} I}
= [

A A e A e A g A A e A

04
¢
¢
¢
¢
¢
¢
¢
¢
04
¢
04
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

COOPPPPPPPPPPPPPPPP 9099090999999V N999999990990 2990999999099

8062d

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
“
S
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

600D

LOOET
900€T
S00€d
700€T

96621

C66CH

9862

a2 4 2 24

T86C2A

81621

v.624

TL6CS

v962H
£962d

676CL
8¥62d
L9621

SY6CTN

€v6eH
v6T1

ov6cH

9€6TA

ve6CN

ze6eh
T€621
0€624
66T
82621
12621

szezh

€262

Tzecy
ozeea

>

78TEA

9L7€1

0L7€T

L9T€EX

6ST€T
89T€I

YeTEL

0€TET

STTED
veren

601€d

90T€X

€60€T

060€X

880€I

T80EW
T80EA

LL0€a

S90€EA

LS0€T

TS0EA

TH0EL
00€I

LEOEN

SToEA

E€TOEN

|
99881
|
1988d
09€€T
|
oveeT
- “
SYEEY
] ¢
mwﬂmz
Ty “
|
wﬁmﬂ ¢
mﬁmﬂ ¢
LOEEY T9vEN
09%€A
¢ |
¢ 18%€b
¢ e
9gped
¢ $SPEd
¢ uecen [ |
| oezev .
¢ ]
¢ seeed 0vED
v62€d [ |
mmﬂmm 8Cved
|
£8zed 1Ty
z82€1 [ |
[ | YIPET
w\.mﬂ [ |
TT9ed
Bmﬂ Smﬁ
mmﬂmm momﬂ
052eT 66£8d
| |
¥HCET
£92ea “
|
0vZEN
| egzed ¢
8ezed 0
-
9gzes
gezeN ¢
] 4
622eY
frada ¢
Rmﬁ “ 18€€Y
moﬂmm owmﬂ
mmmﬂ t.mm”m
88TEY £L8EN

LLSEX

ii

095€T
6GSEN

LSGSEN
9GSEN

€G5€4

T9S€d

8vsed

TSEX
ovsed

9€SET

€ESET
2¢eSEd

LISEN

ST1S€T

CISEA

60S€S
80GEL

+EE=I

0 90SEA

L99€d

T99€D
089€V

TH9€T

0%9el
B6E9EN
8€9€Y

609€b

S09€X

€09€EA

869€D
LBSEA

S69€4
763€EA
€69€1

T659€d

e s o o & & & o o 4

685€d

e

€89€Y

o o 4

T¥8EL

LESEY

0Z8eT

TOLEW

6G.LEN

VSLEA

>

SELEH

E€ELES

0ELEN

9CTLEX

S69EN

189€d
989€d

£89¢€d

VL9EN

TL9Ea

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-49538, 9NMR

Full wwPDB EM Validation Report

Page 16

¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

SLO%A
¥L0%1

TLOVA

LIOVI
9907

€907
29071

9%0%0

EY0VI
[4a70708

STova

61071
8107

91071

[4104]

0T0%S
600%a

900%1

666€d

£€86€T

sl6ed
¥.6€D

CTL6ET

296€M

STTYA

T12%d
(%4701

S0ChY
96TVI
98TVI
6L1%d
€LIVI
0LTHV
L9171
€91T71

9ETVD
SETVA

CETHY
(1457

0 STTVH

(57

80T¥D
L0T%L

1405728
€0T7D

0 00T7H

0 86073
16070

$S607a
760734

260%S

0 280%a

00.%a

L69%D

¥69%a

LLSY4 989%1
S89%A

SL9¥%1
999%1
6€£9%d
8€9%d
LEITH

2e9vd

0971

8TIVA

>

9€eYT

0 HEETM
€€EYT

< <

LTEYL

STEVY

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

88987

9¥8¥A

8C87A

o8
T28¥%1

918V

v18vI
Y6.LYN
TLLYN
TLLYA
0LL%a

L9LVW

Peptidyl-prolyl cis-trans isomerase FKBP1A

e Molecule 2

8%

91%

Chain E:

1

Peptidyl-prolyl cis-trans isomerase FKBP1A

SOT1T

T61

68d

189
981

9CH

€10
z1a

8I

e Molecule 2

10%

89%

Chain F:

1

Peptidyl-prolyl cis-trans isomerase FKBP1A

SOTT

161

68d

18D

e Molecule 2

D E

L DWI

O R

PROTEIN DATA BANK

W



Page 17 Full wwPDB EM Validation Report EMD-49538, ONMR

Chain G: 90% 9%
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4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided
Number of particles used 129073 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope TFS KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 58 Depositor
Minimum defocus (nm) 500 Depositor
Maximum defocus (nm) 1200 Depositor
Magnification Not provided
Image detector GATAN K3 BIOQUANTUM (6k x 4k) Depositor
Maximum map value 0.613 Depositor
Minimum map value 0.000 Depositor
Average map value 0.003 Depositor
Map value standard deviation 0.024 Depositor
Recommended contour level 0.1 Depositor
Map size (A) 427.008, 427.008, 427.008 wwPDB
Map dimensions 512, 512, 512 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 0.834, 0.834, 0.834 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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

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 | pyiar 171 o5 | RMSZ #|Z| >5
1 A 0.23 | 0/35776 | 0.41 5/48462 (0.0%)
1 B 0.23 | 0/35776 | 0.41 5/48462 (0.0%)
1 C 0.23 | 0/35776 | 0.41 5/48462 (0.0%)
1 D 0.23 | 0/35776 | 0.41 5/48462 (0.0%)
2 E 0.18 0/847 0.32 0/1142
2 F 0.18 0/847 0.32 0/1142
2 G 0.18 0/847 0.31 0/1142
2 H 0.18 0/847 0.31 0/1142
All All 0.23 | 0/146492 | 0.40 | 20/198416 (0.0%)

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

Mol | Chain | #Chirality outliers | #Planarity outliers
1 A 0 8
1 B 0 8
1 C 0 8
1 D 0 8
All All 0 32
There are no bond length outliers.
All (20) bond angle outliers are listed below:
Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(?)
1 B 2238 | CYS | CA-CB-SG | 9.06 135.23 114.40
1 A 2238 | CYS | CA-CB-SG | 9.05 135.21 114.40
1 D 2238 | CYS | CA-CB-SG | 9.05 135.21 114.40
1 C 2238 | CYS | CA-CB-SG | 9.04 135.19 114.40
Continued on next page...
$roe
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Continued from previous page...

Mol

Chain

Res

Type

Atoms

Observed(°)

Ideal(°)

2238

CYS

CB-CA-C

6.19

120.63

110.17

2238

CYS

CB-CA-C

6.17

120.59

110.17

2238

CYS

CB-CA-C

6.17

120.59

110.17

2238

CYS

CB-CA-C

6.17

120.59

110.17

2238

CYS

N-CA-CB

-5.83

101.81

110.61

2238

CYS

N-CA-CB

-5.82

101.83

110.61

2238

CYS

N-CA-CB

-5.82

101.83

110.61

2238

CYS

N-CA-CB

-5.79

101.86

110.61

1057

PRO

CA-N-CD

-5.75

103.96

112.00

1057

PRO

CA-N-CD

-0.72

103.99

112.00

1057

PRO

CA-N-CD

-5.72

103.99

112.00

1057

PRO

CA-N-CD

-5.72

103.99

112.00

2234

CYS

N-CA-CB

2.39

119.59

110.49

2234

CYS

N-CA-CB

5.37

119.57

110.49

2234

CYS

N-CA-CB

5.37

119.57

110.49

—=| = = =] =] =] == =] = = =] =] =] = =

wlividioliwiieldivliviiolldliviiwie]idle

2234

CYS

N-CA-CB

5.37

119.57

110.49

There are no chirality outliers.

All (32) planarity outliers are listed below:

<
2

Chain

Res

Type

Group

2238

CYS

Peptide

4088

ARG

Sidechain

4318

ARG

Sidechain

4319

ARG

Sidechain

4323

ARG

Sidechain

4701

ARG

Sidechain

4720

ARG

Sidechain

4911

ARG

Sidechain

2238

CYS

Peptide

4088

ARG

Sidechain

4318

ARG

Sidechain

4319

ARG

Sidechain

4323

ARG

Sidechain

4701

ARG

Sidechain

4720

ARG

Sidechain

4911

ARG

Sidechain

2238

CYS

Peptide

4088

ARG

Sidechain

4318

ARG

Sidechain

4319

ARG

Sidechain

| === =] = == = =] = =] =] =] = = =] = = =] =

QOO Q| Q) 0| | T | ™| W | | »=| | | o= | =] = >

4323

ARG

Sidechain

Continued on next page...
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Mol | Chain | Res | Type | Group
1 C 4701 | ARG | Sidechain
1 C 4720 | ARG | Sidechain
1 C 4911 | ARG | Sidechain
1 D 2238 | CYS Peptide
1 D 4088 | ARG | Sidechain
1 D 4318 | ARG | Sidechain
1 D 4319 | ARG | Sidechain
1 D 4323 | ARG | Sidechain
1 D 4701 | ARG | Sidechain
1 D 4720 | ARG | Sidechain
1 D 4911 | ARG | Sidechain

5.2 Too-close contacts (i)

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 34983 0 34589 445 0
1 B 34983 0 34589 438 0
1 C 34983 0 34589 437 0
1 D 34983 0 34589 432 0
2 E 829 0 826 8 0
2 F 829 0 826 10 0
2 G 829 0 826 9 0
2 H 829 0 826 9 0
3 A 1 0 0 0 0
3 B 1 0 0 0 0
3 C 1 0 0 0 0
3 D 1 0 0 0 0
4 A 108 0 168 0 0
4 B 108 0 168 0 0
4 C 108 0 168 0 0
4 D 108 0 168 0 0

All Al 143684 0 142332 1748 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 6.

All (1748) close contacts within the same asymmetric unit are listed below, sorted by their clash

magnitude.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#close_contacts
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:2752:LEU:HD13 | 1:C:2814:LEU:HD21 1.43 1.00
1:B:2752:LEU:HD13 | 1:B:2814:LEU:HD21 1.43 0.98
1:C:1991:GLU:OE2 1:C:1995:ARG:NH1 1.97 0.97
1:D:2752:LEU:HD13 | 1:D:2814:LEU:HD21 1.43 0.97
1:A:1991:GLU:OE2 | 1:A:1995:ARG:NH1 1.97 0.96
1:B:1991:GLU:OE2 1:B:1995:ARG:NH1 1.97 0.96
1:A:2752:LEU:HD13 | 1:A:2814:LEU:HD21 1.43 0.96
1:D:1991:GLU:OE2 1:D:1995:ARG:NH1 1.97 0.95
1:B:3009:GLN:NE2 1:B:3013:ASN:OD1 2.02 0.92
1:D:3009:GLN:NE2 1:D:3013:ASN:OD1 2.02 0.92
1:C:3009:GLN:NE2 1:C:3013:ASN:OD1 2.02 0.92
1:A:3009:GLN:NE2 1:A:3013:ASN:OD1 2.02 0.91
1:D:3322:ARG:NH1 1:D:3326:ASN:OD1 2.06 0.88
1:B:3322:ARG:NH1 1:B:3326:ASN:OD1 2.06 0.87
1:C:3322:ARG:NH1 1:C:3326:ASN:OD1 2.06 0.87
1:A:3322:ARG:NH1 1:A:3326:ASN:OD1 2.06 0.87
1:C:4816:MET:O 1:C:4822:ARG:NH2 2.09 0.85
1:C:926:SER:O 1:C:930:LEU:HD12 1.77 0.85
1:B:914:LEU:O 1:B:919:ARG:NH2 2.10 0.84
1:A:2249:ARG:NH2 | 1:A:2286:GLU:OE2 2.10 0.84
1:A:4816:MET:O 1:A:4822:ARG:NH2 2.09 0.84
1:D:914:LEU:O 1:D:919:ARG:NH2 2.10 0.84
1:D:926:SER:O 1:D:930:LEU:HD12 1.77 0.84
1:A:914:LEU:O 1:A:919:ARG:NH2 2.10 0.84
1:B:2249:ARG:NH2 1:B:2286:GLU:OE2 2.10 0.84
1:C:2249:ARG:NH2 1:C:2286:GLU:OE2 2.10 0.84
1:D:2249:ARG:NH2 | 1:D:2286:GLU:OE2 2.10 0.84
1:B:4816:MET:O 1:B:4822:ARG:NH2 2.09 0.84
1:D:2825:GLU:O 1:D:2936: TYR:HA 1.78 0.84
1:B:3170:LEU:HD12 | 1:B:3195:LEU:HD11 1.60 0.84
1:D:4816:MET:O 1:D:4822:ARG:NH2 2.09 0.84
1:B:926:SER:O 1:B:930:LEU:HD12 1.77 0.84
1:C:914:LEU:O 1:C:919:ARG:NH2 2.10 0.84
1:D:3170:LEU:HD12 | 1:D:3195:LEU:HD11 1.60 0.84
1:C:2825:GLU:O 1:C:2936: TYR:HA 1.78 0.83
1:A:926:SER:O 1:A:930:LEU:HD12 1.77 0.83
1:C:3170:LEU:HD12 | 1:C:3195:LEU:HD11 1.60 0.83
1:A:3170:LEU:HD12 | 1:A:3195:LEU:HD11 1.60 0.82
1:B:2825:GLU:O 1:B:2936: TYR:HA 1.78 0.82
1:A:2825:GLU:O 1:A:2936:TYR:HA 1.78 0.82
1:B:4042:MET:SD 1:B:4046:GLN:NE2 2.54 0.81
1:A:4042:MET:SD 1:A:4046:GLN:NE2 2.54 0.80

Continued on next page...



Page 23

Full wwPDB EM Validation Report

EMD-49538, 9NMR

Continued from previous page...

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

1:C:4042:MET:SD 1:C:4046:GLN:NE2 2.54 0.80
1:D:4042:MET:SD 1:D:4046:GLN:NE2 2.54 0.79
1:A:2234:CYS:O 1:A:2235:ARG:C 2.26 0.78
1:D:1793:ALA:O 1:D:1794:THR:0G1 2.02 0.78
1:B:2234:CYS:O 1:B:2235:ARG:C 2.26 0.77
1:A:1793:ALA:O 1:A:1794:THR:OG1 2.02 0.77
1:B:4091:ILE:HG12 1:B:4095:ASP:HB3 1.67 0.77
1:B:4632:GLU:HG2 | 1:B:4637:MET:HG3 1.67 0.76
1:B:1793:ALA:O 1:B:1794: THR:OG1 2.02 0.76
1:C:2234:CYS:O 1:C:2235:ARG:C 2.26 0.76
1:C:1793:ALA:O 1:C:1794: THR:OG1 2.02 0.76
1:B:4952:MET:HE2 1:B:4952:MET:HA 1.67 0.76
1:D:2234:CYS:0 1:D:2235:ARG:C 2.26 0.76
1:D:4091:ILE:HG12 1:D:4095:ASP:HB3 1.67 0.75
1:C:4091:ILE:HG12 1:C:4095:ASP:HB3 1.67 0.75
1:A:2948:ASP:0D2 1:A:2949: THR:N 2.20 0.75
1:B:2948:ASP:0D2 1:B:2949: THR:N 2.20 0.75
1:C:2948:ASP:0OD2 1:C:2949: THR:N 2.20 0.75
1:C:4952:MET:HA 1:C:4952:MET:HE2 1.67 0.75
1:D:2948:ASP:0OD2 1:D:2949: THR:N 2.20 0.75
1:D:4952:MET:HE2 1:D:4952:MET:HA 1.67 0.75
1:A:4632:GLU:HG2 | 1:A:4637:-MET:HG3 1.67 0.75
1:B:4066:ASP:0OD1 1:B:4067:MET:N 2.20 0.75
1:D:4066:ASP:OD1 1:D:4067-MET:N 2.20 0.74
1:A:4952:MET:HE2 1:A:4952:MET:HA 1.67 0.74
1:A:4066:ASP:0OD1 1:A:4067:MET:N 2.20 0.74
1:A:4091:1ILE:HG12 1:A:4095:ASP:HB3 1.67 0.74
1:C:4632:GLU:HG2 | 1:C:4637:MET:HG3 1.67 0.74
1:D:4632:GLU:HG2 | 1:D:4637:MET:HG3 1.67 0.74
1:B:2215:VAL:HG21 | 1:B:2229:MET:HE2 1.70 0.74
1:C:2215:VAL:HG21 | 1:C:2229:MET:HE2 1.70 0.74
1:D:2215:VAL:HG21 | 1:D:2229:MET:HE2 1.70 0.74
1:C:4066:ASP:OD1 1:C:4067:-MET:N 2.20 0.73
1:A:2215:VAL:HG21 | 1:A:2229:MET:HE2 1.70 0.73
1:B:2213:VAL:HG21 | 1:B:2257:TYR:CE2 2.24 0.73
1:C:2213:VAL:HG21 | 1:C:2257:TYR:CE2 2.24 0.73
1:B:911:PHE:O 1:B:919:ARG:NH1 2.22 0.73
1:D:911:PHE:O 1:D:919:ARG:NH1 2.22 0.72
1:A:3366:LEU:HD21 | 1:A:3406:LEU:HD23 1.72 0.72
1:B:3366:LEU:HD21 | 1:B:3406:LEU:HD23 1.72 0.72
1:A:2213:VAL:HG21 | 1:A:2257:TYR:CE2 2.24 0.72
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:911:PHE:O 1:C:919:ARG:NH1 2.22 0.72
1:D:2213:VAL:HG21 | 1:D:2257:TYR:CE2 2.24 0.72
1:D:3868:VAL:HG12 1:D:3869:ILE:H 1.56 0.71
1:B:2234:CYS:O 1:B:2236:PHE:N 2.23 0.71
1:A:3082:MET:HE3 | 1:A:3093:LEU:HD23 1.72 0.71
1:A:3868:VAL:HG12 1:A:3869:1LE:H 1.56 0.71
1:A:3962:LYS:NZ 1:A:4025:ASP:0D2 2.21 0.71
1:B:3868:VAL:HG12 1:B:3869:ILE:H 1.56 0.71
1:A:911:PHE:O 1:A:919:ARG:NH1 2.22 0.71
1:A:2887: TRP:CD1 1:A:2891:LYS:HZ1 2.09 0.71
1:C:1236: THR:OG1 1:C:1703:ARG:NH1 2.24 0.71
1:D:3366:LEU:HD21 | 1:D:3406:LEU:HD23 1.72 0.71
1:B:1236: THR:OG1 1:B:1703:ARG:NH1 2.24 0.71
1:C:3868:VAL:HG12 1:C:3869:ILE:H 1.56 0.71
1:A:1236:THR:OG1 | 1:A:1703:ARG:NH1 2.24 0.70
1:B:2748:ILE:CD1 1:B:2814:LEU:HD22 2.21 0.70
1:C:2748:ILE:CD1 1:C:2814:LEU:HD22 2.21 0.70
1:B:2992:HIS:O 1:B:2996:ILE:HD12 1.91 0.70
1:C:2887: TRP:CD1 1:C:2891:LYS:HZ1 2.08 0.70
1:D:3082:MET:HE3 | 1:D:3093:LEU:HD23 1.72 0.70
1:A:2234:CYS:0O 1:A:2236:PHE:N 2.23 0.70
1:C:2234:CYS:0O 1:C:2236:PHE:N 2.23 0.70
1:D:1236:THR:OG1 | 1:D:1703:ARG:NH1 2.24 0.70
1:B:3082:MET:HE3 | 1:B:3093:LEU:HD23 1.72 0.70
1:C:3366:LEU:HD21 | 1:C:3406:LEU:HD23 1.72 0.70
1:A:2992:HIS:O 1:A:2996:1ILE:HD12 1.91 0.70
1:D:2234:CYS:0 1:D:2236:PHE:N 2.23 0.70
1:B:3451:ASN:OD1 1:B:3454:ARG:NH2 2.25 0.70
1:D:2748:ILE:CD1 1:D:2814:LEU:HD22 2.21 0.70
1:D:4210:MET:HE3 1:D:4211:PRO:HD2 1.74 0.70
1:D:2992:HIS:O 1:D:2996:ILE:HD12 1.91 0.69
1:B:2887: TRP:CD1 1:B:2891:LYS:HZ1 2.10 0.69
1:B:4210:MET:-HE3 1:B:4211:PRO:HD2 1.74 0.69
1:B:3612:HIS:ND1 1:B:3612:HIS:O 2.26 0.69
1:C:3451:ASN:OD1 1:C:3454:ARG:NH2 2.25 0.69
1:B:3589:ASP:O 1:B:3593:ILE:HD12 1.93 0.69
1:C:1420:ASP:O 1:C:1422:ARG:NH1 2.26 0.69
1:A:2748:.1LE:CD1 1:A:2814:LEU:HD22 2.21 0.69
1:D:3589:ASP:O 1:D:3593:ILE:HD12 1.93 0.69
1:A:1420:ASP:O 1:A:1422:ARG:NH1 2.26 0.69
1:C:2992:HIS:O 1:C:2996:1LE:HD12 1.91 0.69
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:4210:MET:HE3 | 1:C:4211:PRO:HD2 1.74 0.69
1:B:1420:ASP:O 1:B:1422:ARG:NH1 2.26 0.69
1:C:3612:HIS:ND1 1:C:3612:HIS:O 2.26 0.69
1:D:3451:ASN:OD1 1:D:3454:ARG:NH2 2.25 0.69
1:C:3082:MET:HE3 | 1:C:3093:LEU:HD23 1.72 0.69
1:D:24:GLN:OE1 1:D:204:ASN:ND2 2.26 0.69
1:A:3612:HIS:ND1 1:A:3612:HIS:O 2.26 0.68
1:C:287:-THR:HG21 1:C:482:GLU:OE2 1.93 0.68
1:A:4210:MET:HE3 | 1:A:4211:PRO:HD2 1.74 0.68
1:D:287: THR:HG21 1:D:482:GLU:OE2 1.94 0.68
1:D:1420:ASP:O 1:D:1422:ARG:NH1 2.26 0.68
1:B:24:GLN:OE1 1:B:204:ASN:ND2 2.26 0.68
1:C:24:GLN:OE1 1:C:204:ASN:ND2 2.26 0.68
1:A:24:GLN:OE1 1:A:204:ASN:ND2 2.26 0.68
1:C:3589:ASP:O 1:C:3593:1ILE:HD12 1.93 0.68
1:D:3612:HIS:ND1 1:D:3612:HIS:O 2.26 0.68
1:A:3451:ASN:OD1 1:A:3454:ARG:NH2 2.25 0.68
2:G:26:HIS:CE1 2:G:105:LEU:HD11 2.29 0.68
2:F:26:HIS:CE1 2:F:105:LEU:HD11 2.29 0.68
2:H:26:HIS:CE1 2:H:105:LEU:HD11 2.29 0.68
1:C:169:ASP:0OD1 1:C:202:ASN:ND2 2.27 0.68
1:A:2774:ASN:O 1:A:2787:-LYS:NZ 2.21 0.67
1:A:2971:SER:HA 1:A:2974:PHE:CE1 2.29 0.67
1:A:3589:ASP:O 1:A:3593:ILE:HD12 1.93 0.67
1:D:169:ASP:OD1 1:D:202:ASN:ND2 2.27 0.67
1:D:2908:PRO:O 1:D:2911:THR:0OG1 2.12 0.67
2:E:26:HIS:CE1 2:E:105:LEU:HD11 2.30 0.67
1:A:287:THR:HG21 1:A:482:GLU:OE2 1.93 0.67
1:C:2908:PRO:O 1:C:2911: THR:0G1 2.12 0.67
1:D:2971:SER:HA 1:D:2974:PHE:CE1 2.29 0.67
1:B:2971:SER:HA 1:B:2974:PHE:CE1 2.29 0.67
1:B:1038:ASP:OD1 1:B:1039:SER:N 2.28 0.67
1:A:1038:ASP:0OD1 1:A:1039:SER:N 2.28 0.67
1:A:974:SER:O 1:A:977:ARG:NH1 2.28 0.67
1:B:974:SER:O 1:B:977:ARG:NH1 2.28 0.67
1:C:3593:1ILE:O 1:C:3597:VAL:HG23 1.95 0.67
1:C:2971:SER:HA 1:C:2974:.PHE:CE1 2.29 0.67
1:C:1038:ASP:0OD1 1:C:1039:SER:N 2.28 0.66
1:D:2920:ASP:0OD1 1:D:2923:LYS:NZ 2.28 0.66
1:B:287:THR:HG21 1:B:482:GLU:OE2 1.93 0.66
1:B:2197:ASN:OD1 1:B:2200:ARG:NH2 2.28 0.66
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:2197:ASN:OD1 1:A:2200:ARG:NH2 2.28 0.66
1:B:2520:LEU:HD13 | 1:B:2576:ARG:HD3 1.77 0.66
1:B:318:ARG:NH2 1:B:322:GLU:O 2.28 0.66
1:B:3577:TYR:OH 1:B:3583:ARG:NH2 2.29 0.66
1:B:3962:LYS:NZ 1:B:4025:ASP:0OD2 2.21 0.66
1:D:318:ARG:NH2 1:D:322:GLU:O 2.28 0.66
1:D:2520:LEU:HD13 | 1:D:2576:ARG:HD3 1.77 0.66
1:A:2920:ASP:0OD1 1:A:2923:LYS:NZ 2.28 0.66
1:D:2197:ASN:OD1 1:D:2200:ARG:NH2 2.28 0.66
1:D:3167:TYR:CD2 1:D:3240:MET:HE2 2.31 0.66
1:A:3577:TYR:OH 1:A:3583:ARG:NH2 2.29 0.66
1:B:2908:PRO:O 1:B:2911: THR:0G1 2.12 0.66
1:C:974:SER:O 1:C:977:ARG:NH1 2.28 0.66
1:D:1038:ASP:0OD1 1:D:1039:SER:N 2.28 0.66
1:D:3962:LYS:NZ 1:D:4025:ASP:0OD2 2.21 0.66
1:C:2197:ASN:OD1 1:C:2200:ARG:NH2 2.28 0.66
1:C:3167:TYR:CD2 1:C:3240:MET:HE2 2.31 0.66
1:D:974:SER:O 1:D:977:ARG:NH1 2.28 0.66
1:D:3593:ILE:O 1:D:3597:VAL:HG23 1.95 0.66
1:A:169:ASP:OD1 1:A:202:ASN:ND2 2.27 0.66
1:A:3167:TYR:CD2 | 1:A:3240:MET:HE2 2.31 0.66
1:B:3593:ILE:O 1:B:3597:VAL:HG23 1.95 0.66
1:A:3593:1LE:O 1:A:3597:VAL:HG23 1.95 0.65
1:B:2920:ASP:OD1 1:B:2923:LYS:NZ 2.28 0.65
1:C:2920:ASP:0OD1 1:C:2923:LYS:NZ 2.28 0.65
1:D:3577:TYR:OH 1:D:3583:ARG:NH2 2.29 0.65
1:C:318:ARG:NH2 1:C:322:GLU:O 2.28 0.65
1:C:3577:TYR:OH 1:C:3583:ARG:NH2 2.29 0.65
1:A:318:ARG:NH2 1:A:322:GLU:O 2.28 0.65
1:A:2520:LEU:HD13 | 1:A:2576:ARG:HD3 1.77 0.65
1:C:2520:LEU:HD13 | 1:C:2576:ARG:HD3 1.77 0.65
1:B:901:ASN:OD1 1:B:902:LYS:N 2.30 0.64
1:C:2583:MET:HE3 | 1:C:2611:LEU:HD13 1.80 0.64
1:A:901:ASN:OD1 1:A:902:LYS:N 2.30 0.64
1:B:3167:TYR:CD2 | 1:B:3240:MET:HE2 2.31 0.64
1:C:2871:GLU:OE2 1:C:2940:ARG:NH1 2.31 0.64
1:C:2752:LEU:HD11 | 1:C:2824:VAL:HG23 1.80 0.64
1:C:3235:ASN:OD1 1:C:3236:SER:N 2.30 0.64
1:A:2583:MET:HE3 | 1:A:2611:LEU:HD13 1.80 0.64
1:A:2871:GLU:OE2 | 1:A:2940:ARG:NH1 2.31 0.64
1:B:169:ASP:OD1 1:B:202:ASN:ND2 2.27 0.64
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:2752:LEU:HD11 | 1:B:2824:VAL:HG23 1.80 0.64
1:D:2583:MET:HE3 | 1:D:2611:LEU:HD13 1.80 0.64
1:D:2887: TRP:CD1 1:D:2891:LYS:HZ1 2.16 0.64
1:B:2871:GLU:OE2 1:B:2940:ARG:NH1 2.31 0.64
1:C:3556:ASN:OD1 1:C:3557:ASN:N 2.31 0.64
1:D:901:ASN:OD1 1:D:902:LYS:N 2.30 0.64
1:D:2871:GLU:OE2 1:D:2940:ARG:NH1 2.31 0.64
1:A:4908:GLU:O 1:A:4912:VAL:HG13 1.98 0.64
1:D:2752:LEU:HD11 | 1:D:2824:VAL:HG23 1.80 0.64
1:D:3235:ASN:OD1 1:D:3236:SER:N 2.30 0.64
1:B:2583:-MET:HE3 | 1:B:2611:LEU:HD13 1.80 0.64
1:A:2908:PRO:O 1:A:2911:THR:OG1 2.12 0.63
1:B:3235:ASN:OD1 1:B:3236:SER:N 2.31 0.63
1:B:3556:ASN:OD1 1:B:3557:ASN:N 2.31 0.63
1:B:4908:GLU:O 1:B:4912:VAL:HG13 1.98 0.63
1:D:870:ARG:O 1:D:874:LYS:NZ 2.24 0.63
1:C:901:ASN:OD1 1:C:902:LYS:N 2.30 0.63
1:D:4908:GLU:O 1:D:4912:VAL:HG13 1.98 0.63
1:A:3235:ASN:OD1 1:A:3236:SER:N 2.30 0.63
1:C:3962:LYS:NZ 1:C:4025:ASP:0OD2 2.21 0.63
1:C:4908:GLU:O 1:C:4912:VAL:HG13 1.98 0.63
1:A:2752:LEU:HD11 | 1:A:2824:VAL:HG23 1.80 0.63
1:A:3556:ASN:OD1 1:A:3557:ASN:N 2.31 0.63
1:B:2872:LEU:HD22 | 1:B:2932:GLN:NE2 2.14 0.62
1:B:2596:LEU:HD21 | 1:B:2604:ILE:HD12 1.82 0.62
1:D:2872:LEU:HD22 | 1:D:2932:GLN:NE2 2.15 0.62
1:D:3556:ASN:OD1 1:D:3557:ASN:N 2.31 0.62
1:B:3505:SER:OG 1:B:3508: THR:HG23 2.00 0.62
1:D:3505:SER:OG | 1:D:3508: THR:HG23 2.00 0.62
1:A:922:ASN:HA 1:A:925:MET:HE2 1.82 0.62
1:A:2215:VAL:HG21 1:A:2229:MET:CE 2.30 0.62
1:A:2872:LEU:HD22 | 1:A:2932:GLN:NE2 2.14 0.62
1:B:922:ASN:HA 1:B:925:MET:HE2 1.82 0.62
1:C:922:ASN:HA 1:C:925:MET:HE2 1.82 0.62
1:D:922:ASN:HA 1:D:925:-MET:HE2 1.82 0.62
2:G:80:ASP:0OD1 2:G:81:TYR:N 2.33 0.62
1:C:2596:LEU:HD21 | 1:C:2604:ILE:HD12 1.82 0.62
1:A:3505:SER:OG 1:A:3508: THR:HG23 2.00 0.61
1:A:918:GLU:N 1:A:918:GLU:OE1 2.33 0.61
1:A:2596:LEU:HD21 | 1:A:2604:ILE:HD12 1.82 0.61
1:B:918:GLU:OE1 1:B:918:GLU:N 2.33 0.61
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Atom-1 Atom-2 distance (A) overlap (A)

1:B:2215:VAL:HG21 1:B:2229:MET:CE 2.30 0.61
1:C:2872:LEU:HD22 | 1:C:2932:GLN:NE2 2.14 0.61
1:C:4656:1LE:HD11 1:C:4794:-MET:HB2 1.83 0.61
1:C:3505:SER:OG 1:C:3508: THR:HG23 2.00 0.61
1:C:729:ARG:NH2 1:C:1490:CYS:SG 2.74 0.61
1:D:2596:LEU:HD21 | 1:D:2604:ILE:HD12 1.82 0.61
1:D:868:LEU:HD12 1:D:930:LEU:HD23 1.83 0.61
1:B:2752:LEU:HD22 | 1:B:2814:LEU:HD11 1.82 0.61
1:D:2215:VAL:HG21 1:D:2229:MET:CE 2.30 0.61
1:B:4319:ARG:NH2 1:D:4906:GLU:HA 2.16 0.60
1:C:868:LEU:HD12 1:C:930:LEU:HD23 1.83 0.60
1:C:3243:ASP:0OD1 1:C:3244:ILE:N 2.34 0.60
1:A:729:ARG:NH2 1:A:1490:CYS:SG 2.74 0.60
1:D:4656:1LE:HD11 | 1:D:4794:MET:HB2 1.83 0.60
1:A:2752:LEU:HD22 | 1:A:2814:LEU:HD11 1.82 0.60
1:D:2752:LEU:HD22 | 1:D:2814:LEU:HD11 1.82 0.60
1:D:4745:SER:O 1:D:4749: THR:HG23 2.02 0.60
1:A:4745:SER:O 1:A:4749: THR:HG23 2.02 0.60
1:B:729:ARG:NH2 1:B:1490:CYS:SG 2.74 0.60
1:C:918:GLU:OE1 1:C:918:GLU:N 2.33 0.60
1:D:729:ARG:NH2 1:D:1490:CYS:SG 2.74 0.60
1:D:918:GLU:N 1:D:918:GLU:OE1 2.33 0.60
1:A:4656:1LE:HD11 1:A:4794:MET:HB2 1.83 0.60
1:B:4656:ILE:HD11 1:B:4794:MET:HB2 1.82 0.60
1:C:2215:VAL:HG21 1:C:2229:MET:CE 2.30 0.60
1:A:2383:GLU:OE1 1:A:2386:ARG:NH2 2.35 0.60
1:A:870:ARG:O 1:A:874:LYS:NZ 2.24 0.60
1:B:868:LEU:HD12 1:B:930:LEU:HD23 1.83 0.60
1:B:3243:ASP:OD1 1:B:3244:ILE:N 2.34 0.60
1:B:4906:GLU:HA 1:D:4319:ARG:NH2 2.16 0.60
1:D:3243:ASP:OD1 1:D:3244:1ILE:N 2.34 0.60
1:A:868:LEU:HD12 1:A:930:LEU:HD23 1.83 0.60
1:B:870:ARG:O 1:B:874:LYS:NZ 2.24 0.60
1:C:2752:LEU:HD22 | 1:C:2814:LEU:HD11 1.82 0.60
1:A:381:GLN:OE1 1:A:381:GLN:N 2.35 0.59
1:B:4745:SER:O 1:B:4749: THR:HG23 2.02 0.59
1:C:2759:PHE:CD2 1:C:2810:ILE:HG12 2.38 0.59
1:A:3243:ASP:0OD1 1:A:3244:ILE:N 2.34 0.59
1:C:994:HIS:CE1 1:C:1028:LEU:HD11 2.37 0.59
1:A:1066:SER:OG 1:A:1067:GLN:OE1 2.14 0.59
2:H:26:HIS:ND1 2:H:105:LEU:HD11 2.18 0.59
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Atom-1 Atom-2 distance (A) overlap (A)

1:C:2383:GLU:OE1 1:C:2386:ARG:NH2 2.35 0.59
1:C:2774:ASN:O 1:C:2787:LYS:NZ 2.21 0.59
1:D:70:LEU:HD21 1:D:203:MET:HE1 1.84 0.59
1:D:994:HIS:CE1 1:D:1028:LEU:HD11 2.37 0.59
1:A:3373:VAL:HG12 1:A:3399:PHE:CZ 2.38 0.59
1:B:381:GLN:OE1 1:B:381:GLN:N 2.36 0.59
2:F:26:HIS:ND1 2:F:105:LEU:HD11 2.18 0.59
2:G:26:HIS:ND1 2:G:105:LEU:HD11 2.18 0.59
1:C:4745:SER:O 1:C:4749: THR:HG23 2.02 0.59
1:B:2759:PHE:CD2 1:B:2810:ILE:HG12 2.38 0.59
1:C:70:LEU:HD21 1:C:203:MET:HE1 1.84 0.59
1:C:3373:VAL:HG12 1:C:3399:PHE:CZ 2.38 0.59
1:C:4893:GLY:N 1:C:4897:ASP:0OD2 2.35 0.59
1:A:3972:ILE:HG21 | 1:A:3983:LEU:HD12 1.84 0.59
1:B:994:HIS:CE1 1:B:1028:LEU:HD11 2.37 0.59
1:D:2383:GLU:OE1 1:D:2386:ARG:NH2 2.35 0.59
1:A:4319:ARG:NH2 1:C:4906:GLU:HA 2.18 0.59
1:C:870:ARG:O 1:C:874:LYS:NZ 2.24 0.59
1:D:2759:PHE:CD2 1:D:2810:ILE:HG12 2.38 0.59
1:B:3167:TYR:HD2 1:B:3240:MET:-HE2 1.68 0.58
1:B:2383:GLU:OE1 1:B:2386:ARG:NH2 2.35 0.58
1:C:381:GLN:N 1:C:381:GLN:OE1 2.35 0.58
1:A:2759:PHE:CD2 1:A:2810:ILE:HG12 2.38 0.58
1:B:1521:VAL:HG12 | 1:B:1528:-MET:HG2 1.86 0.58
1:A:3167:TYR:HD2 1:A:3240:MET:HE2 1.68 0.58
1:C:3506:VAL:O 1:C:3509:SER:OG 2.16 0.58
1:A:881:GLU:OE1 1:A:969:ALA:N 2.36 0.58
1:C:3167:-TYR:HD2 | 1:C:3240:MET:HE2 1.68 0.58
1:B:457:SER:OG 1:B:459:GLU:OE1 2.21 0.58
1:B:3373:VAL:HG12 1:B:3399:PHE:CZ 2.38 0.58
1:C:3972:ILE:HG21 | 1:C:3983:LEU:HD12 1.84 0.58
1:D:457:SER:OG 1:D:459:GLU:OE1 2.21 0.58
1:A:994:HIS:CE1 1:A:1028:LEU:HD11 2.37 0.58
1:A:4893:GLY:N 1:A:4897:ASP:0D2 2.35 0.58
1:B:70:LEU:HD21 1:B:203:MET:HE1 1.84 0.58
1:B:3972:ILE:HG21 | 1:B:3983:LEU:HD12 1.84 0.58
1:A:951:LEU:HD11 1:A:1049:GLY:C 2.29 0.58
1:A:4730:PHE:HB2 1:A:4735:1ILE:HD11 1.86 0.58
1:A:4906:GLU:HA 1:C:4319:ARG:NH2 2.18 0.58
2:E:26:HIS:ND1 2:E:105:LEU:HD11 2.18 0.58
1:D:381:GLN:OE1 1:D:381:GLN:N 2.35 0.58
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Atom-1 Atom-2 distance (A) overlap (A)

1:D:3373:VAL:HG12 1:D:3399:PHE:CZ 2.38 0.58
1:B:3107:-MET:SD 1:B:3133: THR:0G1 2.58 0.58
1:D:881:GLU:OE1 1:D:969:ALA:N 2.36 0.58
1:B:4319:ARG:CZ 1:D:4906:GLU:HA 2.34 0.58
1:C:881:GLU:OE1 1:C:969:ALA:N 2.36 0.58
1:D:951:LEU:HD11 1:D:1049:GLY:C 2.29 0.58
1:D:2774:ASN:O 1:D:2787:-LYS:NZ 2.21 0.57
1:D:3972:ILE:HG21 | 1:D:3983:LEU:HD12 1.84 0.57
1:A:1521:VAL:HG12 | 1:A:1528:MET:HG2 1.86 0.57
1:B:881:GLU:OE1 1:B:969:ALA:N 2.36 0.57
1:D:1066:SER:OG 1:D:1067:GLN:OE1 2.14 0.57
1:A:70:LEU:HD21 1:A:203:MET:HE1 1.84 0.57
1:A:457:SER:OG 1:A:459:GLU:OE1 2.21 0.57
1:A:3158:1LE:C 1:A:3159:LEU:HD12 2.30 0.57
1:B:4906:GLU:HA 1:D:4319:ARG:CZ 2.34 0.57
1:C:1521:VAL:HG12 | 1:C:1528:MET:HG2 1.86 0.57
1:D:3167: TYR:HD2 1:D:3240:MET:HE2 1.68 0.57
1:B:3158:ILE:C 1:B:3159:LEU:HD12 2.30 0.57
1:C:457:SER:OG 1:C:459:GLU:OE1 2.21 0.57
1:C:3158:ILE:C 1:C:3159:LEU:HD12 2.30 0.57
1:C:3294:PRO:CB 1:C:3297:LEU:HD13 2.34 0.57
1:B:2822: TRP:O 1:B:2824:VAL:HG13 2.05 0.57
1:B:3294:PRO:CB 1:B:3297:LEU:HD13 2.34 0.57
1:D:3158:ILE:C 1:D:3159:LEU:HD12 2.30 0.57
1:A:668:MET:SD 1:A:791:ARG:NH2 2.78 0.57
1:C:3366:LEU:HD21 | 1:C:3406:LEU:CD2 2.35 0.57
1:A:2822: TRP:O 1:A:2824:VAL:HG13 2.05 0.57
1:A:3294:PRO:CB 1:A:3297:LEU:HD13 2.34 0.57
1:B:951:LEU:HD11 1:B:1049:GLY:C 2.29 0.57
1:C:980:PRO:O 1:C:984: THR:HG23 2.05 0.57
1:C:2910:ASP:0OD1 1:C:2911: THR:N 2.38 0.57
1:D:658: THR:HG22 | 1:D:1002:VAL:HG21 1.87 0.57
1:D:980:PRO:0O 1:D:984: THR:HG23 2.05 0.57
1:D:3294:PRO:CB 1:D:3297:LEU:HD13 2.34 0.57
1:C:951:LEU:HD11 1:C:1049:GLY:C 2.29 0.57
1:D:668:MET:SD 1:D:791:ARG:NH2 2.78 0.57
1:D:1521:VAL:HG12 | 1:D:1528: MET:HG2 1.86 0.57
1:D:2268:MET:HE2 | 1:D:2272: THR:HG22 1.87 0.57
1:A:2789:HIS:HB3 1:A:2792:LEU:HD13 1.87 0.56
1:A:2910:ASP:OD1 1:A:2911:THR:N 2.38 0.56
1:C:4730:PHE:HB2 1:C:4735:ILE:HD11 1.86 0.56
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1:D:3366:LEU:HD21 | 1:D:3406:LEU:CD2 2.35 0.56
1:D:4730:PHE:HB2 1:D:4735:ILE:HD11 1.86 0.56
1:A:47:LEU:HD12 1:A:126:ARG:NH1 2.21 0.56
1:B:3366:LEU:HD21 1:B:3406:LEU:CD2 2.35 0.56
1:B:4104:LYS:HG3 1:B:4104:LYS:O 2.05 0.56
1:C:668:MET:SD 1:C:791:ARG:NH2 2.78 0.56
1:C:4104:LYS:O 1:C:4104:LYS:HG3 2.05 0.56
1:D:4893:GLY:N 1:D:4897:ASP:0OD2 2.35 0.56
1:B:980:PRO:O 1:B:984: THR:HG23 2.05 0.56
1:B:4730:PHE:HB2 1:B:4735:ILE:HD11 1.86 0.56
1:B:4893:GLY:N 1:B:4897:ASP:0D2 2.35 0.56
1:C:2822:TRP:O 1:C:2824:VAL:HG13 2.05 0.56
1:C:2981:VAL:O 1:C:2986:ARG:NH2 2.38 0.56
1:D:2789:HIS:HB3 1:D:2792:LEU:HD13 1.87 0.56
1:A:2268:MET:HE2 | 1:A:2272:THR:HG22 1.87 0.56
1:B:2748:ILE:HD12 | 1:B:2814:LEU:HD22 1.87 0.56
1:B:2789:HIS:HB3 1:B:2792:LEU:HD13 1.87 0.56
1:A:2981:VAL:O 1:A:2986:ARG:NH2 2.38 0.56
1:A:4104:LYS:HG3 1:A:4104:LYS:O 2.05 0.56
1:B:658: THR:HG22 | 1:B:1002:VAL:HG21 1.87 0.56
1:B:668:MET:SD 1:B:791:ARG:NH2 2.78 0.56
1:B:2892:LYS:O 1:B:2896:GLU:OE1 2.24 0.56
1:C:2824:VAL:HB 1:C:2936: TYR:HB3 1.88 0.56
1:D:2822: TRP:0O 1:D:2824:VAL:HG13 2.05 0.56
1:D:4104:LYS:HG3 1:D:4104:LYS:O 2.05 0.56
1:A:976:VAL:O 1:A:1045:ARG:NH1 2.38 0.56
1:A:2824:VAL:HB 1:A:2936:TYR:HB3 1.88 0.56
1:A:3754:VAL:O 1:A:3759:LYS:NZ 2.39 0.56
1:A:4319:ARG:CZ 1:C:4906:GLU:HA 2.36 0.56
1:A:4906:GLU:HA 1:C:4319:ARG:CZ 2.36 0.56
1:D:4067:MET:HE2 | 1:D:4110:GLU:HG2 1.87 0.56
1:A:658: THR:HG22 | 1:A:1002:VAL:HG21 1.87 0.56
1:B:4686:ILE:HD12 1:B:4735:ILE:HD12 1.88 0.56
1:C:1562:VAL:HG12 | 1:C:1563:VAL:HG13 1.88 0.56
1:C:2756:ILE:HG22 | 1:C:2807:ARG:HG3 1.88 0.56
1:C:3754:VAL:O 1:C:3759:LYS:NZ 2.39 0.56
1:D:2748:1ILE:HD12 | 1:D:2814:LEU:HD22 1.87 0.56
1:D:3754:VAL:O 1:D:3759:LYS:NZ 2.39 0.56
1:B:2268:MET:HE2 | 1:B:2272: THR:HG22 1.87 0.56
1:C:47:LEU:HD12 1:C:126:ARG:NH1 2.21 0.56
1:A:4067-MET:HE2 | 1:A:4110:GLU:HG2 1.87 0.56
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1:A:4686:1ILE:HD12 | 1:A:4735:ILE:HD12 1.88 0.56
1:B:3754:VAL:O 1:B:3759:LYS:NZ 2.39 0.56
1:C:2007:ILE:HD11 | 1:C:3642:LEU:HD21 1.88 0.56
1:C:2268: MET:HE2 | 1:C:2272:THR:HG22 1.87 0.56
1:C:2789:HIS:HB3 1:C:2792:LEU:HD13 1.87 0.56
1:C:2892:LYS:O 1:C:2896:GLU:OE1 2.23 0.56
1:D:2910:ASP:OD1 1:D:2911: THR:N 2.38 0.56
1:A:980:PRO:O 1:A:984: THR:HG23 2.05 0.55
1:A:2892:LYS:O 1:A:2896:GLU:OE1 2.23 0.55
1:C:4067:-MET:HE2 1:C:4110:GLU:HG2 1.87 0.55
1:D:2007:ILE:HD11 | 1:D:3642:LEU:HD21 1.88 0.55
1:C:658: THR:HG22 | 1:C:1002:VAL:HG21 1.87 0.55
1:D:47:LEU:HD12 1:D:126:ARG:NH1 2.21 0.55
1:D:976:VAL:O 1:D:1045:ARG:NH1 2.38 0.55
1:D:2892:LYS:O 1:D:2896:GLU:OE1 2.23 0.55
1:A:2748:1LE:HD12 | 1:A:2814:LEU:HD22 1.87 0.55
1:A:2756:1ILE:HG22 | 1:A:2807:ARG:HG3 1.88 0.55
1:C:4686:1LE:HD12 1:C:4735:ILE:HD12 1.88 0.55
1:B:47:LEU:HD12 1:B:126:ARG:NH1 2.21 0.55
1:B:4067:-MET:-HE2 1:B:4110:GLU:HG2 1.87 0.55
1:C:2748:ILE:HD12 | 1:C:2814:LEU:HD22 1.87 0.55
1:C:3868:VAL:HG12 1:C:3869:ILE:N 2.22 0.55
1:A:1562:VAL:HG12 | 1:A:1563:VAL:HG13 1.88 0.55
2:H:12:ASP:0OD2 2:H:13:GLY:N 2.40 0.55
1:B:2910:ASP:OD1 1:B:2911:THR:N 2.38 0.55
1:C:976:VAL:O 1:C:1045:ARG:NH1 2.38 0.55
1:D:2981:VAL:O 1:D:2986:ARG:NH2 2.38 0.55
1:D:2756:ILE:HG22 | 1:D:2807:ARG:HG3 1.88 0.55
1:D:3868:VAL:HG12 1:D:3869:1ILE:N 2.22 0.55
1:A:3366:LEU:HD21 | 1:A:3406:LEU:CD2 2.35 0.55
1:B:2756:ILE:HG22 1:B:2807:ARG:HG3 1.88 0.55
1:D:1562:VAL:HG12 | 1:D:1563:VAL:HG13 1.88 0.55
1:B:2007:ILE:HD11 | 1:B:3642:LEU:HD21 1.88 0.55
1:D:4686:1ILE:HD12 | 1:D:4735:1ILE:HD12 1.88 0.55
2:G:12:ASP:OD1 2:G:13:GLY:N 2.41 0.54
1:B:3868:VAL:HG12 1:B:3869:ILE:N 2.22 0.54
1:D:941:GLY:N 1:D:1053:ASN:OD1 2.41 0.54
1:A:2007:ILE:HD11 | 1:A:3642:LEU:HD21 1.88 0.54
1:A:3343:ALA:O 1:A:3346:1LE:HG22 2.07 0.54
1:B:1562:VAL:HG12 | 1:B:1563:VAL:HG13 1.88 0.54
1:B:2824:VAL:HB 1:B:2936: TYR:HB3 1.88 0.54
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1:C:941:GLY:N 1:C:1053:ASN:OD1 2.41 0.54
1:D:2477:ILE:CG2 1:D:2537:LEU:HD21 2.38 0.54
1:D:2816:ALA:HB1 | 1:D:2882:ASN:HD21 1.73 0.54
1:D:2877:GLU:OE2 1:D:2921:ARG:NE 2.41 0.54
1:C:4886:TYR:HA 1:D:4916:ILE:HD11 1.90 0.54
1:D:2824:VAL:HB 1:D:2936: TYR:HB3 1.88 0.54
1:A:185:THR:HG22 1:A:190:LEU:CD2 2.38 0.54
1:B:185: THR:HG22 1:B:190:LEU:CD2 2.38 0.54
1:B:941:GLY:N 1:B:1053:ASN:OD1 2.41 0.54
1:C:185: THR:HG22 1:C:190:LEU:CD2 2.38 0.54
1:A:2477:ILE:CG2 1:A:2537:LEU:HD21 2.38 0.54
1:A:2816:ALA:HB1 | 1:A:2882:ASN:HD21 1.73 0.54
1:A:3868:VAL:HG12 1:A:3869:1LE:N 2.22 0.54
2:F:12:ASP:0D2 2:F:13:GLY:N 2.40 0.54
1:B:2816:ALA:HB1 | 1:B:2882:ASN:HD21 1.73 0.54
1:D:185:THR:HG22 1:D:190:LEU:CD2 2.38 0.54
1:A:797:ARG:O 1:A:1620:ARG:NH2 2.41 0.54
1:A:3605:TYR:O 1:A:3609:GLN:NE2 2.41 0.54
1:B:976:VAL:O 1:B:1045:ARG:NH1 2.38 0.54
1:C:2477:ILE:CG2 1:C:2537:LEU:HD21 2.38 0.54
1:A:2816:ALA:HB1 1:A:2882:ASN:ND2 2.23 0.54
1:B:71:GLU:OE1 1:B:111:ARG:NE 2.40 0.54
1:B:2816:ALA:HB1 1:B:2882:ASN:ND2 2.23 0.54
1:C:71:GLU:OE1 1:C:111:ARG:NE 2.41 0.54
1:C:3605:TYR:O 1:C:3609:GLN:NE2 2.41 0.54
1:A:2872:LEU:HD22 | 1:A:2932:GLN:HE21 1.73 0.54
1:C:2816:ALA:HB1 | 1:C:2882:ASN:HD21 1.73 0.54
1:C:3343:ALA:O 1:C:3346:ILE:HG22 2.07 0.54
1:C:3683:GLU:O 1:C:3686:GLU:HG3 2.08 0.54
1:A:3683:GLU:O 1:A:3686:GLU:HG3 2.08 0.53
1:B:3683:GLU:O 1:B:3686:GLU:HG3 2.08 0.53
1:C:2793:ARG:NE 1:C:2797:THR:O 2.41 0.53
1:C:3414:1LE:HG23 1:C:3517:LYS:HD2 1.91 0.53
2:E:12:ASP:0OD2 2:E:13:GLY:N 2.41 0.53
1:B:2793:ARG:NE 1:B:2797:THR:O 2.41 0.53
1:B:3343:ALA:O 1:B:3346:ILE:HG22 2.07 0.53
1:B:3605:TYR:O 1:B:3609:GLN:NE2 2.41 0.53
1:C:2872:LEU:HD22 | 1:C:2932:GLN:HE21 1.73 0.53
1:D:2816:ALA:HB1 1:D:2882:ASN:ND2 2.23 0.53
1:D:3605:TYR:O 1:D:3609:GLN:NE2 2.41 0.53
1:A:614:ALA:HB2 1:A:1677:LEU:HD12 1.90 0.53
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:D:3343:ALA:O 1:D:3346:ILE:HG22 2.07 0.53
1:D:3414:1LE:HG23 1:D:3517:LYS:HD2 1.91 0.53
1:A:4706: THR:HG23 1:A:4708:SER:H 1.74 0.53
1:B:2477:ILE:CG2 1:B:2537:LEU:HD21 2.38 0.53
1:C:2877:GLU:OE2 1:C:2921:ARG:NE 2.41 0.53
1:D:2209:MET:HE1 1:D:2254:HIS:CG 2.44 0.53
1:A:941:GLY:N 1:A:1053:ASN:OD1 2.41 0.53
1:B:2167:LEU:HD11 | 1:B:2207:THR:HG23 1.91 0.53
1:D:2872:LEU:HD22 | 1:D:2932:GLN:HE21 1.73 0.53
1:D:3683:GLU:O 1:D:3686:GLU:HG3 2.08 0.53
1:A:71:GLU:OE1 1:A:111:ARG:NE 2.40 0.53
1:A:2166:LEU:HD21 | 1:A:2178:LEU:HD23 1.90 0.53
1:A:2209:MET:HE1 1:A:2254:HIS:CG 2.44 0.53
1:A:2793:ARG:NE 1:A:2797:THR:O 2.41 0.53
1:A:3414:1LE:HG23 1:A:3517:LYS:HD2 1.91 0.53
1:B:2981:VAL:O 1:B:2986:ARG:NH2 2.38 0.53
1:D:2167:LEU:HD11 | 1:D:2207:THR:HG23 1.91 0.53
1:D:2740:PRO:HG3 | 1:D:2886: THR:HG22 1.91 0.53
1:A:893:THR:O 1:A:905:HIS:N 2.42 0.53
1:C:4706: THR:HG23 1:C:4708:SER:H 1.74 0.53
1:C:4723:LEU:HA 1:C:4735:ILE:HG21 1.91 0.53
1:A:932:THR:O 1:A:936:LEU:HD23 2.09 0.53
1:A:4886: TYR:HA 1:B:4916:ILE:HD11 1.90 0.53
1:B:2166:LEU:HD21 | 1:B:2178:LEU:HD23 1.90 0.53
1:B:2209:MET:HE1 1:B:2254:HIS:CG 2.44 0.53
1:B:3414:ILE:HG23 1:B:3517:LYS:HD2 1.91 0.53
1:B:3672:ASP:0OD2 1:B:3735:HIS:NE2 2.42 0.53
1:C:2166:LEU:HD21 | 1:C:2178:LEU:HD23 1.90 0.53
1:D:932:THR:O 1:D:936:LEU:HD23 2.09 0.53
1:D:2793:ARG:NE 1:D:2797:THR:O 2.41 0.53
1:A:2740:PRO:HG3 | 1:A:2886:THR:HG22 1.91 0.53
1:C:2209:MET:HE1 1:C:2254:HIS:CG 2.44 0.53
1:A:3672:ASP:0D2 1:A:3735:HIS:NE2 2.42 0.53
1:D:893: THR:O 1:D:905:HIS:N 2.42 0.53
1:D:2166:LEU:HD21 | 1:D:2178:LEU:HD23 1.90 0.53
1:D:3236:SER:OG 1:D:3238:GLU:OE1 2.27 0.53
1:A:2167:LEU:HD11 | 1:A:2207: THR:HG23 1.91 0.52
2:E:86: THR:HG23 2:E:87:GLY:N 2.24 0.52
1:B:4723:LEU:HA 1:B:4735:ILE:HG21 1.91 0.52
1:C:893: THR:O 1:C:905:HIS:N 2.42 0.52
1:C:2771:LYS:CE 1:C:2792:LEU:HD11 2.39 0.52
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:797:ARG:O 1:B:1620:ARG:NH2 2.41 0.52
1:C:2948:ASP:O 1:C:2954:LYS:NZ 2.41 0.52
1:C:3236:SER:OG 1:C:3238:GLU:OE1 2.27 0.52
1:D:3591:GLU:O 1:D:3595:ARG:HG2 2.10 0.52
1:D:4244: THR:HG22 | 1:D:4248:MET:HE3 1.90 0.52
1:A:2877:GLU:OE2 1:A:2921:ARG:NE 2.41 0.52
2:G:86: THR:HG23 2:G:87:GLY:N 2.24 0.52
1:B:924:GLN:O 1:B:925:MET:C 2.52 0.52
1:B:2774:ASN:O 1:B:2787:LYS:NZ 2.21 0.52
1:B:2877:GLU:OE2 1:B:2921:ARG:NE 2.41 0.52
1:C:921:TYR:CE1 1:C:925:MET:SD 3.03 0.52
1:C:2167:LEU:HD11 | 1:C:2207:THR:HG23 1.91 0.52
1:C:3591:GLU:O 1:C:3595:ARG:HG2 2.10 0.52
1:D:797:ARG:O 1:D:1620:ARG:NH2 2.41 0.52
1:D:3082:MET:HE1 1:D:3090:LYS:HA 1.92 0.52
1:B:614:ALA:HB2 1:B:1677:LEU:HD12 1.90 0.52
1:B:921:TYR:CE1 1:B:925:MET:SD 3.03 0.52
1:B:2771:LYS:CE 1:B:2792:LEU:HD11 2.39 0.52
1:B:4886:TYR:HA 1:C:4916:ILE:HD11 1.90 0.52
1:C:614:ALA:HB2 1:C:1677:LEU:HD12 1.90 0.52
1:C:2816:ALA:HB1 1:C:2882:ASN:ND2 2.23 0.52
1:C:3082:MET:HE1 1:C:3090:LYS:HA 1.92 0.52
1:D:3672:ASP:0OD2 1:D:3735:HIS:NE2 2.42 0.52
1:A:249:GLU:HB3 1:A:253:VAL:HG11 1.92 0.52
1:A:2771:LYS:CE 1:A:2792:LEU:HD11 2.39 0.52
1:B:893: THR:O 1:B:905:HIS:N 2.42 0.52
1:B:2872:LEU:HD22 | 1:B:2932:GLN:HE21 1.73 0.52
1:B:3294:PRO:HB2 | 1:B:3297:LEU:HD22 1.92 0.52
1:B:4244: THR:HG22 | 1:B:4248:MET:HE3 1.90 0.52
1:D:921:TYR:CE1 1:D:925:MET:SD 3.03 0.52
1:D:4706: THR:HG23 1:D:4708:SER:H 1.74 0.52
1:D:4723:LEU:HA 1:D:4735:1LE:HG21 1.91 0.52
1:A:921:TYR:CE1 1:A:925:MET:SD 3.03 0.52
1:A:4244:THR:HG22 | 1:A:4248:MET:HE3 1.90 0.52
1:B:249:GLU:HB3 1:B:253:VAL:HG11 1.92 0.52
1:B:932: THR:O 1:B:936:LEU:HD23 2.09 0.52
1:B:2740:PRO:HG3 | 1:B:2886:THR:HG22 1.91 0.52
1:B:4706: THR:HG23 1:B:4708:SER:H 1.74 0.52
1:C:249:GLU:HB3 1:C:253:VAL:HG11 1.92 0.52
1:C:3294:PRO:HB2 | 1:C:3297.LEU:HD22 1.92 0.52
1:D:614:ALA:HB2 1:D:1677.:LEU:HD12 1.90 0.52
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:D:924:GLN:O 1:D:925:-MET:C 2.52 0.52
1:A:924:GLN:O 1:A:925:MET:C 2.52 0.52
1:C:932: THR:O 1:C:936:LEU:HD23 2.09 0.52
1:C:3672:ASP:0D2 1:C:3735:HIS:NE2 2.42 0.52
1:D:3294:PRO:HB2 | 1:D:3297:LEU:HD22 1.92 0.52
1:A:4916:1ILE:HD11 1:D:4886:TYR:HA 1.90 0.52
1:B:3457:GLN:NE2 | 1:B:3461:VAL:HG11 2.25 0.52
1:D:249:GLU:HB3 1:D:253:VAL:HG11 1.92 0.52
1:A:3082:MET:HE1 1:A:3090:LYS:HA 1.92 0.52
1:B:2743: THR:HG22 | 1:B:2816:ALA:HB2 1.92 0.52
1:C:1423:ASP:0OD1 1:C:1569:LYS:NZ 2.40 0.52
1:B:3532:ASP:OD1 1:B:3533:LEU:N 2.43 0.52
1:C:2740:PRO:HG3 | 1:C:2886: THR:HG22 1.91 0.52
1:C:3457:GLN:NE2 | 1:C:3461:VAL:HG11 2.25 0.52
1:D:2737:ASP:0OD1 1:D:2892:LYS:NZ 2.37 0.52
1:C:3532:ASP:0OD1 1:C:3533:LEU:N 2.43 0.51
1:D:2948:ASP:O 1:D:2954:LYS:NZ 2.42 0.51
1:A:3457:GLN:NE2 | 1:A:3461:VAL:HG11 2.25 0.51
2:F:86:. THR:HG23 2:F:87:GLY:N 2.25 0.51
1:B:3591:GLU:O 1:B:3595:ARG:HG2 2.10 0.51
1:C:4244:THR:HG22 | 1:C:4248:MET:HE3 1.90 0.51
1:D:2695:GLU:OE1 | 1:D:2698:ARG:NH2 2.43 0.51
1:A:2267:GLY:O 1:A:2269:GLN:NE2 2.44 0.51
1:A:3294:PRO:HB2 | 1:A:3297:LEU:HD22 1.92 0.51
1:A:4723:LEU:HA 1:A:4735:1ILE:HG21 1.91 0.51
1:B:2737:ASP:OD1 1:B:2892:LYS:NZ 2.37 0.51
1:B:2974:PHE:CD2 1:B:2996:ILE:HG13 2.46 0.51
1:B:3082:MET:HE1 1:B:3090:LYS:HA 1.92 0.51
1:C:2267:GLY:O 1:C:2269:GLN:NE2 2.44 0.51
1:A:321:LYS:NZ 1:A:382:GLU:O 2.42 0.51
1:B:620:ASP:OD1 1:B:1681:ARG:NH2 2.43 0.51
1:B:2267:GLY:O 1:B:2269:GLN:NE2 2.44 0.51
1:B:3506:VAL:O 1:B:3509:SER:OG 2.16 0.51
1:C:620:ASP:0OD1 1:C:1681:ARG:NH2 2.43 0.51
1:D:71:GLU:OE1 1:D:111:ARG:NE 2.40 0.51
1:D:2974:PHE:CD2 1:D:2996:1LE:HG13 2.46 0.51
1:A:2695:GLU:OE1 1:A:2698:ARG:NH?2 2.43 0.51
1:A:3236:SER:OG 1:A:3238:GLU:OE1 2.27 0.51
1:B:3236:SER:OG 1:B:3238:GLU:OE1 2.27 0.51
1:C:2743: THR:HG22 | 1:C:2816:ALA:HB2 1.92 0.51
1:D:2771:LYS:CE 1:D:2792:LEU:HD11 2.39 0.51
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:4965:TYR:OH 1:C:5031:GLU:OE2 2.28 0.51
1:D:1252:GLU:N 1:D:1252:GLU:OE1 2.44 0.51
1:A:4899:ILE:HG13 | 1:A:4911:ARG:NH2 2.26 0.51
1:B:228: MET:O 1:B:229:ASP:0OD1 2.29 0.51
1:B:318:ARG:NH1 1:B:325:ASP:OD1 2.44 0.51
1:C:797:ARG:O 1:C:1620:ARG:NH2 2.41 0.51
1:D:620:ASP:OD1 1:D:1681:ARG:NH2 2.43 0.51
1:D:3457:GLN:NE2 | 1:D:3461:VAL:HG11 2.25 0.51
1:C:2757:ASN:OD1 1:C:2807:ARG:NE 2.44 0.51
1:D:318:ARG:NH1 1:D:325:ASP:0OD1 2.44 0.51
1:D:4700:ASP:C 1:D:4702:LEU:H 2.19 0.51
1:A:2743: THR:HG22 | 1:A:2816:ALA:HB2 1.92 0.51
1:A:3591:GLU:O 1:A:3595:ARG:HG2 2.10 0.51
1:C:2943:LYS:O 1:C:2947:LEU:HD13 2.11 0.51
1:D:2267:GLY:O 1:D:2269:GLN:NE2 2.44 0.51
1:B:4694:ASP:0OD1 1:B:4697:GLY:N 2.30 0.51
1:B:4700:ASP:C 1:B:4702:LEU:H 2.19 0.51
1:D:2943:LYS:O 1:D:2947.LEU:HD13 2.11 0.51
1:A:2570:PHE:CE1 1:A:2583:MET:HE1 2.46 0.50
1:A:2942:LEU:HD23 1:A:2942:LEU:H 1.77 0.50
1:A:2974:PHE:CD2 1:A:2996:1ILE:HG13 2.46 0.50
1:B:1159:ASN:ND2 1:B:1183:ILE:O 2.44 0.50
1:B:2570:PHE:CE1 1:B:2583:MET:HE1 2.46 0.50
1:B:2695:GLU:OE1 1:B:2698:ARG:NH2 2.43 0.50
1:B:2942:LEU:HD23 1:B:2942:LEU:H 1.76 0.50
1:C:318:ARG:NH1 1:C:325:ASP:0OD1 2.44 0.50
1:C:1252:GLU:OE1 1:C:1252:GLU:N 2.44 0.50
1:C:3972:ILE:CG2 1:C:3983:LEU:HD12 2.42 0.50
1:D:4899:1ILE:HG13 | 1:D:4911:ARG:NH2 2.26 0.50
1:A:228:MET:O 1:A:229:ASP:OD1 2.29 0.50
1:B:2948:ASP:O 1:B:2954:LYS:NZ 2.41 0.50
1:C:2953:GLU:OE1 1:C:2953:GLU:N 2.44 0.50
1:D:2570:PHE:CE1 1:D:2583:MET:HE1 2.46 0.50
1:D:3532:ASP:0OD1 1:D:3533:LEU:N 2.43 0.50
1:B:4230:GLU:N 1:B:4230:GLU:OE1 2.44 0.50
1:C:2226:PHE:N 1:C:2227:PRO:HD3 2.26 0.50
1:C:2570:PHE:CE1 1:C:2583:MET:HE1 2.46 0.50
1:C:2942:LEU:HD23 1:C:2942:LEU:H 1.77 0.50
1:D:2942:LEU:HD23 1:D:2942:LEU:H 1.76 0.50
1:A:620:ASP:OD1 1:A:1681:ARG:NH2 2.43 0.50
1:A:1252:GLU:N 1:A:1252:GLU:OE1 2.44 0.50
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:2226:PHE:N 1:A:2227:PRO:HD3 2.26 0.50
1:A:4700:ASP:C 1:A:4702:LEU:H 2.19 0.50
1:C:2907:VAL:HG22 | 1:C:2911:THR:0G1 2.12 0.50
1:C:4230:GLU:OE1 1:C:4230:GLU:N 2.44 0.50
1:C:4625:MET:HE1 1:C:4627:TYR:CZ 2.47 0.50
1:D:228:MET:O 1:D:229:ASP:OD1 2.29 0.50
1:D:2907:VAL:HG22 | 1:D:2911:THR:0OG1 2.12 0.50
1:A:2795:TYR:HA 1:A:2798:PHE:HB2 1.94 0.50
1:B:4899:ILE:HG13 1:B:4911:ARG:NH2 2.26 0.50
1:C:2192:PHE:HA 1:C:2199:MET:HE3 1.94 0.50
1:C:4700:ASP:C 1:C:4702:LEU:H 2.19 0.50
1:C:4899:ILE:HG13 | 1:C:4911:ARG:NH2 2.26 0.50
1:D:2795: TYR:HA 1:D:2798:PHE:HB2 1.94 0.50
1:D:2802:ASP:HA 1:D:2805:1ILE:HG12 1.94 0.50
1:A:2757:ASN:OD1 1:A:2807:ARG:NE 2.44 0.50
2:H:86: THR:HG23 2:H:87:GLY:N 2.26 0.50
1:B:2645:LEU:HD13 | 1:B:2679:LEU:HD21 1.93 0.50
1:B:2907:VAL:HG22 | 1:B:2911:THR:0G1 2.12 0.50
1:B:4625:MET:HE1 1:B:4627:TYR:CZ 2.47 0.50
1:C:2695:GLU:OE1 1:C:2698:ARG:NH2 2.43 0.50
1:C:2802:ASP:HA 1:C:2805:ILE:HG12 1.94 0.50
1:C:2974:PHE:CD2 1:C:2996:ILE:HG13 2.46 0.50
1:D:3972:ILE:CG2 1:D:3983:LEU:HD12 2.42 0.50
1:D:4625:MET:HE1 1:D:4627:TYR:CZ 2.47 0.50
1:A:318:ARG:NH1 1:A:325:ASP:OD1 2.44 0.50
1:B:2943:LYS:O 1:B:2947:LEU:HD13 2.11 0.50
1:C:321:LYS:NZ 1:C:382:GLU:O 2.42 0.50
1:D:2743: THR:HG22 | 1:D:2816:ALA:HB2 1.92 0.50
1:A:649:1LE:HG23 1:A:815:ALA:HB3 1.93 0.50
1:A:2802:ASP:HA 1:A:2805:1LE:HG12 1.94 0.50
1:A:3972:ILE:CG2 1:A:3983:LEU:HD12 2.41 0.50
1:A:4230:GLU:OE1 1:A:4230:GLU:N 2.44 0.50
1:B:1252:GLU:QOE1 1:B:1252:GLU:N 2.44 0.50
1:C:4088:ARG:HB2 | 1:C:4090:LEU:HD12 1.93 0.50
1:D:4230:GLU:OE1 1:D:4230:GLU:N 2.44 0.50
1:A:3532:ASP:0OD1 1:A:3533:LEU:N 2.43 0.50
1:B:2226:PHE:N 1:B:2227:PRO:HD3 2.26 0.50
1:B:2795:TYR:HA 1:B:2798:PHE:HB2 1.94 0.50
1:B:4163:LEU:O 1:B:4167:LEU:HD23 2.12 0.50
1:C:228:MET:O 1:C:229:ASP:0OD1 2.29 0.50
1:D:2226:PHE:N 1:D:2227:PRO:HD3 2.26 0.50
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:185:THR:HG22 1:A:190:LEU:HD22 1.94 0.49
1:A:2907:VAL:HG22 | 1:A:2911:THR:OG1 2.12 0.49
1:A:4332:LEU:O 1:A:4336:LEU:HG 2.12 0.49
1:C:2795:TYR:HA 1:C:2798:PHE:HB2 1.94 0.49
1:D:649:ILE:HG23 1:D:815:ALA:HB3 1.93 0.49
1:D:2757:ASN:OD1 1:D:2807:ARG:NE 2.44 0.49
1:D:4846:VAL:HG11 | 1:D:4885:MET:HG2 1.94 0.49
1:B:2192:PHE:HA 1:B:2199:-MET:HE3 1.94 0.49
1:B:4320:LEU:HD22 | 1:B:4325:ALA:HB2 1.95 0.49
1:B:4332:LEU:O 1:B:4336:LEU:HG 2.12 0.49
1:D:1064:VAL:O 1:D:1065:ASP:OD1 2.30 0.49
1:D:2953:GLU:OE1 1:D:2953:GLU:N 2.44 0.49
1:A:36:LEU:HD23 1:A:52:PRO:HA 1.94 0.49
1:A:215:VAL:HG21 1:A:391:LEU:HD12 1.94 0.49
1:A:1159:ASN:ND2 1:A:1183:ILE:O 2.44 0.49
1:A:4163:LEU:O 1:A:4167:LEU:HD23 2.12 0.49
1:B:1064:VAL:O 1:B:1065:ASP:OD1 2.30 0.49
1:C:924:GLN:O 1:C:925:MET:C 2.52 0.49
1:C:2645:LEU:HD13 | 1:C:2679:LEU:HD21 1.93 0.49
1:C:4846:VAL:HG11 | 1:C:4885:MET:HG2 1.94 0.49
1:D:4163:LEU:O 1:D:4167:LEU:HD23 2.12 0.49
1:D:4332:LEU:O 1:D:4336:LEU:HG 2.12 0.49
1:A:2645:LEU:HD13 | 1:A:2679:LEU:HD21 1.93 0.49
1:A:2943:LYS:O 1:A:2947.LEU:HD13 2.11 0.49
1:B:2757:ASN:OD1 1:B:2807:ARG:NE 2.44 0.49
1:B:3972:ILE:CG2 1:B:3983:LEU:HD12 2.41 0.49
1:C:4320:LEU:HD22 | 1:C:4325:ALA:HB2 1.95 0.49
1:D:185:THR:HG22 1:D:190:LEU:HD22 1.94 0.49
1:A:2192:PHE:HA 1:A:2199:MET:HE3 1.94 0.49
1:B:185: THR:HG22 1:B:190:LEU:HD22 1.94 0.49
1:D:4088:ARG:HB2 | 1:D:4090:LEU:HD12 1.93 0.49
1:D:4753:GLU:O 1:D:4754:ARG:CZ 2.61 0.49
1:A:156:LYS:HB2 1:D:228:-MET:SD 2.52 0.49
1:A:1695:LEU:O 1:A:1699:LEU:HD13 2.13 0.49
1:A:3313:LEU:HD23 | 1:A:3346:ILE:HG13 1.94 0.49
1:B:2802:ASP:HA 1:B:2805:ILE:HG12 1.94 0.49
1:B:3041: THR:OG1 | 1:B:3081:VAL:HG21 2.13 0.49
1:B:3553:PHE:O 1:B:3556:ASN:OD1 2.31 0.49
1:C:36:LEU:HD23 1:C:52:PRO:HA 1.94 0.49
1:C:228: MET:SD 1:D:156:LYS:HB2 2.52 0.49
1:C:1159:ASN:ND2 1:C:1183:1ILE:O 2.44 0.49
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:3107:MET:SD 1:C:3133:THR:0G1 2.58 0.49
1:D:2645:LEU:HD13 | 1:D:2679:LEU:HD21 1.93 0.49
1:A:228:MET:SD 1:B:156:LYS:HB2 2.53 0.49
1:A:3553:PHE:O 1:A:3556:ASN:OD1 2.31 0.49
1:A:4088:ARG:HB2 | 1:A:4090:LEU:HD12 1.93 0.49
1:D:215:VAL:HG21 1:D:391:LEU:HD12 1.94 0.49
1:A:4625:MET:HE1 1:A:4627:-TYR:CZ 2.47 0.49
1:B:1695:LEU:O 1:B:1699:LEU:HD13 2.13 0.49
1:C:1479:ASP:0D2 1:C:1483:ASN:ND2 2.46 0.49
1:C:1695:LEU:O 1:C:1699:LEU:HD13 2.13 0.49
1:C:4753:GLU:O 1:C:4754:ARG:CZ 2.61 0.49
1:A:3506:VAL:O 1:A:3509:SER:OG 2.16 0.49
1:A:3687:GLU:OE2 1:A:3695:LYS:NZ 2.46 0.49
1:B:1420:ASP:O 1:B:1421:ASN:OD1 2.31 0.49
1:B:2953:GLU:OE1 1:B:2953:GLU:N 2.44 0.49
1:C:649:1LE:HG23 1:C:815:ALA:HB3 1.93 0.49
1:C:2234:CYS:O 1:C:2237:LEU:N 2.46 0.49
1:C:4694:ASP:OD1 1:C:4697:GLY:N 2.30 0.49
1:D:2192:PHE:HA 1:D:2199:MET:HE3 1.94 0.49
1:A:1064:VAL:O 1:A:1065:ASP:0OD1 2.30 0.49
1:A:4753:GLU:O 1:A:4754:ARG:CZ 2.61 0.49
1:B:228:MET:SD 1:C:156:LYS:HB2 2.52 0.49
1:B:4753:GLU:O 1:B:4754:ARG:CZ 2.61 0.49
1:A:1420:ASP:O 1:A:1421:ASN:OD1 2.31 0.48
1:A:4846:VAL:HG11 | 1:A:4885:MET:HG2 1.94 0.48
1:B:649:ILE:HG23 1:B:815:ALA:HB3 1.93 0.48
1:B:3313:LEU:HD23 | 1:B:3346:ILE:HG13 1.94 0.48
1:C:3041: THR:OG1 | 1:C:3081:VAL:HG21 2.13 0.48
1:C:3869:ILE:HG22 1:C:3872:GLN:H 1.78 0.48
1:C:4332:LEU:O 1:C:4336:LEU:HG 2.12 0.48
1:D:36:LEU:HD23 1:D:52:PRO:HA 1.94 0.48
1:D:1420:ASP:O 1:D:1421:ASN:OD1 2.31 0.48
1:D:3553:PHE:O 1:D:3556:ASN:OD1 2.31 0.48
1:A:2234:CYS:0O 1:A:2237:LEU:N 2.46 0.48
1:A:4320:LEU:HD22 | 1:A:4325:ALA:HB2 1.95 0.48
1:B:2234:CYS:O 1:B:2237:LEU:N 2.46 0.48
1:C:1064:VAL:O 1:C:1065:ASP:0OD1 2.30 0.48
1:C:3553:PHE:O 1:C:3556:ASN:OD1 2.31 0.48
1:C:4163:LEU:O 1:C:4167:LEU:HD23 2.12 0.48
1:D:3313:LEU:HD23 | 1:D:3346:1LE:HG13 1.94 0.48
1:D:4320:LEU:HD22 | 1:D:4325:ALA:HB2 1.95 0.48
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:185: THR:HG22 1:C:190:LEU:HD22 1.94 0.48
1:D:3687:GLU:OE2 1:D:3695:LYS:NZ 2.46 0.48
1:A:369:ARG:NH1 1:A:2308:LEU:HD11 2.28 0.48
1:A:4628: TYR:OH 1:B:4858:ARG:NH1 2.43 0.48
1:B:36:LEU:HD23 1:B:52:PRO:HA 1.94 0.48
1:B:369:ARG:NH1 1:B:2308:LEU:HD11 2.28 0.48
1:B:1479:ASP:0OD2 1:B:1483:ASN:ND2 2.46 0.48
1:B:3025:VAL:HG23 1:B:3025:VAL:O 2.13 0.48
1:B:4685:TYR:CE2 1:B:4701:ARG:HG2 2.49 0.48
1:C:215:VAL:HG21 1:C:391:LEU:HD12 1.94 0.48
1:C:369:ARG:NH1 1:C:2308:LEU:HD11 2.28 0.48
1:D:1159:ASN:ND2 1:D:1183:ILE:O 2.44 0.48
1:A:723: TRP:CZ2 1:A:728:ALA:HB2 2.49 0.48
1:A:3025:VAL:HG23 1:A:3025:VAL:O 2.13 0.48
1:A:4072:LYS:HA 1:A:4132:ALA:HB1 1.95 0.48
1:B:723: TRP:CZ2 1:B:728:ALA:HB2 2.49 0.48
1:B:1066:SER:OG 1:B:1067:GLN:OE1 2.14 0.48
1:B:3380:LEU:HD21 1:B:3391:GLY:C 2.38 0.48
1:B:4846:VAL:HG11 | 1:B:4885:MET:HG2 1.94 0.48
1:D:2356:ARG:NH2 1:D:2450:GLU:OE2 2.47 0.48
1:D:3025:VAL:HG23 1:D:3025:VAL:O 2.13 0.48
1:D:3730:MET:O 1:D:3733:SER:OG 2.30 0.48
1:A:2948:ASP:O 1:A:2954:LYS:NZ 2.41 0.48
1:A:5011:MET:HE1 1:A:5018:ASP:HB2 1.96 0.48
1:B:2515:ASN:OD1 1:B:2517:ASP:N 2.45 0.48
1:B:4088:ARG:HB2 | 1:B:4090:LEU:HD12 1.93 0.48
1:C:2891:LYS:O 1:C:2895:LEU:HG 2.14 0.48
1:C:3313:LEU:HD23 | 1:C:3346:ILE:HG13 1.94 0.48
1:D:321:LYS:NZ 1:D:382:GLU:O 2.42 0.48
1:A:3730:MET:O 1:A:3733:SER:OG 2.30 0.48
1:A:3869:ILE:HG22 1:A:3872:GLN:H 1.78 0.48
1:B:321:LYS:NZ 1:B:382:GLU:O 2.42 0.48
1:B:658: THR:HG22 1:B:1002:VAL:CG2 2.44 0.48
1:C:723: TRP:CZ2 1:C:728:ALA:HB2 2.49 0.48
1:C:3687:GLU:OE2 1:C:3695:LYS:NZ 2.46 0.48
1:C:4179:PRO:O 1:C:4205:ARG:NH2 2.47 0.48
1:D:723: TRP:CZ2 1:D:728:ALA:HB2 2.49 0.48
1:D:1695:LEU:O 1:D:1699:LEU:HD13 2.13 0.48
1:B:1273:LEU:HD22 | 1:B:1290:LEU:HD11 1.96 0.48
1:B:3869:ILE:HG22 1:B:3872:GLN:H 1.78 0.48
1:B:4072:LYS:HA 1:B:4132:ALA:HB1 1.95 0.48
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:5011:MET:HE1 1:B:5018:ASP:HB2 1.96 0.48
1:C:2356:ARG:NH2 1:C:2450:GLU:OE2 2.47 0.48
1:C:3025:VAL:HG23 1:C:3025:VAL:O 2.13 0.48
1:C:4225:VAL:HG11 1:C:4948:VAL:HA 1.95 0.48
1:D:2234:CYS:0O 1:D:2237:LEU:N 2.46 0.48
1:D:4179:PRO:O 1:D:4205:ARG:NH2 2.47 0.48
1:A:2737:ASP:0OD1 1:A:2892:LYS:NZ 2.37 0.48
1:B:4860:PHE:CB 1:B:4911:ARG:HH12 2.27 0.48
1:C:1420:ASP:0O 1:C:1421:ASN:OD1 2.31 0.48
1:D:369:ARG:NH1 1:D:2308:LEU:HD11 2.28 0.48
1:D:1273:LEU:HD22 | 1:D:1290:LEU:HD11 1.96 0.48
1:D:1479:ASP:0OD2 1:D:1483:ASN:ND2 2.46 0.48
1:A:1281:GLN:O 1:A:1282:ASN:OD1 2.32 0.48
1:A:1479:ASP:0D2 1:A:1483:ASN:ND2 2.46 0.48
1:B:215:VAL:HG21 1:B:391:LEU:HD12 1.94 0.48
1:B:2891:LYS:O 1:B:2895:LEU:HG 2.14 0.48
1:B:4927:LEU:O 1:B:4931:GLN:OE1 2.32 0.48
1:C:2866:VAL:O 1:C:2929:LYS:NZ 2.40 0.48
1:C:2887: TRP:CG 1:C:2891:LYS:HZ1 2.32 0.48
1:C:4860:PHE:CB 1:C:4911:ARG:HH12 2.27 0.48
1:D:3282:LEU:HD12 | 1:D:3316:LEU:HD22 1.96 0.48
1:D:3380:LEU:HD21 1:D:3391:GLY:C 2.38 0.48
1:D:4685: TYR:CE2 1:D:4701:ARG:HG2 2.49 0.48
1:D:4927:LEU:O 1:D:4931:GLN:OE1 2.32 0.48
1:A:658: THR:HG22 1:A:1002:VAL:CG2 2.44 0.47
1:A:4860:PHE:CB 1:A:4911:ARG:HH12 2.27 0.47
1:B:2356:ARG:NH2 1:B:2450:GLU:OE2 2.47 0.47
1:B:3227:GLU:O 1:B:3228:ARG:HB3 2.14 0.47
1:C:876:ALA:O 1:C:879:ILE:HG22 2.14 0.47
1:C:3380:LEU:HD21 1:C:3391:GLY:C 2.38 0.47
1:D:4694:ASP:OD1 1:D:4697:GLY:N 2.30 0.47
1:A:1273:LEU:HD22 | 1:A:1290:LEU:HD11 1.96 0.47
1:A:3282:LEU:HD12 | 1:A:3316:LEU:HD22 1.96 0.47
1:A:3667:ASP:O 1:A:3667:ASP:0OD1 2.32 0.47
1:A:4179:PRO:O 1:A:4205:ARG:NH2 2.47 0.47
1:B:864:LEU:HD13 1:B:869:GLU:HB2 1.96 0.47
1:C:1281:GLN:O 1:C:1282:ASN:OD1 2.32 0.47
1:A:581:GLU:HG3 1:A:621:LEU:HD22 1.96 0.47
1:A:3004:LEU:HB2 1:A:3005:PRO:HD3 1.96 0.47
1:A:3380:LEU:HD21 1:A:3391:GLY:C 2.38 0.47
1:B:3667:ASP:OD1 1:B:3667:ASP:O 2.32 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:4225:VAL:HG11 1:B:4948:VAL:HA 1.95 0.47
1:C:1273:LEU:HD22 | 1:C:1290:LEU:HD11 1.96 0.47
1:C:3667:ASP:0OD1 1:C:3667:ASP:0O 2.32 0.47
1:D:876:ALA:O 1:D:879:ILE:HG22 2.14 0.47
1:D:3667:ASP:O 1:D:3667:ASP:0OD1 2.32 0.47
1:D:3869:ILE:HG22 1:D:3872:GLN:H 1.78 0.47
1:A:876:ALA:O 1:A:879:ILE:HG22 2.14 0.47
1:A:2356:ARG:NH2 1:A:2450:GLU:OE2 2.47 0.47
1:A:2887: TRP:CG 1:A:2891:LYS:HZ1 2.32 0.47
1:A:3041: THR:OG1 | 1:A:3081:VAL:HG21 2.13 0.47
1:A:3227:GLU:O 1:A:3228:ARG:HB3 2.14 0.47
1:B:876:ALA:O 1:B:879:ILE:HG22 2.14 0.47
1:B:3687:GLU:OE2 1:B:3695:LYS:NZ 2.46 0.47
1:C:658: THR:HG22 1:C:1002:VAL:CG2 2.44 0.47
1:C:924:GLN:O 1:C:927:GLY:N 2.47 0.47
1:C:2525:VAL:HG23 1:C:2526:GLY:N 2.30 0.47
1:C:4685:TYR:CE2 1:C:4701:ARG:HG2 2.49 0.47
1:C:5032:ASP:0OD1 1:C:5033:GLN:OE1 2.33 0.47
1:D:4225:VAL:HG11 1:D:4948:VAL:HA 1.95 0.47
1:A:1810:ARG:HG3 1:A:1856:PHE:CE1 2.50 0.47
1:A:4225:VAL:HG11 1:A:4948:VAL:HA 1.95 0.47
1:A:4235:GLU:OE2 | 1:A:5015:ARG:NH2 2.48 0.47
1:B:1281:GLN:O 1:B:1282:ASN:OD1 2.32 0.47
1:B:2887: TRP:CG 1:B:2891:LYS:HZ1 2.32 0.47
1:B:4235:GLU:OE2 1:B:5015:ARG:NH2 2.48 0.47
1:C:864:LEU:HD13 1:C:869:GLU:HB2 1.96 0.47
1:C:2771:LYS:HE2 1:C:2792:LEU:HD11 1.96 0.47
1:D:924:GLN:O 1:D:927:GLY:N 2.47 0.47
1:D:3041: THR:OG1 | 1:D:3081:VAL:HG21 2.13 0.47
1:A:4685: TYR:CE2 1:A:4701:ARG:HG2 2.49 0.47
1:B:2942:LEU:HA 1:B:2945:-MET:SD 2.55 0.47
1:B:3282:LEU:HD12 | 1:B:3316:LEU:HD22 1.96 0.47
1:C:1810:ARG:HG3 1:C:1856:PHE:CE1 2.50 0.47
1:C:3951:LYS:NZ 1:C:4012:GLN:HB3 2.30 0.47
1:C:4235:GLU:OE2 1:C:5015:ARG:NH2 2.48 0.47
1:D:897:VAL:HG22 1:D:898:ARG:N 2.30 0.47
1:A:490:ASN:O 1:A:494:ARG:HG2 2.15 0.47
1:A:2953:GLU:N 1:A:2953:GLU:OE1 2.44 0.47
1:A:2996:1ILE:HD12 1:A:2996:1LE:H 1.80 0.47
1:B:151:MET:HB3 1:B:170:LEU:HD12 1.97 0.47
1:B:897:VAL:HG22 1:B:898:ARG:N 2.30 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:1810:ARG:HG3 1:B:1856:PHE:CE1 2.50 0.47
1:B:2771:LYS:HE2 1:B:2792:LEU:HD11 1.96 0.47
1:B:2887: TRP:CZ2 1:B:2905:LEU:HD23 2.50 0.47
1:B:2996:ILE:HD12 1:B:2996:1LE:H 1.80 0.47
1:B:3951:LYS:NZ 1:B:4012:GLN:HB3 2.30 0.47
1:B:4179:PRO:O 1:B:4205:ARG:NH2 2.47 0.47
1:D:658: THR:HG22 1:D:1002: VAL:CG2 2.44 0.47
1:D:1281:GLN:O 1:D:1282:ASN:OD1 2.32 0.47
1:D:2525:VAL:HG23 1:D:2526:GLY:N 2.30 0.47
1:D:2752:LEU:HD11 | 1:D:2824:VAL:CG2 2.43 0.47
1:D:2891:LYS:O 1:D:2895:LEU:HG 2.14 0.47
1:D:4072:LYS:HA 1:D:4132:ALA:HB1 1.95 0.47
1:A:897:VAL:HG22 1:A:898:ARG:N 2.30 0.47
1:A:3107:MET:SD 1:A:3133:THR:OG1 2.58 0.47
1:A:4926:LEU:HA 1:A:4929:1LE:HD12 1.97 0.47
1:A:5032:ASP:OD1 1:A:5033:GLN:OE1 2.33 0.47
2:F:26:HIS:HD1 2:F:105:LEU:HD11 1.80 0.47
1:C:151:MET:HB3 1:C:170:LEU:HD12 1.97 0.47
1:C:500: THR:HG23 1:C:503:HIS:H 1.80 0.47
1:C:2942:LEU:HA 1:C:2945:MET:SD 2.55 0.47
1:C:5011:MET:HE1 1:C:5018:ASP:HB2 1.96 0.47
1:D:151:MET:HB3 1:D:170:LEU:HD12 1.97 0.47
1:D:1810:ARG:HG3 1:D:1856:PHE:CE1 2.50 0.47
1:D:5011:MET:HE1 1:D:5018:ASP:HB2 1.96 0.47
1:A:3184:VAL:O 1:A:3188:ARG:HG3 2.15 0.47
1:B:490:ASN:O 1:B:494:ARG:HG2 2.15 0.47
1:B:500: THR:HG23 1:B:503:HIS:H 1.80 0.47
1:B:569:LEU:HD12 1:B:603:VAL:HG13 1.97 0.47
1:B:581:GLU:HG3 1:B:621:LEU:HD22 1.96 0.47
1:B:3004:LEU:HB2 1:B:3005:PRO:HD3 1.96 0.47
1:C:3004:LEU:HB2 1:C:3005:PRO:HD3 1.96 0.47
1:C:4072:LYS:HA 1:C:4132:ALA:HB1 1.95 0.47
1:C:4927:LEU:O 1:C:4931:GLN:OE1 2.32 0.47
1:D:2771:LYS:HE2 | 1:D:2792:LEU:HD11 1.96 0.47
1:D:2887:TRP:CZ2 | 1:D:2905:LEU:HD23 2.50 0.47
1:A:924:GLN:O 1:A:927:GLY:N 2.47 0.47
1:A:2891:LYS:O 1:A:2895:LEU:HG 2.14 0.47
1:B:924:GLN:O 1:B:927:GLY:N 2.47 0.47
1:C:3282:LEU:HD12 | 1:C:3316:LEU:HD22 1.96 0.47
1:C:3958: MET:HE3 1:C:4018:GLU:HG2 1.97 0.47
1:D:3548:GLU:OE1 | 1:D:3551:ARG:NH2 2.40 0.47
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:D:5032:ASP:0OD1 1:D:5033:GLN:OE1 2.33 0.47
1:A:151:MET:HB3 1:A:170:LEU:HD12 1.97 0.46
1:A:3820:LEU:HD21 | 1:A:3901:ASP:HB3 1.98 0.46
1:B:4628: TYR:OH 1:C:4858:ARG:NH1 2.42 0.46
1:C:490:ASN:O 1:C:494:ARG:HG2 2.15 0.46
1:C:581:GLU:HG3 1:C:621:LEU:HD22 1.96 0.46
1:C:3227:GLU:O 1:C:3228:ARG:HB3 2.14 0.46
1:C:3820:LEU:HD21 | 1:C:3901:ASP:HB3 1.98 0.46
1:D:3004:LEU:HB2 1:D:3005:PRO:HD3 1.96 0.46
1:D:3951:LYS:NZ 1:D:4012:GLN:HB3 2.30 0.46
1:D:4965: TYR:OH 1:D:5031:GLU:OE2 2.28 0.46
1:A:2752:LEU:HD11 | 1:A:2824:VAL:CG2 2.43 0.46
1:A:2771:LYS:HE2 | 1:A:2792:LEU:HD11 1.96 0.46
1:B:1053:ASN:OD1 1:B:1053:ASN:O 2.34 0.46
1:D:500: THR:HG23 1:D:503:HIS:H 1.80 0.46
1:D:4860:PHE:CB 1:D:4911:ARG:HH12 2.27 0.46
1:A:1053:ASN:OD1 1:A:1053:ASN:O 2.34 0.46
1:A:1494:TYR:CB 1:A:1528: MET:HE1 2.46 0.46
1:C:1132:ARG:NH1 1:C:1138:GLU:OE1 2.49 0.46
1:D:938:CYS:HA 1:D:1057:PRO:HD3 1.98 0.46
1:D:3227:GLU:O 1:D:3228:ARG:HB3 2.14 0.46
1:A:864:LEU:HD13 1:A:869:GLU:HB2 1.96 0.46
1:A:2866:VAL:O 1:A:2929:LYS:NZ 2.40 0.46
1:A:3951:LYS:NZ 1:A:4012:GLN:HB3 2.30 0.46
2:G:26:HIS:HD1 2:G:105:LEU:HD11 1.80 0.46
1:B:1494:TYR:CB 1:B:1528:MET:HE1 2.46 0.46
1:B:2525:VAL:HG23 1:B:2526:GLY:N 2.30 0.46
1:B:3958:MET:HE3 | 1:B:4018:GLU:HG2 1.97 0.46
1:B:5032:ASP:OD1 1:B:5033:GLN:OE1 2.33 0.46
1:C:2737:ASP:0OD1 1:C:2892:LYS:NZ 2.37 0.46
1:D:490:ASN:O 1:D:494:ARG:HG2 2.15 0.46
1:D:864:LEU:HD13 1:D:869:GLU:HB2 1.96 0.46
1:A:2525:VAL:HG23 1:A:2526:GLY:N 2.30 0.46
1:A:2942:LEU:HA 1:A:2945:MET:SD 2.55 0.46
1:C:70:LEU:HD13 1:C:102:LEU:HD11 1.97 0.46
1:C:3184:VAL:O 1:C:3188:ARG:HG3 2.15 0.46
1:C:4628:TYR:OH 1:D:4858:ARG:NH1 2.42 0.46
1:C:4814:ILE:HD12 1:C:4821:LEU:CD1 2.46 0.46
1:D:569:LEU:HD12 1:D:603:VAL:HG13 1.97 0.46
1:D:1053:ASN:OD1 1:D:1053:ASN:O 2.34 0.46
1:D:1494:TYR:CB 1:D:1528:MET:HE1 2.46 0.46
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Atom-1 Atom-2 distance (A) overlap (A)

1:D:2391:PRO:O 1:D:2392:ALA:HB3 2.16 0.46
1:D:3184:VAL:O 1:D:3188:ARG:HG3 2.15 0.46
1:D:4235:GLU:OE2 1:D:5015:ARG:NH2 2.48 0.46
1:A:873:GLU:O 1:A:877:GLU:OE1 2.34 0.46
1:A:2391:PRO:O 1:A:2392:ALA:HB3 2.16 0.46
1:A:3761:MET:SD 1:A:4753:GLU:OE1 2.74 0.46
2:H:26:HIS:HD1 2:H:105:LEU:HD11 1.80 0.46
1:B:3184:VAL:O 1:B:3188:ARG:HG3 2.15 0.46
1:B:3761:MET:SD 1:B:4753:GLU:OE1 2.74 0.46
1:C:2996:1LE:HD12 1:C:2996:1LE:H 1.80 0.46
1:D:581:GLU:HG3 1:D:621:LEU:HD22 1.96 0.46
1:D:2942:LEU:HA 1:D:2945:MET:SD 2.55 0.46
1:D:3761:MET:SD 1:D:4753:GLU:OE1 2.74 0.46
1:D:3820:LEU:HD21 | 1:D:3901:ASP:HB3 1.98 0.46
1:A:1685:ALA:HA 2:E:91:ILE:HD11 1.97 0.46
1:A:2156:LEU:HD13 | 1:A:2199:MET:HE1 1.98 0.46
1:B:2752:LEU:HD11 | 1:B:2824:VAL:CG2 2.43 0.46
1:B:3820:LEU:HD21 1:B:3901:ASP:HB3 1.97 0.46
1:B:4318:ARG:NH1 1:D:4910: TYR:OH 2.49 0.46
1:C:569:LEU:HD12 1:C:603:VAL:HG13 1.97 0.46
1:C:1494:-TYR:CB 1:C:1528: MET:HE1 2.46 0.46
1:D:2482:LYS:O 1:D:2483:ASP:0OD2 2.34 0.46
1:D:4066:ASP:OD1 1:D:4066:ASP:C 2.59 0.46
1:D:4814:ILE:HD12 1:D:4821:LEU:CD1 2.46 0.46
1:A:70:LEU:HD13 1:A:102:LEU:HD11 1.97 0.46
1:A:2887:TRP:CZ2 | 1:A:2905:LEU:HD23 2.50 0.46
1:A:3082:MET:HE3 1:A:3093:LEU:CD2 2.43 0.46
1:A:4814:1LE:HD12 1:A:4821:LEU:CD1 2.46 0.46
1:B:4926:LEU:HA 1:B:4929:ILE:HD12 1.97 0.46
1:C:897:VAL:HG22 1:C:898:ARG:N 2.30 0.46
1:C:2752:LEU:HD11 | 1:C:2824:VAL:CG2 2.43 0.46
1:C:4186:ILE:CD1 1:C:4196:ILE:HD11 2.46 0.46
1:D:871:ILE:HD12 1:D:1050: TYR:HD2 1.81 0.46
1:D:873:GLU:O 1:D:877:GLU:OE1 2.34 0.46
1:D:2996:1ILE:HD12 1:D:2996:1ILE:H 1.80 0.46
1:A:4927:LEU:O 1:A:4931:GLN:OE1 2.32 0.46
1:C:1053:ASN:OD1 1:C:1053:ASN:O 2.34 0.46
1:C:1066:SER:OG 1:C:1067:GLN:OE1 2.14 0.46
1:C:2887:TRP:CZ2 | 1:C:2905:LEU:HD23 2.50 0.46
1:C:3761:MET:SD 1:C:4753:GLU:OE1 2.74 0.46
1:D:4926:LEU:HA 1:D:4929:1LE:HD12 1.97 0.46
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:2482:LYS:O 1:B:2483:ASP:0OD2 2.34 0.46
1:C:3051:VAL:CG2 | 1:C:3065:VAL:HG11 2.46 0.46
1:D:397:GLU:OE2 1:D:471:SER:OG 2.29 0.46
1:A:938:CYS:HA 1:A:1057:PRO:HD3 1.98 0.45
1:A:4720:ARG:HH11 1:A:4720:ARG:H 1.64 0.45
1:B:873:GLU:O 1:B:877:GLU:OE1 2.34 0.45
1:B:4814:ILE:HD12 1:B:4821:LEU:CD1 2.46 0.45
1:C:4926:LEU:HA 1:C:4929:1LE:HD12 1.97 0.45
1:A:3541: TYR:OH 1:A:3598: GLN:NE2 2.49 0.45
1:A:3958: MET:HE3 | 1:A:4018:GLU:HG2 1.97 0.45
1:B:2830:GLY:HA2 1:B:2934:ASN:HA 1.99 0.45
1:B:4720:ARG:HH11 1:B:4720:ARG:H 1.64 0.45
1:C:871:ILE:HD12 1:C:1050: TYR:HD2 1.81 0.45
1:C:2482:LYS:0O 1:C:2483:ASP:0OD2 2.34 0.45
1:D:2798:PHE:CZ 1:D:2802:ASP:HB3 2.51 0.45
1:D:2887: TRP:CG 1:D:2891:LYS:HZ1 2.33 0.45
1:D:3541:TYR:HB3 1:D:3605: TYR:CD2 2.52 0.45
1:A:2482:LYS:O 1:A:2483:ASP:0D2 2.34 0.45
1:A:2978:LEU:HD22 | 1:A:3057:LEU:HD23 1.98 0.45
1:A:3006:LEU:O 1:A:3007:ILE:C 2.60 0.45
1:B:2798:PHE:CZ 1:B:2802:ASP:HB3 2.51 0.45
1:B:4186:ILE:CD1 1:B:4196:ILE:HD11 2.46 0.45
1:C:2156:LEU:HD13 | 1:C:2199:MET:HE1 1.98 0.45
1:C:3591:GLU:O 1:C:3594:VAL:HG22 2.17 0.45
1:A:216: THR:OG1 1:A:219:HIS:CE1 2.70 0.45
1:A:500: THR:HG23 1:A:503:HIS:H 1.80 0.45
1:A:569:LEU:HD12 1:A:603:VAL:HG13 1.97 0.45
1:A:2007:ILE:CD1 1:A:3642:LEU:HD21 2.47 0.45
1:B:978:LEU:HD12 1:B:982:GLN:HB3 1.99 0.45
1:B:3006:LEU:O 1:B:3007:ILE:C 2.60 0.45
1:C:873:GLU:O 1:C:877:GLU:OE1 2.34 0.45
1:C:3548:GLU:OE1 1:C:3551:ARG:NH2 2.40 0.45
1:D:70:LEU:HD13 1:D:102:LEU:HD11 1.97 0.45
1:D:1132:ARG:NH1 1:D:1138:GLU:OE1 2.49 0.45
1:D:2978:LEU:HD22 | 1:D:3057:LEU:HD23 1.98 0.45
1:D:3591:GLU:O 1:D:3594:VAL:HG22 2.17 0.45
2:H:91:1LE:HD11 1:D:1685:ALA:HA 1.98 0.45
1:B:938:CYS:HA 1:B:1057:PRO:HD3 1.98 0.45
1:B:1793:ALA:C 1:B:1794: THR:HG1 2.15 0.45
1:B:3541:TYR:HB3 1:B:3605:TYR:CD2 2.52 0.45
1:B:3591:GLU:O 1:B:3594:VAL:HG22 2.17 0.45
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:216:THR:OG1 1:C:219:HIS:CE1 2.70 0.45
1:D:2830:GLY:HA2 1:D:2934:ASN:HA 1.99 0.45
1:D:3051:VAL:CG2 | 1:D:3065:VAL:HG11 2.46 0.45
1:D:3509:SER:OG 1:D:3512: VAL:HG12 2.17 0.45
1:A:871:ILE:HD12 1:A:1050: TYR:HD2 1.81 0.45
1:A:2798:PHE:CZ 1:A:2802:ASP:HB3 2.51 0.45
2:G:91:ILE:HD11 1:C:1685:ALA:HA 1.97 0.45
1:B:70:LEU:HD13 1:B:102:LEU:HD11 1.97 0.45
1:B:216: THR:OG1 1:B:219:HIS:CE1 2.70 0.45
1:B:2156:LEU:HD13 | 1:B:2199:MET:HE1 1.98 0.45
1:C:1041:CYS:SG 1:C:1042:GLN:NE2 2.87 0.45
1:C:2798:PHE:CZ 1:C:2802:ASP:HB3 2.51 0.45
1:D:216: THR:OG1 1:D:219:HIS:CE1 2.70 0.45
1:D:3958:MET:HE3 | 1:D:4018:GLU:HG2 1.97 0.45
1:D:4186:1ILE:CD1 1:D:4196:1ILE:HD11 2.46 0.45
1:A:3541:TYR:HB3 1:A:3605:TYR:CD2 2.52 0.45
1:B:2007:ILE:CD1 1:B:3642:LEU:HD21 2.47 0.45
1:B:3399:PHE:HB2 1:B:3455:GLU:HG3 1.99 0.45
1:B:3440:GLY:HA2 | 1:B:3515:LEU:HD12 1.99 0.45
1:C:2391:PRO:O 1:C:2392:ALA:HB3 2.16 0.45
1:C:3399:PHE:HB2 1:C:3455:GLU:HG3 1.99 0.45
1:C:3515:LEU:HD11 | 1:C:3603:VAL:HG13 1.99 0.45
1:C:4075:VAL:HG21 | 1:C:4132:ALA:HB2 1.99 0.45
1:D:3006:LEU:O 1:D:3007:ILE:C 2.60 0.45
1:A:978:LEU:HD12 1:A:982:GLN:HB3 1.99 0.45
1:A:2515:ASN:OD1 1:A:2517:ASP:N 2.45 0.45
1:B:1132:ARG:NH1 1:B:1138:GLU:QOE1 2.49 0.45
1:B:2391:PRO:O 1:B:2392:ALA:HB3 2.16 0.45
1:C:938:CYS:HA 1:C:1057:PRO:HD3 1.98 0.45
1:C:4062:LEU:HD13 | 1:C:4170:ALA:HB2 1.99 0.45
1:D:877:GLU:O 1:D:881:GLU:HG2 2.17 0.45
1:D:4062:LEU:HD13 | 1:D:4170:ALA:HB2 1.99 0.45
1:A:877:GLU:O 1:A:881:GLU:HG2 2.17 0.45
1:A:1555:VAL:HG21 | 1:A:1562:VAL:CG1 2.47 0.45
1:A:3051:VAL:CG2 | 1:A:3065:VAL:HG11 2.46 0.45
1:A:4066:ASP:0OD1 1:A:4066:ASP:C 2.59 0.45
1:A:4577:PHE:HB2 | 1:A:4630:LEU:HD11 1.99 0.45
1:B:2160:LEU:HD13 | 1:B:2204:MET:HG2 1.99 0.45
1:C:2160:LEU:HD13 | 1:C:2204:MET:HG2 1.99 0.45
1:C:2830:GLY:HA2 1:C:2934:ASN:HA 1.99 0.45
1:C:4577:PHE:HB2 | 1:C:4630:LEU:HD11 1.99 0.45
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Atom-1 Atom-2 distance (A) overlap (A)

1:D:3082:MET:HE3 | 1:D:3093:LEU:CD2 2.43 0.45
1:A:3130:LEU:O 1:A:3134: THR:HG22 2.17 0.45
1:A:3509:SER:OG 1:A:3512:VAL:HG12 2.17 0.45
1:A:4186:ILE:CD1 1:A:4196:1ILE:HD11 2.46 0.45
2:F:91:ILE:HD11 1:B:1685:ALA:HA 1.97 0.45
1:B:877:GLU:O 1:B:881:GLU:HG2 2.17 0.45
1:B:1555:VAL:HG21 | 1:B:1562:VAL:CG1 2.47 0.45
1:B:1967:VAL:HG21 | 1:B:3650:ALA:HB1 1.99 0.45
1:B:2216:LEU:HD23 | 1:B:2224:ILE:HG21 1.99 0.45
1:B:4075:VAL:HG21 | 1:B:4132:ALA:HB2 1.99 0.45
1:C:978:LEU:HD12 1:C:982:GLN:HB3 1.99 0.45
1:C:3440:GLY:HA2 | 1:C:3515:LEU:HD12 1.99 0.45
1:D:2866:VAL:O 1:D:2929:LYS:NZ 2.40 0.45
1:D:3515:LEU:HD11 | 1:D:3603:VAL:HG13 1.99 0.45
2:E:26:HIS:HD1 2:E:105:LEU:HD11 1.81 0.44
1:B:2978:LEU:HD22 | 1:B:3057:LEU:HD23 1.98 0.44
1:B:3082:MET:HE3 1:B:3093:LEU:CD2 2.43 0.44
1:B:3674:MET:-HE2 1:B:3726: TYR:HE1 1.83 0.44
1:C:446:LEU:HD23 1:C:526:LEU:HD22 2.00 0.44
1:C:4066:ASP:0OD1 1:C:4066:ASP:C 2.59 0.44
1:C:4720:ARG:HH11 1:C:4720:ARG:H 1.64 0.44
1:D:1967:VAL:HG21 | 1:D:3650:ALA:HB1 1.99 0.44
1:D:2007:ILE:CD1 1:D:3642:LEU:HD21 2.47 0.44
1:D:2160:LEU:HD13 | 1:D:2204:MET:HG2 1.99 0.44
1:D:2771:LYS:HE3 1:D:2792:LEU:HD11 1.99 0.44
1:A:3399:PHE:HB2 1:A:3455:GLU:HG3 1.99 0.44
1:A:3683:GLU:OE1 1:A:3686:GLU:HG2 2.18 0.44
1:A:3999:PHE:HD1 | 1:A:4019:LEU:HD11 1.83 0.44
1:B:3999:PHE:HD1 | 1:B:4019:LEU:HD11 1.83 0.44
1:C:923:LEU:O 1:C:926:SER:OG 2.34 0.44
1:C:2892:LYS:HA 1:C:2895:LEU:HD12 2.00 0.44
1:C:4638:GLU:HB3 1:C:4639:PRO:HD3 2.00 0.44
1:D:3399:PHE:HB2 1:D:3455:GLU:HG3 1.99 0.44
1:D:3674:MET:HE2 | 1:D:3726:TYR:HE1 1.83 0.44
1:B:871:ILE:HD12 1:B:1050: TYR:HD2 1.81 0.44
1:B:3051:VAL:CG2 | 1:B:3065:VAL:HG11 2.47 0.44
1:C:2883:TYR:OH 1:C:2927:LEU:HD13 2.18 0.44
1:C:3170:LEU:CD1 | 1:C:3195:LEU:HD11 2.40 0.44
1:D:2883: TYR:OH 1:D:2927.LEU:HD13 2.18 0.44
1:D:4577:PHE:HB2 | 1:D:4630:LEU:HD11 1.99 0.44
1:D:4720:ARG:HH11 1:D:4720:ARG:H 1.64 0.44
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Atom-1 Atom-2 distance (A) overlap (A)

1:A:723: TRP:CE2 1:A:728:ALA:HB2 2.53 0.44
1:A:2160:LEU:HD13 | 1:A:2204:MET:HG2 1.99 0.44
1:A:2432:ASP:0OD2 1:A:2436:ARG:NE 2.50 0.44
1:A:3421:ARG:NH2 1:A:3517:LYS:O 2.51 0.44
1:A:4858:ARG:NH1 1:D:4628: TYR:OH 2.42 0.44
1:B:3130:LEU:O 1:B:3134: THR:HG22 2.17 0.44
1:B:3421:ARG:NH2 1:B:3517:LYS:O 2.51 0.44
1:B:4066:ASP:OD1 1:B:4066:ASP:C 2.59 0.44
1:B:4093:LYS:HE2 1:B:4093:LYS:HB2 1.30 0.44
1:C:4043:ILE:H 1:C:4043:ILE:HD12 1.83 0.44
1:D:2859:GLN:OE1 1:D:2859:GLN:N 2.51 0.44
1:D:4075:VAL:HG21 | 1:D:4132:ALA:HB2 1.99 0.44
1:A:2859:GLN:OE1 1:A:2859:GLN:N 2.51 0.44
1:A:2883:TYR:OH 1:A:2927:LEU:HD13 2.18 0.44
1:A:3674:MET:HE2 | 1:A:3726:TYR:HE1 1.83 0.44
1:A:4107:THR:HG22 1:A:4108:GLY:N 2.33 0.44
1:A:4965: TYR:OH 1:A:5031:GLU:OE2 2.28 0.44
1:B:3683:GLU:OE1 1:B:3686:GLU:HG2 2.18 0.44
1:B:4043:ILE:H 1:B:4043:ILE:HD12 1.83 0.44
1:B:4910: TYR:OH 1:D:4318:ARG:NH1 2.49 0.44
1:C:2859:GLN:OE1 1:C:2859:GLN:N 2.51 0.44
1:C:3541:TYR:HB3 1:C:3605:TYR:CD2 2.52 0.44
1:C:3674:MET:HE2 1:C:3726: TYR:HE1 1.83 0.44
1:D:3293:PRO:O 1:D:3295:PRO:CD 2.66 0.44
1:D:3440:GLY:HA2 | 1:D:3515:LEU:HD12 1.99 0.44
1:D:3683:GLU:OE1 1:D:3686:GLU:HG2 2.18 0.44
1:A:3591:GLU:O 1:A:3594:VAL:HG22 2.17 0.44
1:B:2859:GLN:N 1:B:2859:GLN:OE1 2.51 0.44
1:B:2928:LEU:HA 1:B:2931:LEU:HD12 1.99 0.44
1:B:3548:GLU:OE1 1:B:3551:ARG:NH2 2.40 0.44
1:B:4094:LYS:HD2 1:B:4094:LYS:HA 1.36 0.44
1:C:2216:LEU:HD23 | 1:C:2224:ILE:HG21 1.99 0.44
1:C:2759:PHE:HD1 1:C:2930:PHE:CG 2.36 0.44
1:C:2771:LYS:HE3 1:C:2792:LEU:HD11 1.99 0.44
1:A:1967:VAL:HG21 | 1:A:3650:ALA:HB1 1.99 0.44
1:A:2216:LEU:HD23 | 1:A:2224:1LE:HG21 1.99 0.44
1:A:2830:GLY:HA2 1:A:2934:ASN:HA 1.99 0.44
1:A:3106:LYS:O 1:A:3109:GLU:HG3 2.18 0.44
1:A:3515:LEU:HD11 | 1:A:3603:VAL:HG13 1.99 0.44
1:B:2266:LEU:HD13 1:B:2331:ARG:HE 1.83 0.44
1:B:3360:ILE:HB 1:B:3361:PRO:HD3 2.00 0.44
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Atom-1 Atom-2 distance (A) overlap (A)

1:B:4062:LEU:HD13 | 1:B:4170:ALA:HB2 1.99 0.44
1:B:4577:PHE:HB2 | 1:B:4630:LEU:HD11 1.99 0.44
1:C:1555:VAL:HG21 | 1:C:1562:VAL:CG1 2.47 0.44
1:C:2978:LEU:HD22 | 1:C:3057:LEU:HD23 1.99 0.44
1:C:3683:GLU:OE1 1:C:3686:GLU:HG2 2.18 0.44
1:C:4935:1LE:HG12 1:D:4932:GLY:HA2 1.99 0.44
1:D:1294:LEU:O 1:D:1580:MET:HE2 2.18 0.44
1:D:2266:LEU:HD21 1:D:2327:CYS:SG 2.58 0.44
1:D:2892:LYS:HA 1:D:2895:LEU:HD12 2.00 0.44
1:A:2887:TRP:O 1:A:2891:LYS:HE2 2.18 0.44
1:A:3591:GLU:HA 1:A:3594:VAL:HG22 2.00 0.44
1:B:2782:ILE:HG23 1:B:2782:ILE:O 2.18 0.44
1:B:3509:SER:OG 1:B:3512:VAL:HG12 2.17 0.44
1:B:4107: THR:HG22 1:B:4108:GLY:N 2.33 0.44
1:C:3509:SER:OG 1:C:3512:VAL:HG12 2.17 0.44
1:C:3999:PHE:HD1 | 1:C:4019:LEU:HD11 1.83 0.44
1:C:4828:VAL:HG21 | 1:D:4929:ILE:HD11 2.00 0.44
1:D:1555:VAL:HG21 | 1:D:1562:VAL:CG1 2.47 0.44
1:D:2156:LEU:HD13 | 1:D:2199:MET:HE1 1.98 0.44
1:D:3541: TYR:OH 1:D:3598:GLN:NE2 2.49 0.44
1:D:3591:GLU:HA 1:D:3594:VAL:HG22 2.00 0.44
1:A:3176:LEU:O 1:A:3176:LEU:HD23 2.18 0.44
1:A:4075:VAL:HG21 | 1:A:4132:ALA:HB2 1.99 0.44
1:A:4700:ASP:C 1:A:4702:LEU:N 2.76 0.44
1:B:1041:CYS:SG 1:B:1042:GLN:NE2 2.87 0.44
1:B:2759:PHE:HD1 1:B:2930:PHE:CG 2.36 0.44
1:B:4334: TRP:HA 1:B:4334: TRP:CE3 2.53 0.44
1:C:877:GLU:O 1:C:881:GLU:HG2 2.17 0.44
1:C:2007:ILE:CD1 1:C:3642:LEU:HD21 2.47 0.44
1:C:2782:ILE:HG23 1:C:2782:ILE:O 2.18 0.44
1:D:938:CYS:HA 1:D:1057:PRO:CD 2.48 0.44
1:D:978:LEU:HD12 1:D:982: GLN:HB3 1.99 0.44
1:D:3360:ILE:HB 1:D:3361:PRO:HD3 2.00 0.44
1:A:938:CYS:HA 1:A:1057:PRO:CD 2.48 0.43
1:A:3410:TYR:N 1:A:3411:PRO:HD2 2.33 0.43
1:A:4062:LEU:HD13 | 1:A:4170:ALA:HB2 1.99 0.43
1:B:2266:LEU:HD21 1:B:2327:CYS:SG 2.58 0.43
1:B:2887: TRP:O 1:B:2891:LYS:HE2 2.18 0.43
1:B:3515:LEU:HD11 | 1:B:3603:VAL:HG13 1.99 0.43
1:B:4965:TYR:OH 1:B:5031:GLU:OE2 2.28 0.43
1:C:1793:ALA:C 1:C:1794:THR:HG1 2.16 0.43

Continued on next page...




Page 52

Full wwPDB EM Validation Report

EMD-49538, 9NMR

Continued from previous page...

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

1:C:3293:PRO:O 1:C:3295:PRO:CD 2.66 0.43
1:C:3421:ARG:NH2 1:C:3517:LYS:O 2.51 0.43
1:D:914:LEU:HD12 1:D:915:PRO:HD2 1.99 0.43
1:D:1793:ALA:C 1:D:1794: THR:HG1 2.14 0.43
1:D:3999:PHE:HD1 | 1:D:4019:LEU:HD11 1.83 0.43
1:A:3515:LEU:HD23 1:A:3515:LEU:C 2.43 0.43
1:A:4009:ASP:0OD1 1:A:4010:SER:N 2.51 0.43
1:A:4706: THR:HA 1:A:4707:PRO:HD3 1.91 0.43
1:B:723: TRP:CE2 1:B:728:ALA:HB2 2.53 0.43
1:B:843:PRO:O 1:B:1197:PRO:HA 2.19 0.43
1:B:938:CYS:HA 1:B:1057:PRO:CD 2.48 0.43
1:B:2883:TYR:OH 1:B:2927:LEU:HD13 2.18 0.43
1:B:3170:LEU:CD1 1:B:3195:LEU:HD11 2.40 0.43
1:B:3293:PRO:O 1:B:3295:PRO:CD 2.66 0.43
1:B:4638:GLU:HB3 1:B:4639:PRO:HD3 2.00 0.43
1:C:938:CYS:HA 1:C:1057:PRO:CD 2.48 0.43
1:C:2187:-MET:HE?2 1:C:2236:PHE:HA 2.01 0.43
1:C:2928:LEU:HA 1:C:2931:LEU:HD12 1.99 0.43
1:D:723: TRP:CE2 1:D:728:ALA:HB2 2.53 0.43
1:D:864:LEU:HD12 1:D:864:LEU:O 2.19 0.43
1:D:2887:TRP:O 1:D:2891:LYS:HE2 2.18 0.43
1:D:2928:LEU:HA 1:D:2931:LEU:HD12 1.99 0.43
1:D:4090:LEU:HD22 | 1:D:4125:MET:HB3 2.00 0.43
1:A:923:LEU:O 1:A:926:SER:OG 2.34 0.43
1:A:3293:PRO:O 1:A:3295:PRO:CD 2.66 0.43
1:A:4694:ASP:0OD1 1:A:4697:GLY:N 2.30 0.43
1:A:4935:1LE:HG12 1:B:4932:GLY:HA2 2.00 0.43
1:B:446:LEU:HD23 1:B:526:LEU:HD22 2.00 0.43
1:B:914:LEU:HD12 1:B:915:PRO:HD2 1.99 0.43
1:B:951:LEU:HD11 1:B:1049:GLY:O 2.18 0.43
1:B:3410: TYR:N 1:B:3411:PRO:HD2 2.33 0.43
1:B:3515:LEU:HD23 1:B:3515:LEU:C 2.43 0.43
1:C:1967:VAL:HG21 | 1:C:3650:ALA:HB1 1.99 0.43
1:C:3410:TYR:N 1:C:3411:PRO:HD2 2.33 0.43
1:D:2627:LEU:HD22 | 1:D:2641:PRO:HB3 2.00 0.43
1:D:3130:LEU:O 1:D:3134: THR:HG22 2.17 0.43
1:D:3506:VAL:O 1:D:3509:SER:OG 2.16 0.43
1:D:3515:LEU:HD23 1:D:3515:LEU:C 2.43 0.43
1:D:4638:GLU:HB3 1:D:4639:PRO:HD3 2.00 0.43
1:A:2266:LEU:HD21 1:A:2327:CYS:SG 2.58 0.43
1:A:2782:1LE:O 1:A:2782:1LE:HG23 2.18 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:3440:GLY:HA2 | 1:A:3515:LEU:HD12 1.99 0.43
1:A:3638:ARG:HH11 | 1:A:3640: THR:HG23 1.84 0.43
1:A:4828:VAL:HG21 | 1:B:4929:ILE:HD11 2.01 0.43
1:B:2771:LYS:HE3 1:B:2792:LEU:HD11 1.99 0.43
1:B:2892:LYS:HA 1:B:2895:LEU:HD12 2.00 0.43
1:B:3541:TYR:OH 1:B:3598:GLN:NE2 2.49 0.43
1:C:47:LEU:HD12 1:C:126:ARG:HH12 1.84 0.43
1:C:2266:LEU:HD21 1:C:2327:CYS:SG 2.58 0.43
1:C:2887: TRP:O 1:C:2891:LYS:HE2 2.18 0.43
1:C:3006:LEU:O 1:C:3007:ILE:C 2.60 0.43
1:C:3082:MET:HE3 1:C:3093:LEU:CD2 2.43 0.43
1:C:3130:LEU:O 1:C:3134:THR:HG22 2.17 0.43
1:C:4107:THR:HG22 1:C:4108:GLY:N 2.33 0.43
1:D:2432:ASP:0D2 1:D:2436:ARG:NE 2.50 0.43
1:D:2515:ASN:OD1 1:D:2517:ASP:N 2.45 0.43
1:D:3410: TYR:N 1:D:3411:PRO:HD2 2.33 0.43
1:D:4043:ILE:H 1:D:4043:ILE:HD12 1.83 0.43
1:A:1132:ARG:NH1 1:A:1138:GLU:OE1 2.49 0.43
1:A:4090:LEU:HD22 | 1:A:4125:MET:HB3 2.00 0.43
1:B:3106:LYS:O 1:B:3109:GLU:HG3 2.18 0.43
1:B:4700:ASP:C 1:B:4702:LEU:N 2.76 0.43
1:C:461:GLN:HB2 1:C:464:GLU:OE1 2.19 0.43
1:C:951:LEU:HD11 1:C:1049:GLY:O 2.18 0.43
1:C:2438:ALA:HB2 | 1:C:2510:VAL:HG22 2.01 0.43
1:C:3106:LYS:O 1:C:3109:GLU:HG3 2.18 0.43
1:D:446:LEU:HD23 1:D:526:LEU:HD22 2.00 0.43
1:D:951:LEU:HD11 1:D:1049:GLY:O 2.18 0.43
1:D:1038:ASP:O 1:D:1042: GLN:HG2 2.19 0.43
1:D:2266:LEU:HD13 1:D:2331:ARG:HE 1.83 0.43
1:D:2782:ILE:O 1:D:2782:1LE:HG23 2.18 0.43
1:A:843:PRO:O 1:A:1197:PRO:HA 2.19 0.43
1:A:2438:ALA:HB2 | 1:A:2510:VAL:HG22 2.01 0.43
1:A:3360:1ILE:HB 1:A:3361:PRO:HD3 2.00 0.43
1:B:670:ASP:0D2 1:B:789:LYS:NZ 2.33 0.43
1:B:1294:LEU:O 1:B:1580:MET:HE2 2.18 0.43
1:B:3176:LEU:O 1:B:3176:LEU:HD23 2.18 0.43
1:B:3591:GLU:HA 1:B:3594:VAL:HG22 2.00 0.43
1:B:4902:PRO:HB3 1:B:4911:ARG:HG2 2.01 0.43
1:C:3176:LEU:HD23 1:C:3176:LEU:O 2.18 0.43
1:D:858:ASP:OD1 1:D:859: THR:N 2.52 0.43
1:D:2216:LEU:HD23 | 1:D:2224:1LE:HG21 2.00 0.43
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:D:3106:LYS:O 1:D:3109:GLU:HG3 2.18 0.43
1:D:3176:LEU:O 1:D:3176:LEU:HD23 2.18 0.43
1:A:446:LEU:HD23 1:A:526:LEU:HD22 2.00 0.43
1:A:1038:ASP:O 1:A:1042:GLN:HG2 2.19 0.43
1:A:1713:TYR:OH 1:A:1816:MET:SD 2.77 0.43
1:A:2627:LEU:HD22 | 1:A:2641:PRO:HB3 2.00 0.43
1:A:2928:LEU:HA 1:A:2931:LEU:HD12 1.99 0.43
1:A:4334:TRP:CE3 1:A:4334:TRP:HA 2.53 0.43
1:B:47:LEU:HD12 1:B:126:ARG:HH12 1.84 0.43
1:B:554:ARG:NE 1:B:556:GLU:OE2 2.51 0.43
1:B:4828:VAL:HG21 | 1:C:4929:ILE:HD11 2.01 0.43
1:C:546:ASP:0OD1 1:C:583:HIS:NE2 2.38 0.43
1:C:723: TRP:CE2 1:C:728:ALA:HB2 2.53 0.43
1:C:1294:LEU:O 1:C:1580:MET:HE2 2.18 0.43
1:C:3228:ARG:HG2 1:C:3228:ARG:O 2.19 0.43
1:C:3360:1LE:HB 1:C:3361:PRO:HD3 2.00 0.43
1:C:3638:ARG:HH11 | 1:C:3640: THR:HG23 1.84 0.43
1:C:4334: TRP:HA 1:C:4334:TRP:CE3 2.53 0.43
1:C:4902:PRO:HB3 1:C:4911:ARG:HG2 2.01 0.43
1:D:47:LEU:HD12 1:D:126:ARG:HH12 1.84 0.43
1:D:2234:CYS:SG 1:D:2271:SER:HB3 2.59 0.43
1:D:3421:ARG:NH2 1:D:3517:LYS:O 2.51 0.43
1:A:858:ASP:OD1 1:A:859:THR:N 2.52 0.43
1:A:1294:LEU:O 1:A:1580:MET:HE2 2.18 0.43
1:A:3170:LEU:CD1 | 1:A:3195:LEU:HD11 2.40 0.43
1:B:422:PHE:O 1:B:423:SER:C 2.62 0.43
1:B:3638:ARG:HH11 | 1:B:3640: THR:HG23 1.84 0.43
1:B:4730:PHE:CB 1:B:4735:ILE:HD11 2.49 0.43
1:C:2234:CYS:SG 1:C:2271:SER:HB3 2.59 0.43
1:C:3591:GLU:HA 1:C:3594:VAL:HG22 2.00 0.43
1:C:4730:PHE:CB 1:C:4735:1ILE:HD11 2.49 0.43
1:D:843:PRO:O 1:D:1197:PRO:HA 2.19 0.43
1:D:2759:PHE:HD1 1:D:2930:PHE:CG 2.36 0.43
1:A:864:LEU:HD12 1:A:864:LEU:O 2.19 0.43
1:A:2771:LYS:HE3 1:A:2792:LEU:HD11 1.99 0.43
1:A:2892:LYS:HA 1:A:2895:LEU:HD12 2.00 0.43
1:A:3551:ARG:HD2 | 1:A:3595:ARG:NH2 2.34 0.43
1:A:4318:ARG:NH1 1:C:4910: TYR:OH 2.50 0.43
1:A:4932:GLY:HA2 | 1:D:4935:ILE:HG12 2.00 0.43
1:B:910:ASN:O 1:B:914:LEU:N 2.52 0.43
1:B:1420:ASP:O 1:B:1422:ARG:HD3 2.19 0.43

Continued on next page...




Page 55

Full wwPDB EM Validation Report

EMD-49538, 9NMR

Continued from previous page...

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

1:B:3253:GLU:O 1:B:3257:LEU:HD23 2.19 0.43
1:C:864:LEU:O 1:C:864:LEU:HD12 2.19 0.43
1:C:3515:LEU:C 1:C:3515:LEU:HD23 2.43 0.43
1:D:2187:-MET:HE2 1:D:2236:PHE:HA 2.01 0.43
1:A:871:ILE:O 1:A:872:ARG:C 2.62 0.43
1:B:2234:CYS:SG 1:B:2271:SER:HB3 2.59 0.43
1:B:4706: THR:HA 1:B:4707:PRO:HD3 1.91 0.43
1:C:871:1LE:O 1:C:872:ARG:C 2.62 0.43
1:C:916:GLU:O 1:C:919:ARG:HG2 2.19 0.43
1:C:2213:VAL:HG21 | 1:C:2257:TYR:HE2 1.82 0.43
1:C:3730:MET:O 1:C:3733:SER:OG 2.30 0.43
1:D:422:PHE:O 1:D:423:SER:C 2.62 0.43
1:D:1420:ASP:O 1:D:1422:ARG:HD3 2.19 0.43
1:D:2481:GLY:O 1:D:2485:ALA:N 2.51 0.43
1:D:3208:GLU:OE2 1:D:3307:ALA:N 2.49 0.43
1:D:3228:ARG:O 1:D:3228:ARG:HG2 2.19 0.43
1:D:4334: TRP:CE3 1:D:4334: TRP:HA 2.53 0.43
1:D:4700:ASP:C 1:D:4702:LEU:N 2.76 0.43
1:A:397:GLU:OE2 1:A:471:SER:OG 2.29 0.42
1:A:916:GLU:O 1:A:919:ARG:HG2 2.19 0.42
1:A:1041:CYS:SG 1:A:1042:GLN:NE2 2.87 0.42
1:A:1420:ASP:O 1:A:1422:ARG:HD3 2.19 0.42
1:A:4043:1LE:H 1:A:4043:1ILE:HD12 1.83 0.42
1:A:4638:GLU:HB3 1:A:4639:PRO:HD3 2.00 0.42
1:A:4929:1ILE:HD11 | 1:D:4828:VAL:HG21 2.01 0.42
1:B:858:ASP:OD1 1:B:859:THR:N 2.52 0.42
1:B:3551:ARG:HD2 | 1:B:3595:ARG:NH2 2.34 0.42
1:B:4935:ILE:HG12 1:C:4932:GLY:HA2 2.00 0.42
1:C:843:PRO:O 1:C:1197:PRO:HA 2.19 0.42
1:C:871:ILE:HG13 1:C:1052: TYR:CE2 2.54 0.42
1:D:871:ILE:HG13 1:D:1052: TYR:CE2 2.54 0.42
1:D:4730:PHE:CB 1:D:4735:ILE:HD11 2.49 0.42
1:A:871:ILE:HG13 1:A:1052:TYR:CE2 2.54 0.42
1:A:910:ASN:O 1:A:914:LEU:N 2.52 0.42
1:B:461:GLN:HB2 1:B:464:GLU:OE1 2.19 0.42
1:B:864:LEU:HD12 1:B:864:LEU:O 2.19 0.42
1:B:2124:LEU:O 1:B:2128:GLN:HG2 2.20 0.42
1:B:4090:LEU:HD22 | 1:B:4125:MET:HB3 2.00 0.42
1:C:910:ASN:O 1:C:914:.LEU:N 2.52 0.42
1:C:2265:GLY:O 1:C:2266:LEU:HB3 2.20 0.42
1:D:2265:GLY:O 1:D:2266:LEU:HB3 2.20 0.42
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:A:3228:ARG:O 1:A:3228:ARG:HG2 2.19 0.42
1:B:1266:ASP:0OD1 | 1:B:1267:THR:HG23 2.19 0.42
1:B:1713:TYR:OH 1:B:1816:MET:SD 2.77 0.42
1:B:3088:ILE:HD12 1:B:3088:ILE:H 1.85 0.42
1:C:397:GLU:OE2 1:C:471:SER:OG 2.29 0.42
1:C:1038:ASP:O 1:C:1042:GLN:HG2 2.19 0.42
1:C:4093:LYS:HB2 1:C:4093:LYS:HE2 1.30 0.42
1:D:3551:ARG:HD2 | 1:D:3595:ARG:NH2 2.34 0.42
1:D:3638:ARG:HH11 | 1:D:3640: THR:HG23 1.84 0.42
1:D:3974:GLY:N 1:D:3975:PRO:HA 2.34 0.42
1:A:914:LEU:HD12 1:A:915:PRO:HD2 1.99 0.42
1:A:2187:MET:HE2 1:A:2236:PHE:HA 2.01 0.42
1:A:2266:LEU:HD13 1:A:2331:ARG:HE 1.83 0.42
1:A:3088:ILE:H 1:A:3088:ILE:HD12 1.85 0.42
1:A:3428:PRO:HG2 | 1:A:3583:ARG:HD3 2.02 0.42
1:A:4902:PRO:HB3 1:A:4911:ARG:HG2 2.01 0.42
1:B:3282:LEU:HB2 1:B:3283:PRO:HD3 2.01 0.42
1:C:914:LEU:HD12 1:C:915:PRO:HD2 1.99 0.42
1:C:2266:LEU:HD13 1:C:2331:ARG:HE 1.83 0.42
1:C:2432:ASP:0OD2 1:C:2436:ARG:NE 2.50 0.42
1:C:2515:ASN:OD1 1:C:2517:ASP:N 2.45 0.42
1:C:4072:LYS:HE3 1:C:4136:GLN:HG3 2.02 0.42
1:A:422:PHE:O 1:A:423:SER:C 2.62 0.42
1:A:1793:ALA:C 1:A:1794: THR:HG1 2.16 0.42
1:A:4685: TYR:HE2 1:A:4701:ARG:HG2 1.84 0.42
1:A:4730:PHE:CB 1:A:4735:1LE:HD11 2.49 0.42
1:A:4910:TYR:OH 1:C:4318:ARG:NH1 2.51 0.42
1:B:1038:ASP:O 1:B:1042:GLN:HG2 2.19 0.42
1:B:1437:SER:OG 1:B:1566:GLU:HB2 2.20 0.42
1:B:2866:VAL:O 1:B:2929:LYS:NZ 2.40 0.42
1:B:3228:ARG:HG2 1:B:3228:ARG:O 2.19 0.42
1:B:3428:PRO:HG2 1:B:3583:ARG:HD3 2.02 0.42
1:C:2124:LEU:O 1:C:2128:GLN:HG2 2.20 0.42
1:C:2627:LEU:HD22 | 1:C:2641:PRO:HB3 2.00 0.42
1:C:3037:LYS:O 1:C:3040:ILE:HG22 2.19 0.42
1:C:3551:ARG:HD?2 1:C:3595:ARG:NH2 2.34 0.42
1:C:3974:GLY:N 1:C:3975:PRO:HA 2.34 0.42
1:D:461:GLN:HB2 1:D:464:GLU:OE1 2.19 0.42
1:D:4173:ILE:HD12 1:D:4173:1ILE:H 1.85 0.42
1:D:4736:ALA:HB2 1:D:4743:LEU:CD1 2.50 0.42
1:A:2152:ASP:HB3 | 1:A:2191:VAL:HG23 2.02 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:A:3037:LYS:O 1:A:3040:1ILE:HG22 2.19 0.42
2:E:89:PRO:O 2:E:91:ILE:HD12 2.20 0.42
2:H:89:PRO:O 2:H:91:ILE:HD12 2.20 0.42
1:B:2810:ILE:H 1:B:2810:ILE:HD12 1.85 0.42
1:C:1420:ASP:0O 1:C:1422:ARG:HD3 2.19 0.42
1:C:4675:LEU:HD23 | 1:C:4709:PHE:CE1 2.55 0.42
1:D:871:ILE:O 1:D:872:ARG:C 2.62 0.42
1:D:2152:ASP:HB3 | 1:D:2191:VAL:HG23 2.02 0.42
1:D:2810:ILE:HD12 1:D:2810:ILE:H 1.85 0.42
1:A:670:ASP:0OD2 1:A:789:LYS:NZ 2.33 0.42
1:A:1437:SER:OG 1:A:1566:GLU:HB2 2.20 0.42
1:A:2124:LEU:O 1:A:2128:GLN:HG2 2.20 0.42
1:A:2234:CYS:SG 1:A:2271:SER:HB3 2.59 0.42
1:A:2759:PHE:HD1 1:A:2930:PHE:CG 2.36 0.42
1:A:2810:ILE:H 1:A:2810:ILE:HD12 1.85 0.42
1:A:4736:ALA:HB2 1:A:4743:LEU:CD1 2.50 0.42
2:H:12:ASP:0OD2 2:H:12:ASP:C 2.63 0.42
1:B:627:LEU:N 1:B:628:PRO:HD2 2.34 0.42
1:B:871:ILE:O 1:B:872:ARG:C 2.62 0.42
1:B:4009:ASP:OD1 1:B:4010:SER:N 2.51 0.42
1:B:4072:LYS:HE3 1:B:4136:GLN:HG3 2.02 0.42
1:C:753:VAL:HB 1:C:754:PRO:C 2.45 0.42
1:C:1266:ASP:OD1 | 1:C:1267:THR:HG23 2.19 0.42
1:C:2810:ILE:H 1:C:2810:ILE:HD12 1.85 0.42
1:C:3253:GLU:O 1:C:3257:LEU:HD23 2.19 0.42
1:C:3428:PRO:HG2 | 1:C:3583:ARG:HD3 2.02 0.42
1:C:4090:LEU:HD22 | 1:C:4125:MET:HB3 2.00 0.42
1:D:753:VAL:HB 1:D:754:PRO:C 2.45 0.42
1:D:3282:LEU:HB2 1:D:3283:PRO:HD3 2.01 0.42
1:D:4107: THR:HG22 1:D:4108:GLY:N 2.33 0.42
1:A:103:LEU:HD12 1:A:161:GLY:O 2.20 0.42
1:A:461:GLN:HB2 1:A:464:GLU:OE1 2.19 0.42
1:A:951:LEU:HD11 1:A:1049:GLY:O 2.18 0.42
1:A:2265:GLY:O 1:A:2266:LEU:HB3 2.20 0.42
1:A:3195:LEU:HD12 1:A:3195:LEU:HA 1.93 0.42
1:A:3559:ASN:O 1:A:3560:LEU:HB2 2.20 0.42
1:B:103:LEU:HD12 1:B:161:GLY:O 2.20 0.42
1:B:871:ILE:HG13 1:B:1052: TYR:CE2 2.54 0.42
1:B:1758:GLY:O 1:B:1759:PRO:C 2.63 0.42
1:B:2627:LEU:HD22 | 1:B:2641:PRO:HB3 2.00 0.42
1:B:3227:GLU:C 1:B:3229:ALA:H 2.28 0.42
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Atom-1 Atom-2 distance (A) overlap (A)
1:B:3559:ASN:O 1:B:3560:LEU:HB2 2.20 0.42
1:C:1758:GLY:O 1:C:1759:PRO:C 2.63 0.42
1:C:2481:GLY:O 1:C:2485:ALA:N 2.51 0.42
1:D:916:GLU:O 1:D:919:ARG:HG2 2.19 0.42
1:D:2872:LEU:HD11 | 1:D:2940:ARG:NH1 2.35 0.42
1:D:4902:PRO:HB3 1:D:4911:ARG:HG2 2.01 0.42
1:A:554:ARG:NE 1:A:556:GLU:OE2 2.51 0.42
1:A:2752:LEU:HD23 1:A:2752:LEU:HA 1.93 0.42
1:A:3974:GLY:N 1:A:3975:PRO:HA 2.34 0.42
1:B:2438:ALA:HB2 | 1:B:2510:VAL:HG22 2.01 0.42
1:C:627:LEU:N 1:C:628:PRO:HD2 2.34 0.42
1:C:858:ASP:0OD1 1:C:859: THR:N 2.52 0.42
1:C:3176:LEU:HD21 | 1:C:3184:VAL:HG13 2.02 0.42
1:D:1423:ASP:0OD1 1:D:1569:LYS:NZ 2.40 0.42
1:D:2948:ASP:O 1:D:2949: THR.:C 2.63 0.42
1:D:3088:ILE:H 1:D:3088:ILE:HD12 1.85 0.42
1:D:3428:PRO:HG2 | 1:D:3583:ARG:HD3 2.02 0.42
1:D:3559:ASN:O 1:D:3560:LEU:HB2 2.20 0.42
1:D:4072:LYS:HE3 1:D:4136:GLN:HG3 2.02 0.42
1:A:2814:LEU:HD23 1:A:2814:LEU:O 2.20 0.42
1:A:2925:GLN:O 1:A:2929:LYS:HG3 2.20 0.42
1:B:2925:GLN:O 1:B:2929:LYS:HG3 2.20 0.42
1:B:4685: TYR:HE2 1:B:4701:ARG:HG2 1.84 0.42
1:B:4736:ALA:HB2 1:B:4743:LEU:CD1 2.50 0.42
1:C:2925:GLN:O 1:C:2929:LYS:HG3 2.20 0.42
1:C:4736:ALA:HB2 1:C:4743:LEU:CD1 2.50 0.42
1:D:103:LEU:HD12 1:D:161:GLY:O 2.20 0.42
1:D:910:ASN:O 1:D:914:LEU:N 2.52 0.42
1:D:2183:ILE:HG23 1:D:2236:PHE:HB2 2.02 0.42
1:D:2234:CYS:C 1:D:2236:PHE:N 2.78 0.42
1:A:2872:LEU:HD11 | 1:A:2940:ARG:NH1 2.35 0.41
1:A:3548:GLU:OE1 1:A:3551:ARG:NH2 2.40 0.41
1:A:4094:LYS:HA 1:A:4094:LYS:HD2 1.35 0.41
2:F:8:ILE:HA 1:B:720:LEU:HD11 2.02 0.41
2:F:89:PRO:0O 2:F:91:1LE:HD12 2.20 0.41
1:B:2183:ILE:HG23 1:B:2236:PHE:HB2 2.02 0.41
1:B:3176:LEU:HD21 | 1:B:3184:VAL:HG13 2.02 0.41
1:C:3457:GLN:O 1:C:3460:VAL:HG12 2.20 0.41
1:D:627:LEU:N 1:D:628:PRO:HD2 2.34 0.41
1:D:1266:ASP:OD1 | 1:D:1267: THR:HG23 2.19 0.41
1:A:627:LEU:N 1:A:628:PRO:HD2 2.34 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:A:1266:ASP:OD1 | 1:A:1267: THR:HG23 2.19 0.41
1:A:3253:GLU:O 1:A:3257:LEU:HD23 2.19 0.41
1:A:4093:LYS:HB2 1:A:4093:LYS:HE2 1.30 0.41
2:G:89:PRO:O 2:G:91:ILE:HD12 2.20 0.41
1:B:882:LEU:HD21 1:B:1042:GLN:HG3 2.03 0.41
1:B:3457:GLN:O 1:B:3460:VAL:HG12 2.20 0.41
1:C:103:LEU:HD12 1:C:161:GLY:O 2.20 0.41
1:C:938:CYS:SG 1:C:1054:ILE:HG23 2.60 0.41
1:C:2268: MET:CE | 1:C:2272:THR:HG22 2.50 0.41
1:C:3088:ILE:H 1:C:3088:ILE:HD12 1.85 0.41
1:D:2438:ALA:HB2 | 1:D:2510:VAL:HG22 2.01 0.41
1:D:2581:ASP:0OD2 1:D:2581:ASP:C 2.63 0.41
1:D:3176:LEU:HD21 | 1:D:3184:VAL:HG13 2.02 0.41
1:D:4074:1ILE:HD12 | 1:D:4103:GLN:HE21 1.86 0.41
1:D:4323:ARG:O 1:D:4327: THR:HG23 2.21 0.41
1:A:47:LEU:HD12 1:A:126:ARG:HH12 1.84 0.41
1:B:916:GLU:O 1:B:919:ARG:HG2 2.19 0.41
1:B:2265:GLY:O 1:B:2266:LEU:HB3 2.20 0.41
1:B:2268: MET:CE | 1:B:2272: THR:HG22 2.50 0.41
1:B:2948:ASP:O 1:B:2949: THR:C 2.63 0.41
1:B:4063:LYS:O 1:B:4067:-MET:HG3 2.20 0.41
1:C:1964:GLU:HA 1:C:3651:CYS:SG 2.61 0.41
1:C:2152:ASP:HB3 | 1:C:2191:VAL:HG23 2.02 0.41
1:C:4323:ARG:O 1:C:4327:THR:HG23 2.21 0.41
1:C:4332:LEU:HD12 1:C:4332:LEU:C 2.46 0.41
1:D:883: TRP:O 1:D:887:ARG:HG2 2.20 0.41
1:D:4063:LYS:O 1:D:4067:-MET:HG3 2.20 0.41
1:A:938:CYS:SG 1:A:1054:1ILE:HG23 2.60 0.41
1:A:2179:MET:HE3 | 1:A:2183:ILE:HD11 2.02 0.41
1:A:2581:ASP:0D2 1:A:2585:HIS:ND1 2.54 0.41
1:A:3294:PRO:CB 1:A:3297:LEU:HD22 2.50 0.41
1:A:4063:LYS:O 1:A:4067:MET:HG3 2.20 0.41
1:A:4072:LYS:HE3 1:A:4136:GLN:HG3 2.02 0.41
1:B:753:VAL:HB 1:B:754:PRO:C 2.45 0.41
1:B:2814:LEU:O 1:B:2814:LEU:HD23 2.20 0.41
1:B:3037:LYS:O 1:B:3040:ILE:HG22 2.19 0.41
1:B:3294:PRO:CB 1:B:3297:LEU:HD22 2.50 0.41
1:B:4173:ILE:H 1:B:4173:ILE:HD12 1.85 0.41
1:C:2581:ASP:0OD2 1:C:2585:HIS:ND1 2.54 0.41
1:C:3282:LEU:HB2 1:C:3283:PRO:HD3 2.01 0.41
1:C:3541:TYR:OH 1:C:3598:GLN:NE2 2.49 0.41
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Interatomic Clash

Atom-1 Atom-2 distance (A) overlap (A)
1:C:4173:1ILE:H 1:C:4173:ILE:HD12 1.85 0.41
1:D:938:CYS:SG 1:D:1054:1ILE:HG23 2.60 0.41
1:D:1964:GLU:HA 1:D:3651:CYS:SG 2.61 0.41
1:D:4009:ASP:OD1 1:D:4010:SER:N 2.51 0.41
1:A:3377:GLU:O 1:A:3381:ARG:HG2 2.21 0.41
1:A:4173:1ILE:H 1:A:4173:ILE:HD12 1.85 0.41
2:H:8:ILE:HA 1:D:720:LEU:HD11 2.03 0.41
1:B:938:CYS:SG 1:B:1054:ILE:HG23 2.60 0.41
1:B:3974:GLY:N 1:B:3975:PRO:HA 2.34 0.41
1:B:4675:LEU:HD23 1:B:4709:PHE:CE1 2.55 0.41
1:C:883: TRP:0O 1:C:887:ARG:HG2 2.20 0.41
1:D:892: TRP:HA 1:D:903:ARG:HB3 2.03 0.41
1:D:1437:SER:OG 1:D:1566:GLU:HB2 2.20 0.41
1:D:1750:PRO:O 1:D:1752:GLY:N 2.54 0.41
1:D:2179:MET:HE3 | 1:D:2183:ILE:HD11 2.02 0.41
1:D:4093:LYS:HE2 1:D:4093:LYS:HB2 1.30 0.41
1:D:4332:LEU:HD12 1:D:4332:LEU:C 2.46 0.41
1:A:3176:LEU:HD21 | 1:A:3184:VAL:HG13 2.02 0.41
1:B:365:PRO:O 1:B:366:LYS:HB3 2.21 0.41
1:B:546:ASP:OD1 1:B:583:HIS:NE2 2.38 0.41
1:B:554:ARG:NH2 1:B:556:GLU:OE2 2.51 0.41
1:B:1964:GLU:HA 1:B:3651:CYS:SG 2.61 0.41
1:B:2000:ARG:HG2 1:B:3639:MET:HE1 2.03 0.41
1:B:2581:ASP:0D2 1:B:2585:HIS:ND1 2.54 0.41
1:B:2872:LEU:HD11 | 1:B:2940:ARG:NH1 2.35 0.41
1:B:4074:ILE:HD12 | 1:B:4103:GLN:HE21 1.86 0.41
1:B:4332:LEU:C 1:B:4332:LEU:HD12 2.46 0.41
1:C:422:PHE:O 1:C:423:SER:C 2.62 0.41
1:C:1437:SER:OG 1:C:1566:GLU:HB2 2.20 0.41
1:C:3294:PRO:CB 1:C:3297:LEU:HD22 2.50 0.41
1:C:4700:ASP:C 1:C:4702:LEU:N 2.76 0.41
1:D:2814:LEU:O 1:D:2814:LEU:HD23 2.20 0.41
1:D:3294:PRO:HB2 | 1:D:3297:LEU:HD13 2.03 0.41
1:A:753:VAL:HB 1:A:754:PRO:C 2.45 0.41
1:A:883:TRP:O 1:A:887:ARG:HG2 2.20 0.41
1:A:2183:1ILE:HG23 1:A:2236:PHE:HB2 2.02 0.41
1:A:3077:ASP:O 1:A:3081:VAL:HG23 2.21 0.41
1:A:4323:ARG:O 1:A:4327:-THR:HG23 2.21 0.41
1:B:2187:MET:-HE2 1:B:2236:PHE:HA 2.01 0.41
1:B:2563:ILE:HG22 | 1:B:2611:LEU:HD21 2.03 0.41
1:C:36:LEU:HD11 1:C:190:LEU:HD13 2.03 0.41
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:892: TRP:HA 1:C:903:ARG:HB3 2.03 0.41
1:C:2183:ILE:HG23 1:C:2236:PHE:HB2 2.02 0.41
1:C:4094:LYS:HD2 1:C:4094:LYS:HA 1.36 0.41
1:D:2213:VAL:HG21 | 1:D:2257:TYR:HE2 1.82 0.41
1:D:2581:ASP:0OD2 1:D:2585:HIS:ND1 2.54 0.41
1:D:3077:ASP:O 1:D:3081:VAL:HG23 2.21 0.41
1:D:3170:LEU:CD1 | 1:D:3195:LEU:HD11 2.40 0.41
1:D:3227:GLU:C 1:D:3229:ALA:H 2.28 0.41
1:A:882:LEU:HD21 1:A:1042:GLN:HG3 2.03 0.41
1:A:1830:ASP:N 1:A:1830:ASP:OD1 2.54 0.41
1:A:1964:GLU:HA 1:A:3651:CYS:SG 2.61 0.41
1:A:2213:VAL:HG21 | 1:A:2257:TYR:HE2 1.82 0.41
1:A:4332:LEU:HD12 1:A:4332:LEU:C 2.46 0.41
1:B:623: THR:HG23 1:B:627:LEU:HD12 2.03 0.41
1:B:892: TRP:HA 1:B:903:ARG:HB3 2.03 0.41
1:B:2152:ASP:HB3 1:B:2191:VAL:HG23 2.02 0.41
1:B:3377:GLU:O 1:B:3381:ARG:HG2 2.21 0.41
1:C:365:PRO:O 1:C:366:LYS:HB3 2.21 0.41
1:C:623: THR:HG23 1:C:627:LEU:HD12 2.03 0.41
1:C:2563:ILE:HG22 | 1:C:2611:LEU:HD21 2.03 0.41
1:C:3250:LEU:HD23 | 1:C:3278:LEU:HD21 2.03 0.41
1:C:4009:ASP:0OD1 1:C:4010:SER:N 2.51 0.41
1:C:4074:1ILE:HD12 | 1:C:4103:GLN:HE21 1.86 0.41
1:D:2124:LEU:O 1:D:2128:GLN:HG2 2.20 0.41
1:D:3250:LEU:HD23 | 1:D:3278:LEU:HD21 2.03 0.41
1:D:3253:GLU:O 1:D:3257:LEU:HD23 2.19 0.41
1:D:3377:GLU:O 1:D:3381:ARG:HG2 2.21 0.41
1:D:4707:PRO:HD2 1:D:4770:ASP:0OD2 2.21 0.41
1:A:1043:ALA:O 1:A:1047:LEU:HD23 2.21 0.41
1:A:2000:ARG:HG2 | 1:A:3639:MET:HE1 2.03 0.41
1:A:2337:ARG:HG2 | 1:A:2436:ARG:HD2 2.03 0.41
1:A:2563:1ILE:HG22 | 1:A:2611:LEU:HD21 2.03 0.41
1:A:3208:GLU:OE2 1:A:3307:ALA:N 2.49 0.41
1:A:3534:1ILE:HG13 | 1:A:3597:VAL:HG13 2.02 0.41
1:A:4707:PRO:HD2 1:A:4770:ASP:0D2 2.21 0.41
1:B:1830:ASP:N 1:B:1830:ASP:OD1 2.54 0.41
1:B:2179:MET:HE3 1:B:2183:ILE:HD11 2.02 0.41
1:B:3124:LYS:HG3 1:B:3125:GLY:H 1.86 0.41
1:B:4707:PRO:HD2 1:B:4770:ASP:0OD2 2.21 0.41
1:B:4763:LEU:O 1:B:4767:MET:CE 2.69 0.41
1:C:2234:CYS:C 1:C:2236:PHE:N 2.78 0.41
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:2581:ASP:0OD2 1:C:2581:ASP:C 2.63 0.41
1:C:2814:LEU:HD23 1:C:2814:LEU:O 2.20 0.41
1:C:2872:LEU:HD11 | 1:C:2940:ARG:NH1 2.35 0.41
1:C:3227:GLU:C 1:C:3229:ALA:H 2.28 0.41
1:C:3534:ILE:HG13 | 1:C:3597:VAL:HG13 2.02 0.41
1:D:1758:GLY:O 1:D:1759:PRO:C 2.63 0.41
1:D:2000:ARG:HG2 | 1:D:3639:MET:HE1 2.03 0.41
1:D:2268:MET:CE | 1:D:2272: THR:HG22 2.50 0.41
1:D:2337:ARG:HG2 | 1:D:2436:ARG:HD2 2.03 0.41
1:D:3124:LYS:HG3 1:D:3125:GLY:H 1.86 0.41
1:D:4675:LEU:HD23 | 1:D:4709:PHE:CE1 2.55 0.41
1:D:4763:LEU:O 1:D:4767:MET:CE 2.69 0.41
1:A:365:PRO:O 1:A:366:LYS:HB3 2.21 0.41
1:A:2748:1LE:O 1:A:2748:1LE:HG23 2.21 0.41
1:A:2948:ASP:0O 1:A:2949: THR:C 2.63 0.41
1:A:3536:LEU:O 1:A:3540:ARG:HG2 2.21 0.41
2:G:12:ASP:0OD1 2:G:12:ASP:C 2.64 0.41
1:B:923:LEU:O 1:B:926:SER:OG 2.34 0.41
1:B:2234:CYS:HB3 1:B:2238:CYS:HB3 1.88 0.41
1:B:3230:ILE:HD12 1:B:3230:ILE:H 1.86 0.41
1:C:2000:ARG:HG2 | 1:C:3639:MET:HE1 2.03 0.41
1:C:3077:ASP:O 1:C:3081:VAL:HG23 2.21 0.41
1:C:4576:LEU:HD23 1:C:4576:LEU:HA 1.74 0.41
1:D:2563:ILE:HG22 | 1:D:2611:LEU:HD21 2.03 0.41
1:A:546:ASP:OD1 1:A:583:HIS:NE2 2.38 0.40
1:A:720:LEU:HD11 2:E:8:ILE:HA 2.03 0.40
1:A:1750:PRO:O 1:A:1752:GLY:N 2.54 0.40
1:A:2581:ASP:0OD2 1:A:2581:ASP:C 2.63 0.40
1:A:2869:SER:O 1:A:2870:ARG:C 2.64 0.40
1:A:3282:LEU:HB2 1:A:3283:PRO:HD3 2.01 0.40
1:A:3294:PRO:HB2 | 1:A:3297:LEU:HD13 2.03 0.40
1:A:4675:LEU:HD23 | 1:A:4709:PHE:CE1 2.55 0.40
1:A:4728:ASP:HB3 1:D:4104:LYS:HG2 2.03 0.40
1:A:4763:LEU:O 1:A:4767-MET:CE 2.69 0.40
1:B:863:VAL:O 1:B:863:VAL:HG13 2.21 0.40
1:B:883: TRP:0O 1:B:887:ARG:HG2 2.20 0.40
1:B:2869:SER:O 1:B:2870:ARG:C 2.64 0.40
1:B:3534:ILE:HG13 | 1:B:3597:VAL:HG13 2.02 0.40
1:B:3536:LEU:O 1:B:3540:ARG:HG2 2.21 0.40
1:B:4323:ARG:O 1:B:4327:- THR:HG23 2.21 0.40
1:C:55:ASN:OD1 1:C:58:ASN:ND2 2.55 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:C:882:LEU:HD21 1:C:1042:GLN:HG3 2.03 0.40
1:C:2948:ASP:O 1:C:2949:THR:C 2.63 0.40
1:D:684:ARG:NH1 1:D:708:VAL:O 2.48 0.40
1:D:2925:GLN:O 1:D:2929:LYS:HG3 2.20 0.40
1:D:3536:LEU:O 1:D:3540:ARG:HG2 2.21 0.40
1:B:55:ASN:OD1 1:B:58:ASN:ND2 2.54 0.40
1:B:1750:PRO:HA 1:B:1751:PRO:HD3 1.99 0.40
1:B:3730:MET:O 1:B:3733:SER:OG 2.30 0.40
1:C:2179:MET:HE3 1:C:2183:ILE:HD11 2.02 0.40
1:C:3124:LYS:HG3 1:C:3125:GLY:H 1.86 0.40
1:C:4744:ALA:O 1:C:4748:ILE:HG22 2.21 0.40
1:D:3457:GLN:O 1:D:3460: VAL:HG12 2.20 0.40
1:D:4538:PHE:O 1:D:4542:LEU:HD23 2.21 0.40
1:D:4685: TYR:HE2 | 1:D:4701:ARG:HG2 1.84 0.40
1:A:55:ASN:OD1 1:A:58:ASN:ND2 2.54 0.40
1:A:1041:CYS:HA 1:A:1044:VAL:HG12 2.03 0.40
1:A:2701:MET:HB3 | 1:A:2702:PRO:HD3 2.04 0.40
1:A:2738:PRO:HB2 1:A:2885:ASN:HA 2.04 0.40
1:A:2865:VAL:HG13 1:A:2866:VAL:N 2.37 0.40
2:F:12:ASP:0D2 2:F:12:ASP:C 2.64 0.40
1:B:1043:ALA:O 1:B:1047:LEU:HD23 2.21 0.40
1:B:2978:LEU:O 1:B:2982:VAL:HG23 2.21 0.40
1:C:1750:PRO:O 1:C:1752:GLY:N 2.54 0.40
1:C:2473:LEU:O 1:C:2500:LYS:NZ 2.54 0.40
1:C:2869:SER:O 1:C:2870:ARG:C 2.64 0.40
1:C:4685:TYR:HE2 1:C:4701:ARG:HG2 1.84 0.40
1:D:36:LEU:HD11 1:D:190:LEU:HD13 2.03 0.40
1:D:55:ASN:OD1 1:D:58:ASN:ND2 2.54 0.40
1:D:775:ASP:OD1 1:D:775:ASP:N 2.53 0.40
1:D:3037:LYS:O 1:D:3040:1ILE:HG22 2.19 0.40
1:D:4016:LEU:HD23 | 1:D:4135:PHE:CE1 2.57 0.40
1:A:892: TRP:HA 1:A:903:ARG:HB3 2.03 0.40
1:A:1064:VAL:O 1:A:1065:ASP:C 2.65 0.40
1:A:2268:MET:CE | 1:A:2272: THR:HG22 2.50 0.40
1:A:2625:ARG:CD 1:A:2907:VAL:HG11 2.52 0.40
1:A:2997:LYS:HA 1:A:2997:LYS:HD?2 1.95 0.40
1:A:4744:ALA:O 1:A:4748:.1LE:HG22 2.21 0.40
2:F:5:VAL:HG22 2:F:75:LEU.HD22 2.03 0.40
1:B:2701:MET:HB3 1:B:2702:PRO:HD3 2.04 0.40
1:B:3077:ASP:O 1:B:3081:VAL:HG23 2.21 0.40
1:B:3158:ILE:O 1:B:3159:LEU:HD12 2.21 0.40
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)

1:B:4016:LEU:HD23 | 1:B:4135:PHE:CE1 2.57 0.40
1:B:4538:PHE:O 1:B:4542:LEU:HD23 2.21 0.40
1:C:218:GLY:N 1:C:263:LEU:O 2.50 0.40
1:C:1713:TYR:OH 1:C:1816:MET:SD 2.77 0.40
1:C:3373:VAL:HG12 | 1:C:3399:PHE:CE2 2.57 0.40
1:C:3559:ASN:O 1:C:3560:LEU:HB2 2.20 0.40
1:C:4063:LYS:O 1:C:4067-MET:HG3 2.20 0.40
1:C:4538:PHE:O 1:C:4542:LEU:HD23 2.21 0.40
1:D:2473:LEU:O 1:D:2500:LYS:NZ 2.54 0.40
1:D:3837:ALA:O 1:D:3841: THR:HG23 2.22 0.40
1:D:4006:LEU:HA 1:D:4012:GLN:HE21 1.87 0.40
1:A:2892:LYS:O 1:A:2895:LEU:N 2.55 0.40
1:A:3158:1LE:O 1:A:3159:LEU:HD12 2.21 0.40
1:A:3250:LEU:HD23 | 1:A:3278:LEU:HD21 2.03 0.40
1:A:4538:PHE:O 1:A:4542:LEU:HD23 2.21 0.40
1:B:1064:VAL:O 1:B:1065:ASP:C 2.65 0.40
1:C:308:ALA:HB1 1:C:313: THR:HG21 2.04 0.40
1:C:1928:LEU:O 1:C:2105:ARG:NH2 2.55 0.40
1:C:3158:ILE:O 1:C:3159:LEU:HD12 2.21 0.40
1:C:4006:LEU:HA 1:C:4012:GLN:HE21 1.87 0.40
1:D:2738:PRO:HB2 1:D:2885:ASN:HA 2.04 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 4368/5035 (87%) | 4233 (97%) | 135 (3%) 0 |
1 B 4368/5035 (87%) | 4233 (97%) | 135 (3%) 0 |
1 C 4368/5035 (87%) | 4233 (97%) | 135 (3%) 0 |
1 D 4368/5035 (87%) | 4234 (97%) | 134 (3%) 0
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 E 105/108 (97%) 101 (96%) | 4 (4%) 0 |
2 F 105/108 (97%) 100 (95%) | 5 (5%) 0 |
2 G 105,/108 (97%) 101 (96%) | 4 (4%) 0 |
2 H 105/108 (97%) | 102 (97%) | 3 (3%) 0 100 ] [100]

All | Al | 17892/20572 (87%) | 17337 (97%) | 555 (3%) 0 |

There are no Ramachandran outliers to report.

5.3.2 Protein sidechains ()

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

The Analysed column shows the number of residues for which the sidechain conformation was

analysed, and the total number of residues.

Percentiles

Mol | Chain Analysed Rotameric | Outliers
1 A 3823/4296 (89%) 3801 (99%)
1 B 3823/4296 (89%) 3801 (99%)
1 C 3823/4296 (89%) 3801 (99%)
1 D 3823/4296 (89%) 3801 (99%)
2 E 89/90 (99%) 89 (100%)
2 F 89/90 (99%) 89 (100%)
2 G 89/90 (99%) 89 (100%)
2 H 89/90 (99%) 89 (100%)
All All 15648/17544 (89%) | 15560 (99%)

All (88) residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 A 4082 ASP
1 A 4083 TYR
1 A 4090 LEU
1 A 4092 SER
1 A 4093 LYS
1 A 4094 LYS
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Mol | Chain | Res | Type
1 A 4097 | GLN
1 A 4098 LYS
1 A 4100 | MET
1 A 4129 GLU
1 A 4319 | ARG
1 A 4320 LEU
1 A 4323 | ARG
1 A 4332 LEU
1 A 4333 LEU
1 A 4576 LEU
1 A 4702 LEU
1 A 4706 | THR
1 A 4718 VAL
1 A 4720 | ARG
1 A 4771 VAL
1 A 4772 LYS
1 B 4082 ASP
1 B 4083 | TYR
1 B 4090 LEU
1 B 4092 SER
1 B 4093 LYS
1 B 4094 LYS
1 B 4097 | GLN
1 B 4098 LYS
1 B 4100 | MET
1 B 4129 GLU
1 B 4319 | ARG
1 B 4320 LEU
1 B 4323 | ARG
1 B 4332 LEU
1 B 4333 LEU
1 B 4576 LEU
1 B 4702 LEU
1 B 4706 | THR
1 B 4718 VAL
1 B 4720 | ARG
1 B 4771 VAL
1 B 4772 LYS
1 C 4082 ASP
1 C 4083 | TYR
1 C 4090 LEU
1 C 4092 SER

Continued on next page...
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Mol | Chain | Res | Type
1 C 4093 LYS
1 C 4094 LYS
1 C 4097 | GLN
1 C 4098 LYS
1 C 4100 | MET
1 C 4129 GLU
1 C 4319 | ARG
1 C 4320 LEU
1 C 4323 | ARG
1 C 4332 LEU
1 C 4333 LEU
1 C 4576 LEU
1 C 4702 LEU
1 C 4706 | THR
1 C 4718 VAL
1 C 4720 | ARG
1 C 4771 VAL
1 C ATT72 LYS
1 D 4082 ASP
1 D 4083 | TYR
1 D 4090 LEU
1 D 4092 SER
1 D 4093 LYS
1 D 4094 LYS
1 D 4097 | GLN
1 D 4098 LYS
1 D 4100 | MET
1 D 4129 GLU
1 D 4319 | ARG
1 D 4320 LEU
1 D 4323 | ARG
1 D 4332 LEU
1 D 4333 LEU
1 D 4576 LEU
1 D 4702 LEU
1 D 4706 | THR
1 D 4718 VAL
1 D 4720 | ARG
1 D 4771 VAL
1 D 4772 LYS

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. All (169)

such sidechains are listed below:
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Mol | Chain | Res | Type
1 A 55 ASN
1 A 57 GLN
1 A 58 ASN
1 A 106 HIS
1 A 242 GLN
1 A 413 ASN
1 A 462 HIS
1 A 534 ASN
1 A 766 GLN
1 A 924 GLN
1 A 1004 GLN
1 A 1126 ASN
1 A 1232 GLN
1 A 1461 HIS
1 A 1546 ASN
1 A 1587 ASN
1 A 1591 GLN
1 A 1939 GLN
1 A 1973 ASN
1 A 2030 GLN
1 A 2101 HIS
1 A 2128 GLN
1 A 2162 GLN
1 A 2188 ASN
1 A 2418 HIS
1 A 2488 GLN
1 A 2689 HIS
1 A 2878 GLN
1 A 2977 HIS
1 A 2992 HIS
1 A 3009 GLN
1 A 3555 GLN
1 A 3598 GLN
1 A 3609 GLN
1 A 3817 GLN
1 A 3917 ASN
1 A 4103 GLN
1 A 4159 HIS
1 A 4204 ASN
1 A 4219 GLN
1 A 4774 GLN
1 A 4855 ASN
1 A 4945 GLN

Continued on next page...
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Mol | Chain | Res | Type
2 E 26 HIS
2 G 26 HIS
2 H 26 HIS
1 B 57 GLN
1 B 106 HIS
1 B 242 GLN
1 B 413 ASN
1 B 462 HIS
1 B 534 ASN
1 B 766 GLN
1 B 924 GLN
1 B 1004 | GLN
1 B 1085 GLN
1 B 1126 ASN
1 B 1232 GLN
1 B 1546 ASN
1 B 1591 GLN
1 B 1632 GLN
1 B 1939 GLN
1 B 1973 ASN
1 B 2030 | GLN
1 B 2128 GLN
1 B 2162 GLN
1 B 2188 ASN
1 B 2488 GLN
1 B 2689 HIS
1 B 2789 HIS
1 B 2878 GLN
1 B 2977 HIS
1 B 2992 HIS
1 B 3009 GLN
1 B 3555 GLN
1 B 3598 GLN
1 B 3609 GLN
1 B 3817 | GLN
1 B 3917 |  ASN
1 B 4097 | GLN
1 B 4103 GLN
1 B 4159 HIS
1 B 4204 ASN
1 B 4219 GLN
1 B 4774 | GLN

Continued on next page...
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Mol | Chain | Res | Type
1 B 4855 ASN
1 B 4945 GLN
1 C 57 GLN
1 C 106 HIS
1 C 242 GLN
1 C 413 ASN
1 C 462 HIS
1 C 534 ASN
1 C 766 GLN
1 C 924 GLN
1 C 1004 | GLN
1 C 1085 GLN
1 C 1126 ASN
1 C 1232 GLN
1 C 1461 HIS
1 C 1546 ASN
1 C 1587 | ASN
1 C 1591 GLN
1 C 1778 HIS
1 C 1939 GLN
1 C 1973 ASN
1 C 2030 | GLN
1 C 2101 HIS
1 C 2162 GLN
1 C 2188 ASN
1 C 2488 GLN
1 C 2689 HIS
1 C 2789 HIS
1 C 2878 GLN
1 C 2977 HIS
1 C 2992 HIS
1 C 3009 GLN
1 C 3419 ASN
1 C 3555 GLN
1 C 3598 GLN
1 C 3609 GLN
1 C 3817 | GLN
1 C 3917 | ASN
1 C 3963 GLN
1 C 4103 GLN
1 C 4204 ASN
1 C 4219 GLN

Continued on next page...
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Mol | Chain | Res | Type
1 C 4945 GLN
1 D 57 GLN
1 D 106 HIS
1 D 242 GLN
1 D 413 ASN
1 D 462 HIS
1 D 534 ASN
1 D 766 GLN
1 D 924 GLN
1 D 1004 | GLN
1 D 1085 GLN
1 D 1126 ASN
1 D 1232 GLN
1 D 1546 ASN
1 D 1587 | ASN
1 D 1591 GLN
1 D 1939 GLN
1 D 1973 ASN
1 D 2030 | GLN
1 D 2162 GLN
1 D 2188 ASN
1 D 2415 ASN
1 D 2488 GLN
1 D 2499 HIS
1 D 2689 HIS
1 D 2878 GLN
1 D 2977 HIS
1 D 2992 HIS
1 D 3009 GLN
1 D 3555 GLN
1 D 3598 GLN
1 D 3609 GLN
1 D 3817 | GLN
1 D 3917 |  ASN
1 D 4097 | GLN
1 D 4103 GLN
1 D 4159 HIS
1 D 4204 ASN
1 D 4219 GLN
1 D 4774 | GLN
1 D 4855 ASN
1 D 4945 GLN
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5.3.3 RNA (D

There are no RNA molecules in this entry.

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

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

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

Of 12 ligands modelled in this entry, 4 are monoatomic - leaving 8 for Mogul analysis.

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

Mol | Type | Chain | Res | Link CountsBonPSl\/Ilgggt:&S\Z | > 2 CountsBOIPli(;/[nglglj;Z | > 2
4 | PCW A 8003 | - 53,563,563 | 1.24 | 7 (13%) | 59,61,61 | 1.03 3 (5%)
4 [PCW | D [s101| - [535353] 124 | 7(13%) | 59.61,61| 1.03 | 3 (5%)
4 PCW B 8002 - 93,03,53 | 1.25 7 (13%) | 59,61,61 | 1.04 3 (5%)
4 | PCW C 8003 | - 53,53,63 | 1.24 | 7 (13%) | 59,61,61 | 1.03 3 (5%)
4 PCW B 8003 - 93,03,53 | 1.24 7 (13%) | 59,61,61 | 1.03 3 (5%)
4 PCW D 5103 - 593,03,53 | 1.25 7 (13%) | 59,61,61 | 1.04 3 (5%)
4 [PCW | A [8002| - [535353] 125 | 7(13%) | 59.61,61| 104 | 3 (5%)
4 [pcw | C [s002] - [535353] 1.25 | 7(13%) | 596161 | 1.04 | 3 (5%)

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.
’-> means no outliers of that kind were identified.
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Mol | Type | Chain | Res | Link | Chirals Torsions Rings
4 PCW A 8003 - - 25/57/57/57 -

4 PCW D 5101 - - 25/57/57/57 -
4 PCW B 8002 - - 33/57/57/57 -
4 PCW C 8003 - - 25/57/57/57 -
4 PCW B 8003 - - 25/57/57/57 -
4 PCW D 5103 - - 33/57/57/57 -
4 PCW A 8002 - - 33/57/57/57 -
4 PCW C 8002 - - 33/57/57/57 -
All (56) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
4 B 8003 | PCW | O3-C11 | 3.02 1.42 1.33
4 C 8003 | PCW | O3-C11 | 3.02 1.42 1.33
4 D 5101 | PCW | 03-C11 | 3.02 1.42 1.33
4 A 8003 | PCW | 03-C11 | 2.99 1.42 1.33
4 A 8002 | PCW | 03-C11 | 2.96 1.42 1.33
4 B 8002 | PCW | 03-C11 | 2.96 1.42 1.33
4 C 8002 | PCW | 03-C11 | 2.96 1.42 1.33
4 D 5103 | PCW | O3-C11 | 2.94 1.41 1.33
4 D 5103 | PCW | O2-C31 | 2.88 1.42 1.34
4 A 8002 | PCW | 02-C31 | 2.87 1.42 1.34
4 B 8002 | PCW | 02-C31 | 2.87 1.42 1.34
4 C 8002 | PCW | 02-C31 | 2.87 1.42 1.34
4 B 8003 | PCW | 02-C31 | 2.80 1.42 1.34
4 A 8003 | PCW | 02-C31 | 2.80 1.42 1.34
4 C 8003 | PCW | O2-C31 | 2.80 1.42 1.34
4 D 5101 | PCW | O2-C31 | 2.80 1.42 1.34
4 A 8002 | PCW | P-O4P | 2.62 1.69 1.59
4 B 8002 | PCW | P-O4P | 2.62 1.69 1.59
4 C 8002 | PCW | P-O4P | 2.62 1.69 1.59
4 D 5103 | PCW | P-O4P | 2.62 1.69 1.59
4 B 8003 | PCW | P-O4P | 2.58 1.69 1.59
4 C 8003 | PCW | P-O4P | 2.58 1.69 1.59
4 D 5101 | PCW | P-O4P | 2.58 1.69 1.59
4 A 8003 | PCW | P-O4P | 2.57 1.69 1.59
4 A 8003 | PCW | 02-C2 |-2.35 1.41 1.46
4 B 8003 | PCW | 02-C2 |-2.35 1.41 1.46
4 C 8003 | PCW | 02-C2 |-2.35 1.41 1.46
4 D 5101 | PCW | 02-C2 | -2.35 1.41 1.46
4 A 8002 | PCW | 02-C2 |-2.29 1.41 1.46

Continued on next page...
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Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
4 B 8002 | PCW | 02-C2 | -2.29 1.41 1.46
4 C 8002 | PCW | 02-C2 | -2.29 1.41 1.46
4 D 5103 | PCW | 02-C2 | -2.29 1.41 1.46
4 A 8002 | PCW | C5-C4 2.29 1.58 1.51
4 B 8002 | PCW | C5-C4 2.29 1.58 1.51
4 D 5103 | PCW | C5-C4 | 2.29 1.58 1.51
4 C 8002 | PCW | (C5-C4 | 2.29 1.58 1.51
4 A 8003 | PCW | C5-C4 | 2.26 1.58 1.51
4 B 8003 | PCW | C5-C4 | 2.26 1.58 1.51
4 C 8003 | PCW | Cb-C4 | 2.26 1.58 1.51
4 D 5101 | PCW | C5-C4 2.26 1.58 1.51
4 D 5103 | PCW | P-O3P | 2.22 1.68 1.59
4 A 8002 | PCW | C32-C31 | 2.21 1.57 1.50
4 B 8002 | PCW | C32-C31 | 2.21 1.57 1.50
4 C 8002 | PCW | C32-C31 | 2.21 1.57 1.50
4 D 5103 | PCW | C32-C31 | 2.21 1.57 1.50
4 A 8002 | PCW | P-O3P | 2.21 1.68 1.59
4 B 8002 | PCW | P-O3P | 2.21 1.68 1.59
4 C 8002 | PCW | P-O3P | 2.21 1.68 1.59
4 C 8003 | PCW | P-O3P | 2.20 1.68 1.59
4 A 8003 | PCW | C32-C31 | 2.19 1.57 1.50
4 B 8003 | PCW | C32-C31 | 2.19 1.57 1.50
4 C 8003 | PCW | C32-C31 | 2.19 1.57 1.50
4 D 5101 | PCW | C32-C31 | 2.19 1.57 1.50
4 A 8003 | PCW | P-O3P | 2.18 1.67 1.59
4 B 8003 | PCW | P-O3P | 2.18 1.67 1.59
4 D 5101 | PCW | P-O3P | 2.18 1.67 1.59

All (24) bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(®)
4 A 8002 | PCW | C21-C20-C19 | 3.88 153.88 124.83
4 B 8002 | PCW | C21-C20-C19 | 3.88 153.88 124.83
4 C 8002 | PCW | C21-C20-C19 | 3.88 153.88 124.83
4 D 5103 | PCW | C21-C20-C19 | 3.88 153.88 124.83
4 A 8003 | PCW | C21-C20-C19 | 3.81 153.38 124.83
4 D 5101 | PCW | C21-C20-C19 | 3.81 153.38 124.83
4 B 8003 | PCW | C21-C20-C19 | 3.81 153.37 124.83
4 C 8003 | PCW | C21-C20-C19 | 3.81 153.35 124.83
4 A 8002 | PCW | O2-C31-C32 | 3.64 119.35 111.48
4 B 8002 | PCW | 02-C31-C32 | 3.64 119.35 111.48
4 C 8002 | PCW | 0O2-C31-C32 | 3.64 119.35 111.48

Continued on next page...
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Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(®)
4 D 5103 | PCW | 02-C31-C32 | 3.61 119.30 111.48
4 A 8003 | PCW | 02-C31-C32 | 3.38 118.80 111.48
4 C 8003 | PCW | 02-C31-C32 | 3.38 118.80 111.48
4 D 5101 | PCW | 02-C31-C32 | 3.38 118.80 111.48
4 B 8003 | PCW | 02-C31-C32 | 3.37 118.77 111.48
4 A 8003 | PCW | O3-C11-C12 | 2.58 119.71 111.83
4 D 5103 | PCW | O3-C11-C12 | 2.58 119.71 111.83
4 A 8002 | PCW | O3-C11-C12 | 2.58 119.70 111.83
4 B 8002 | PCW | 0O3-C11-C12 | 2.58 119.70 111.83
4 B 8003 | PCW | 0O3-C11-C12 | 2.58 119.70 111.83
4 C 8003 | PCW | 03-C11-C12 | 2.58 119.70 111.83
4 D 5101 | PCW | 03-C11-C12 | 2.58 119.70 111.83
4 C 8002 | PCW | O3-C11-C12 | 2.56 119.65 111.83
There are no chirality outliers.
All (232) torsion outliers are listed below:
Mol | Chain | Res | Type Atoms
4 A 8002 | PCW | (C32-C31-02-C2
4 A 8002 | PCW | C1-O3P-P-O1P
4 A 8002 | PCW | C1-O3P-P-O2P
4 A 8002 | PCW | C1-O3P-P-O4P
4 A 8002 | PCW | (C4-O4P-P-O1P
4 A 8002 | PCW | (C4-O4P-P-O3P
4 A 8003 | PCW 04P-C4-C5-N
4 A 8003 | PCW | (C32-C31-02-C2
4 B 8002 | PCW | (C32-C31-02-C2
4 B 8002 | PCW | C1-O3P-P-O1P
4 B 8002 | PCW | (C1-O3P-P-O2P
4 B 8002 | PCW | C1-O3P-P-O4P
4 B 8002 | PCW | (C4-O4P-P-O1P
4 B 8002 | PCW | (C4-O4P-P-O3P
4 B 8003 | PCW 04P-C4-C5-N
4 B 8003 | PCW | (C32-C31-02-C2
4 C 8002 | PCW | (32-C31-02-C2
4 C 8002 | PCW | (C1-O3P-P-O1P
4 C 8002 | PCW | C1-O3P-P-O2P
4 C 8002 | PCW | C1-O3P-P-O4P
4 C 8002 | PCW | (C4-0O4P-P-O1P
4 C 8002 | PCW | (C4-O4P-P-O3P
4 C 8003 | PCW 04P-C4-C5-N
4 C 8003 | PCW | (32-C31-02-C2

Continued on next page...
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Mol | Chain | Res | Type Atoms
4 D 5101 | PCW 04P-C4-C5-N
4 D 5101 | PCW | (C32-C31-02-C2
4 D 5103 | PCW | (C32-C31-02-C2
4 D 5103 | PCW | C1-O3P-P-O1P
4 D 5103 | PCW | C1-O3P-P-O2P
4 D 5103 | PCW | (C1-O3P-P-O4P
4 D 5103 | PCW | (C4-0O4P-P-O1P
4 D 5103 | PCW | (C4-O4P-P-O3P
4 A 8002 | PCW | 031-C31-02-C2
4 A 8003 | PCW | 031-C31-02-C2
4 B 8002 | PCW | 031-C31-02-C2
4 B 8003 | PCW | 031-C31-02-C2
4 C 8002 | PCW | 031-C31-02-C2
4 C 8003 | PCW | 031-C31-02-C2
4 D 5101 | PCW | 031-C31-02-C2
4 D 5103 | PCW | 031-C31-02-C2
4 A 8002 | PCW | C22-C23-C24-C25
4 B 8002 | PCW | C22-C23-C24-C25
4 C 8002 | PCW | C22-C23-C24-C25
4 D 5103 | PCW | C22-C23-C24-C25
4 A 8002 | PCW | C31-C32-C33-C34
4 B 8002 | PCW | C31-C32-C33-C34
4 C 8002 | PCW | C31-C32-C33-C34
4 D 5103 | PCW | C31-C32-C33-C34
4 A 8002 | PCW | (C12-C11-O3-C3
4 B 8002 | PCW | (C12-C11-03-C3
4 C 8002 | PCW | (C12-C11-03-C3
4 D 5103 | PCW | (C12-C11-03-C3
4 A 8003 | PCW | C31-C32-C33-C34
4 B 8003 | PCW | C31-C32-C33-C34
4 C 8003 | PCW | C31-C32-C33-C34
4 D 5101 | PCW | C31-C32-C33-C34
4 A 8003 | PCW | C22-C23-C24-C25
4 B 8003 | PCW | C22-C23-C24-C25
4 C 8003 | PCW | C22-C23-C24-C25
4 D 5101 | PCW | C22-C23-C24-C25
4 A 8002 | PCW | 0O11-C11-03-C3
4 B 8002 | PCW | 0O11-C11-03-C3
4 C 8002 | PCW | 0O11-C11-03-C3
4 D 5103 | PCW | 0O11-C11-03-C3
4 A 8003 | PCW | C14-C15-C16-C17
4 B 8003 | PCW | C14-C15-C16-C17

Continued on next page...
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Mol

Chain

Res

Type

Atoms

8003

PCW

C14-C15-C16-C17

5101

PCW

C14-C15-C16-C17

8003

PCW

C13-C14-C15-C16

8003

PCW

C13-C14-C15-C16

8003

PCW

C13-C14-C15-C16

5101

PCW

C13-C14-C15-C16

8003

PCW

02-C2-C3-03

8003

PCW

02-C2-C3-03

8003

PCW

02-C2-C3-03

5101

PCW

02-C2-C3-03

8003

PCW

0O3P-C1-C2-C3

8003

PCW

03P-C1-C2-C3

8003

PCW

03P-C1-C2-C3

5101

PCW

03P-C1-C2-C3

8002

PCW

C35-C36-C37-C38

8002

PCW

C35-C36-C37-C38

8002

PCW

C35-C36-C37-C38

5103

PCW

C35-C36-C37-C38

8003

PCW

(C41-C42-C43-C44

8003

PCW

(C41-C42-C43-C44

8003

PCW

(C41-C42-C43-C44

5101

PCW

(C41-C42-C43-C44

8002

PCW

(C42-C43-C44-C45

8002

PCW

(C42-C43-C44-C45

8002

PCW

(C42-C43-C44-C45

5103

PCW

(C42-C43-C44-C45

8002

PCW

025-C26-C27-C28

8002

PCW

025-C26-C27-C28

8002

PCW

025-C26-C27-C28

0103

PCW

025-C26-C27-C28

8003

PCW

C1-C2-C3-03

8003

PCW

C1-C2-C3-03

8003

PCW

C1-C2-C3-03

5101

PCW

C1-C2-C3-03

8003

PCW

0O3P-C1-C2-02

8003

PCW

0O3P-C1-C2-02

8003

PCW

0O3P-C1-C2-02

5101

PCW

0O3P-C1-C2-02

8003

PCW

(C21-C22-C23-C24

8003

PCW

C21-C22-C23-C24

5101

PCW

(C21-C22-C23-C24

A s | s | s | s ] s | s R | | | | R | e | s | s | | e | | | R e ] s ] s e e

WO QO QI | O QW = O Q|| = O|Q W = O QW = Ol Q)W | O] Q)W = O| Q|| = O Q=W Ol .

8003

PCW

C21-C22-C23-C24
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Mol | Chain | Res | Type Atoms

4 A 8003 | PCW | C33-C34-C35-C36
4 B 8003 | PCW | C33-C34-C35-C36
4 C 8003 | PCW | C33-C34-C35-C36
4 D 5101 | PCW | C33-C34-C35-C36
4 A 8002 | PCW | C24-C25-C26-C27
4 A 8002 | PCW | C43-C44-C45-C46
4 B 8002 | PCW | C24-C25-C26-C27
4 B 8002 | PCW | C43-C44-C45-C46
4 C 8002 | PCW | C24-C25-C26-C27
4 C 8002 | PCW | C43-C44-C45-C46
4 D 5103 | PCW | C43-C44-C45-C46
4 D 5103 | PCW | C24-C25-C26-C27
4 A 8002 | PCW 04P-C4-C5-N

4 B 8002 | PCW 04P-C4-C5-N

4 C 8002 | PCW 04P-C4-C5-N

4 D 5103 | PCW 04P-C4-C5-N

4 A 8002 | PCW 02-C2-C3-03

4 B 8002 | PCW 02-C2-C3-03

4 C 8002 | PCW 02-C2-C3-03

4 D 5103 | PCW 02-C2-C3-03

4 A 8002 | PCW | (C4-0O4P-P-O2P
4 A 8003 | PCW | C1-O3P-P-O2P
4 A 8003 | PCW | (C4-0O4P-P-O2P
4 B 8002 | PCW | (C4-O4P-P-O2P
4 B 8003 | PCW | C1-O3P-P-O2P
4 B 8003 | PCW | (C4-0O4P-P-O2P
4 C 8002 | PCW | (C4-0O4P-P-O2P
4 C 8003 | PCW | C1-O3P-P-O2P
4 C 8003 | PCW | (C4-O4P-P-O2P
4 D 5101 | PCW | C1-O3P-P-O2P
4 D 5101 | PCW | (C4-O4P-P-O2P
4 D 5103 | PCW | (C4-O4P-P-O2P
4 A 8003 | PCW | C12-C13-C14-C15
4 B 8003 | PCW | C12-C13-C14-C15
4 C 8003 | PCW | C12-C13-C14-C15
4 D 5101 | PCW | C12-C13-C14-C15
4 A 8002 | PCW C2-C1-O3P-P

4 B 8002 | PCW C2-C1-0O3P-P

4 C 8002 | PCW C2-C1-03P-P

4 D 5103 | PCW C2-C1-03P-P

4 A 8002 | PCW | C21-C22-C23-C24
4 B 8002 | PCW | C21-C22-C23-C24

Continued on next page...
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Mol

Chain

Res

Type

Atoms

8002

PCW

C21-C22-C23-C24

5103

PCW

C21-C22-C23-C24

8002

PCW

C12-C13-C14-C15

8002

PCW

C12-C13-C14-C15

8002

PCW

C12-C13-C14-C15

5103

PCW

C12-C13-C14-C15

8002

PCW

(C33-C34-C35-C36

8002

PCW

(C33-C34-C35-C36

5103

PCW

C33-C34-C35-C36

8002

PCW

(C33-C34-C35-C36

8002

PCW

C14-C15-C16-C17

8002

PCW

C14-C15-C16-C17

8002

PCW

C14-C15-C16-C17

5103

PCW

C14-C15-C16-C17

8003

PCW

C35-C36-C37-C38

8003

PCW

C35-C36-C37-C38

8003

PCW

C35-C36-C37-C38

5101

PCW

C35-C36-C37-C38

8003

PCW

C20-C21-C22-C23

8003

PCW

(C20-C21-C22-C23

8003

PCW

C20-C21-C22-C23

5101

PCW

C20-C21-C22-C23

8002

PCW

C37-C38-C39-C40

8002

PCW

C37-C38-C39-C40

8002

PCW

C37-C38-C39-C40

5103

PCW

C37-C38-C39-C40

5103

PCW

(C44-C45-C46-C47

8002

PCW

(C44-C45-C46-C47

8002

PCW

(C44-C45-C46-C47

8002

PCW

(C44-C45-C46-C47

8002

PCW

C36-C37-C38-C39

8002

PCW

(C40-C41-C42-C43

8002

PCW

C36-C37-C38-C39

8002

PCW

(C40-C41-C42-C43

8002

PCW

C36-C37-C38-C39

8002

PCW

(C40-C41-C42-C43

5103

PCW

C36-C37-C38-C39

5103

PCW

C40-C41-C42-C43

8003

PCW

C39-C40-C41-C42

8003

PCW

(C39-C40-C41-C42

8003

PCW

(C39-C40-C41-C42

A s | s | s | s ] s | s R | | | | R | e | s | s | | e | | | R e ] s ] s e e
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5101

PCW

C39-C40-C41-C42

Continued on next page...
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Mol

Chain

Res

Type

Atoms

8003

PCW

C17-C18-C19-C20

8003

PCW

C17-C18-C19-C20

5101

PCW

C17-C18-C19-C20

8002

PCW

C23-C24-C25-C26

8002

PCW

C23-C24-C25-C26

8002

PCW

(023-C24-C25-C26

5103

PCW

(023-C24-C25-C26

8002

PCW

C1-C2-C3-03

8002

PCW

C1-C2-C3-03

8002

PCW

C1-C2-C3-03

5103

PCW

C1-C2-C3-03

8003

PCW

011-C11-03-C3

8003

PCW

011-C11-03-C3

5101

PCW

011-C11-03-C3

8003

PCW

C17-C18-C19-C20

8003

PCW

011-C11-03-C3

8002

PCW

C19-C20-C21-C22

8002

PCW

C19-C20-C21-C22

8002

PCW

C19-C20-C21-C22

5103

PCW

(C19-C20-C21-C22

8003

PCW

C15-C16-C17-C18

8003

PCW

C15-C16-C17-C18

5101

PCW

C15-C16-C17-C18

8003

PCW

C15-C16-C17-C18

8003

PCW

(C43-C44-C45-C46

8003

PCW

(C43-C44-C45-C46

8003

PCW

(C43-C44-C45-C46

5101

PCW

(C43-C44-C45-C46

8003

PCW

C12-C11-03-C3

8003

PCW

C12-C11-03-C3

8003

PCW

C12-C11-03-C3

5101

PCW

C12-C11-03-C3

8002

PCW

C17-C18-C19-C20

8002

PCW

C17-C18-C19-C20

8002

PCW

C17-C18-C19-C20

5103

PCW

C17-C18-C19-C20

8002

PCW

(C39-C40-C41-C42

8002

PCW

C39-C40-C41-C42

8002

PCW

C39-C40-C41-C42

N N N e N e N N N N N RN RN N RN R R RN R R R R R R RS

wiiellivdiviielivdiviielividiwikgdie]ivsivi vl gl i@lliv] g i v/l iv v/ i@l iv]idiw/ie] vl dlwiie] =g

5103

PCW

(C39-C40-C41-C42

There are no ring outliers.
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No monomer is involved in short contacts.

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

Ligand PCW A 8003

Bond lengths Bond angles
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Ligand PCW D 5101

Bond lengths Bond angles
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Ligand PCW B 8002

Bond lengths Bond angles
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Ligand PCW C 8003
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Ligand PCW B 8003

Bond lengths Bond angles
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Ligand PCW D 5103

Bond lengths Bond angles
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Ligand PCW A 8002

Bond lengths Bond angles
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Ligand PCW C 8002

Bond lengths Bond angles

Torsions Rings

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


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

This section contains visualisations of the EMDB entry EMD-49538. These allow visual inspection
of the internal detail of the map and identification of artifacts.

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

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

6.1 Orthogonal projections (i)

6.1.1 Primary map

6.1.2 Raw map

The images above show the map projected in three orthogonal directions.

WO RLDWIDE

sie

PROTEIN DATA BANK


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections

Page 90 Full wwPDB EM Validation Report EMD-49538, 9NMR

6.2 Central slices (i)

6.2.1 Primary map

X Index: 256 Y Index: 256 Z Index: 256

6.2.2 Raw map

X Index: 256 Y Index: 256 Z Index: 256

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: 238 Y Index: 274 Z Index: 291

6.3.2 Raw map

X Index: 274 Y Index: 238 Z Index: 286

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 0.1.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

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

6.6 Mask visualisation (i)

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

WORLDWIDE

PROTEIN DATA BANK


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

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

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

Recommended contour
level 0.1

Voxel count (logl0)

CI T T T T T I
0.0 0.1 0.2 0.3 0.4 0.5 0.6

Map value

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


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

Volume estimate

20000
70000
60000

50000 4
— \olume

40000 - Recommended contour
level 0.1

volume (hm?3)

30000

20000

10000 4

D I\H--—_ T I ! !

L)
0.0 0.1 0.2 0.3 0.4 0.5 0.6
Contour level

The volume at the recommended contour level is 812 nm?; this corresponds to an approximate
mass of 734 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

—— Primary map RAPS
Raw map RAPS
Reported resolution
291 A+

Intensity (logl0)
d

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

*Reported resolution corresponds to spatial frequency of 0.344 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
291 A=

Correlation

M

D_ ﬂ 1 [ Mﬁf"u&w‘u'—ﬁf‘ w e

T T T
0.0 0.1 0.2 0.3 0.4 0.5 0.6
Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.344 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 2.91 - -
Author-provided FSC curve | 2.91 | 3.27 2.95
Unmasked-calculated™* 3.56 | 4.07 3.62

*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 3.56 differs from the reported

value 2.91 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-49538 and PDB
model 9NMR. Per-residue inclusion information can be found in section 3 on page 6.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.1 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.


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

1.0

0.0
M <0.0

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

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (0.1).

WO RLDWIDE

PROTEIN DATA BANK


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
w
=
v
- —_—
5 0.6 4 Backbone atoms
£ All non-hydrogen
E atoms
=] Recommended contour
] R
o level 0.1
S 0.4
=
2
!
[}
o
E 0.2 1

D.ﬂ T T T T T

T
0.0 0.1 0.2 0.3 0.4 0.5 0.6
Contour level

At the recommended contour level, 89% of all backbone atoms, 80% 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 (0.1) and Q-score for
the entire model and for each chain.

1.0

Chain Atom inclusion Q-score
All 0.8000  0.5360
A 0.7980 B 0.5340
B 0.7980 B 0.5340
C 0.7970 m 0.5340
D 0.7980 m 0.5350
E 0.9050 B 0.6020
F 0.9000 B 0.6000
G 0.9040 B 0.6040 00
H 0.9020 m 0.6040 e
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