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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
X-RAY DIFFRACTION

The reported resolution of this entry is 3.00 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

Rfree

Clashscore
Ramachandran outliers
Sidechain outliers
RSRZ outliers

RNA backbone

|

Worse

Percentile Ranks

I Percentile relative to all X-ray structures

[I Percentile relative to X-ray structures of similar resolution

Value
T 0.290
- 38
D 7 .6%
N (7.1%
D 4%
I 0.17

Better

Whole archive

Similar resolution

Metric (#Entries) (#Entries, resolution range(A))
R ree 130704 2092 (3.00-3.00)
Clashscore 141614 2416 (3.00-3.00)
Ramachandran outliers 138981 2333 (3.00-3.00)
Sidechain outliers 138945 2336 (3.00-3.00)
RSRZ outliers 127900 1990 (3.00-3.00)
RNA backbone 3102 1173 (3.30-2.70)

The table below summarises the geometric issues observed across the polymeric chains and their
fit to the electron density. The red, orange, yellow and green segments of the lower 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 electron density. The numeric value is given above the bar.

Mol | Chain | Length Quality of chain

7%

1 A 421 48% 38% 12%
%

1 B 421 = 47% 38% 11%
3%

1 C 421 - 48% 37% 11%
5%

1 D 421 48% 37% 12%

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

Mol | Chain | Length Quality of chain
7%
1 E 421 o 46% 39% 12%
20%
2 R 45 7% 24% 31% 38%
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2 Entry composition (i)

There are 3 unique types of molecules in this entry. The entry contains 17437 atoms, of which 0
are hydrogens and 0 are deuteriums.

In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, 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 Nucleoprotein.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C N O S
1 A 421 3327 2118 558 633 18 0 0 0

Total C N O S
1 B 415 3290 2097 552 623 18 0 0 0

Total C N O S
1 C 413 3275 2089 550 618 18 0 0 0

Total C N O S
1 b 416 3298 2103 553 624 18 0 0 0

Total C N O S
1 b 421 3327 2118 558 633 18 0 0 0

e Molecule 2 is a RNA chain called RNA (45-MER).

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
2 R 15 900 405 90 360 45 0 0 0

e Molecule 3 is URANYL (VI) ION (three-letter code: IUM) (formula: O5U).


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#entry_composition
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IUM
02
O -
O1 O - U+4
U
Mol | Chain | Residues Atoms ZeroOcc | AltConf
3 A 1 Toltal [1} 0 0
3 A 1 Toltal [1} 0 0
3 A 1 Toltal [lj 0 0
3 A 1 Toltal [lj 0 0
3 B 1 Toltal [lj 0 0
3 B 1 Toltal [lj 0 0
3 B 1 Toltal [f 0 0
3 C 1 Toltal [f 0 0
3 C 1 Tolta“l [f 0 0
3 C 1 Toltal [f 0 0
3 1 D | Toltal [f 0 0
3 1 D 1 Toltal [f 0 0
3 E | Toltal [f 0 0
3 E 1 Toltal [f 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
3 | E 1 Toltal [f 0 0
3 | R 1 Toltal [f 0 0
3 | R 1 Toltal [f 0 0
3 | R 1 Toltal [f 0 0
3 | R 1 Tofal [f 0 0
3 R 1 Toltal [f 0 0




3PU4

12%

38%

48%

wwPDB X-ray Structure Validation Summary Report

4%

electron density. Residues are color-coded according to the number of geometric quality criteria
Chain A: T

for which they contain at least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more.

A red dot above a residue indicates a poor fit to the electron density (RSRZ > 2). Stretches of 2
or more consecutive residues without any outlier are shown as a green connector. Residues present

second graphic. The second graphic shows the sequence view annotated by issues in geometry and
in the sample, but not in the model, are shown in grey.

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

3 Residue-property plots (i)
e Molecule 1: Nucleoprotein

Page 7

191
991

€081 Y6EH 0LN
zogh [ | 694

| 89S [ | 68€d [ |
Y9N g62d i 991
£9N 62N | g9s
[z o : 791
198 262 z8gd . £9N
oon 1628 [ rsen L oeen |
® 691 0628 08gd © 195
85D | 68Tk 68T = | ooed
e s 88zd 8LEM — 691
19 | ises | Ligd 839
| sen mms 9LEA -
278 | slen 95k
[ e €821 v.ea =T
25y | | [ | $Gk
LLTK 698d | s
| 9led 898V [T

—
)
=

SLTH [ |
293 G981

o
0
[=]

cLTa ®
STL

38%
~

0LTH

99zh

¥92d
€921

13728
SGEX [

i
Ll

o ~ o
g o <
= — >

6ed
SLTA i | eI
5014 o ©LIT Jrct 901Q e SLTA
$0TI e €.1d I L¥Ed S01d 7LT1
| g0t | oved r $0TT
TER T0TI oI 0521 SHEY £EY | go1d I
[ oea | e 0.Td | ever 0TI
62y 6978 8T TOTL
| 8zd [ | Tvev . oota 6913
LTk bz [ ] ] 62y 669
| 9za 163 | | zeeT g5 © 8zd
STA | | ovei = = LTk
| ved 180 o < | ez 969
£2a | o9sy pmﬂ m. SzA | | %910
980 | wed 164
— 781 T9TL £ezH yTER (4424 % £2a m% I
61d €8y 0911 | eeed Waay = T9TL
i | z8y 631D zzeT 0zvd m — 38a 0971
LT 184 851a [ | | | Z. 61d %81 6519
| 9md 081 | LSTH 61Ed STHA s 851a
STA e 93T 8221 | gred .. LTH | LSTH
e | 8.3 35T 1TTY LT€4 — © | 9td 184 9571
€TA | | 1 | 9zey | 9TEY < S STA I I
TTL YLK £5TH 3220 [ | = .. [ owin
o CoeL1 ® 2STA %22 zIed 6073 O m €TA 8.) £5TH
ora TLA 1974 | gze | | < o | | | | TSTA
61 oS | 0sTd zTed TOVA o = 61 VLA 1974
81 0LN ® 67T 1224 | | M < 81 CoeL1 0STd
691 o | ozes LOET L6EV -~ [} TLA 1
° | 89H 61z 1 [} ° @) o s s

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe


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

3PU4

wwPDB X-ray Structure Validation Summary Report

Page 8

98¢3

€821

LLTK

2%

cLza

0LZy

99z

¥92d
€921

+
L

¥scA
€5cH

0§21
6%CI
8¥eM
v¥ea

0%CH

8€TL

*

€Tt
€ECH
[414%

Leey

¥Zea

ceed

68€d

69¢ed
89¢eY

99¢eL
S9€L

SGEA

0Sen

PAZ]
9VED
STEV

£vea

[ JR4472:

Nucleoprote

0zvd

STPA

6073

TO%A

L6EY

11

e Molecule 1

3%

Chain C: ™

II..(” :
H oA

11%

37%

o
0
IIIIIII‘:

48%

o~
~
>

OLN
69A

991

7oA
E9N

691
89D

9GA
SGA
YSA

4cp:|
19T

0
A
]

-
N
>~

@ o
o
A

5838
ngl

N~ 0 o
ISR
> A<t

€eca

ozy
61d

LA

STA
428
E€TA

ota

CSTA
1S14
0S1d

EVTY
(47499
711

8ETT
LETA
9ETT
SETd

OTTT
60TS

901d
S0Td
70TI

20TI
TOTL

L6%

s8d
%81

)
«©Q
i

784

8L

VLA

¥Zca

ceed
Teey

81¢I
L12L

STCA
214
€124

80CH

1

902y

€0CH

66TQ
86TA

S6TA

06TN

S8TM
Y8TA

8L1D

® %910

2
L

e 1911
0971
6STD

@ 8S1d

9STT
SSTH

€STY

c1ed

L0€T
zoed

s6cd
762N

C6TA

98¢31
98CS

€8CT

j2Xa8

0LTH

99z

¥92d
€921

Ll

¥9cA
€9cd

0§21
6721

LyTL
9%Cl

¥¥ea
et

0%CH

8€TL

€Tt

€ECH
CETH

82T1
Leey

STVA

-

—
o
ﬂ‘
=

L6EY

68ed

28€d

08€D
6.L€7T
8LEM

9LEN

vLea

LSed

SGEX

LvEd
9veEd
SYEV

£%ea
ey

zeeT

LeeT

Yzex

61€d

L1€Y
9TEV

S
o~
—
X
~
m
.m o
3 )
3 <
=
[oB
Qo
D
=
O
=
Z
— R
) n
.|u. ..
o A
= o
@) =
zTHi M <
L Teva =
0zpd ) O

N
~
I>-I

899

©
w
II:~ II

Ny
w0
k>

) ~ — o
A Sy mg
= 2] =

15723

oY1
6ed

€eYq
. 014
0TI

20TI

6cv
8¢d
LTA

€za

1

61d

~
—
£

)
—
=

— w0
2 &

ETA

61
81

b

€974
(419

90Ta

—
o
-
=

[
(=2}
(]

o
il
H

8.4

VLA

ceed

Teey
02Zs

8T1¢I
L121
912D
STCA
454"

80CH
L0231

00ZKH
6610
86TA
S6TA
06TN

L8TN

S8TM

® V.1

eTey
(455!

LOET

€0€T
zoed

S6cd
762N

z6CA
1628
062s
9823
€8C1
08za

LLTA

R LDWIDE

SLTH
v.L2K
€.2S

023
6920
89C1

992h

¥92d
€921

6GCA

¥sca
£52d

0S2T
6%CI
8vTM
¥vea

0%ZH

Ll

€ECH
CETH

O

PROTEIN DATA BANK

W



3PU4

wwPDB X-ray Structure Validation Summary Report

Page 9

TO%A

L6eY

68€d

18€Y

z8ed

6.LET
8LEM

9LEA

v.Led

b

0led
69ed
89¢eV

SG9€L

® GSEX

8ved
L%ed
9vED
SHEV

Thev

CEET

i

Lee1
9CES

YCER

e Molecule 1

(4438

67ed

L1€4
91€eV

@ 2Tvi
0zvd

15728

Nucleoprotein

12%

39%

46%

4%
.

Chain E

69A

© N~
© ©
HoH

o
© ©
==

—
©
n

0 © ® o
0 0 [rolTe)
>>'IL">—I

YSA

{4t}

19T

~
<
wn

wn
<
&

—
N
>~

0%'1

6cy
8¢d
LCA

€eca

1

61d

LTY

)
-
=

[
|| )
& oo o
B HH >

(47499
1711

8ETT
LETA
9€TT
SETd

TETA

969D

L12L

STCA
54
€124
80CH
€0CH
002N
66Ta
86TA
G6TA
06TN

L8TN

S8TM
78TA

T9TL
09TT
691D
85Ta

€STY

S6cd
762N

C6TA
T6cs

88¢d
8T8
982x
€821
08za

LLTA

SLTH
j2X48

0.L2%

9920

¥92d
€921

i

952a

v3cA
foistacy
[4e14:

0STT
6¥CI
8¥cM
¥¥eca

0%Zn

Ll

8¢C1

Leey
92TV

¥Zca

ceed
Teed
0zeTs

81¢I

1

c8ed

6.LET
8LEM

9.LEN

v.Leaq
0Led

99€L
® S9€L

® €9€D
® T9€D

09€s

85ed

GSEX

LvED

SHEV

They

CTELT

3

prays
92eS

4438

RNA (45-MER)
40%

[44°3%

6T€d

L1eyd
9TEY

eTey
g1y

L0€T

€0€T
[olsli]

(4478

0zvd

STPA

60%d

TO%A

L6ev

T6EN

68€d

e Molecule 2

38%

31%

24%

7%

Chain R

1571

SEN

® €en

oen

(441

e 110

[
=
D.

@
©
=

O

R LDWIDE
PROTEIN DATA BANK

W



Page 10 wwPDB X-ray Structure Validation Summary Report 3PU4

4 Data and refinement statistics (i)

Property Value Source
Space group P 21212 Depositor
Cell constants 165.48A 235.06A 75.50A .
Depositor
a, b, c,a, B,y 90.00° 90.00°  90.00°
. 3477 — 3.00 Depositor
Resolution (A) 4088 — 2.85 EDS
% Data completeness 83.0 (34.77-3.00) Depositor
(in resolution range) 74.2 (40.88-2.85) EDS
Rinerge 0.07 Depositor
Reym (Not available) Depositor
<I/o(I)>" 2.85 (at 2.86A) Xtriage
Refinement program PHENIX 1.6 289 Depositor
R R 0.251 , 0.288 Depositor
7 Phfree 0.247 , 0.290 DCC
Rree test set 2000 reflections (3.69%) wwPDB-VP
Wilson B-factor (A?) 73.9 Xtriage
Anisotropy 0.545 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.30 , 47.3 EDS
L-test for twinning? <|L| > =047, < L?*> = 0.31 Xtriage
Estimated twinning fraction No twinning to report. Xtriage
F,,F. correlation 0.91 EDS
Total number of atoms 17437 wwPDB-VP
Average B, all atoms (A?) 88.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 5.51% of the height of the origin peak. No significant pseudotranslation is detected.

Intensities estimated from amplitudes.
2Theoretical values of < |L| >, < L? > for acentric reflections are 0.5, 0.333 respectively for untwinned datasets,
and 0.375, 0.2 for perfectly twinned datasets.

WO RLDWIDE

PROTEIN DATA BANK
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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:
IUM

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 | prigy7 1 47155 | RMSZ #4|Z| >5

1 A 0.56 | 2/3403 (0.1%) | 0.67 0/4607

1 B 0.54 | 1/3365 (0.0%) | 0.67 1/4554 (0.0%)

1 C 0.55 0/3350 0.67 1/4533 (0.0%)

1 D 0.54 0/3373 0.67 0/4565

1 E 0.52 0/3403 0.65 0/4607

2 R 0.75 0/989 1.71 | 30/1526 (2.0%)
All All 0.56 | 3/17883 (0.0%) | 0.77 | 32/24392 (0.1%)

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

Mol | Chain | #Chirality outliers | #Planarity outliers
1 A 0 3
1 B 0 4
1 C 0 3
1 D 0 3
1 E 0 4
All All 0 17

All (3) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
1 A 225 | CYS | CB-SG | -5.97 1.72 1.81
1 B 179 | ARG C-N 5.42 1.46 1.34
1 A 30 ASP | CB-CG | 5.20 1.62 1.51

The worst 5 of 32 bond angle outliers are listed below:


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#standard_geometry
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Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
2 R 13 U O04’-C1-N1 | 12.47 118.17 108.20
2 R 9 U 04’-C1-N1 | 11.70 117.56 108.20
2 R 27 U 04’-C1’-N1 | 11.37 117.30 108.20
2 R 39 U 04’-C1’-N1 | -11.05 99.36 108.20
2 R 18 U 0O4-C1-N1 | 9.81 116.05 108.20

There are no chirality outliers.

5 of 17 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 A 107 | LEU | Peptide
1 A 98 | ALA | Peptide
1 A 99 | GLY | Peptide
1 B 107 | LEU | Peptide
1 B 97 LYS | Peptide

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 3327 0 3287 269 0
1 B 3290 0 3253 260 0
1 C 3275 0 3242 279 0
1 D 3298 0 3264 266 0
1 E 3327 0 3287 247 0
2 R 900 0 451 85 0
3 A 4 0 0 0 0
3 B 3 0 0 0 0
3 C 3 0 0 0 0
3 D 2 0 0 0 0
3 E 3 0 0 0 0
3 R 5 0 0 0 0

All All 17437 0 16784 1310 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 38.

The worst 5 of 1310 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#close_contacts
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:B:165:LYS:HB3 | 1:B:166:MET:SD 1.48 1.53
1:C:165:LYS:HB3 | 1:C:166:MET:SD 1.47 1.51
1:B:167:ILE:HD13 | 1:B:168:ASN:N 1.30 1.37
1:A:165:LYS:HB3 | 1:A:166:MET:SD 1.67 1.33
1:B:165:LYS:CB | 1:B:166:MET:SD 2.28 1.22

There are no symmetry-related clashes.

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

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all X-ray entries followed by that with respect to entries
of similar resolution.

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 419/421 (100%) | 316 (75%) | 70 (17%) | 33 (8%) |
1 B 411/421 (98%) | 315 (77%) | 67 (16%) | 29 (7%)

1 C 409/421 (97%) | 318 (78%) | 62 (15%) | 29 (7%)
1 D 412/421 (98%) | 319 (77%) | 61 (15%) | 32 (8%)
1 E 419/421 (100%) | 317 (76%) | 67 (16%) | 35 (8%)
All All 2070/2105 (98%) | 1585 (77%) | 327 (16%) | 158 (8%)

5 of 158 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 34 LYS
1 A 99 GLY
1 A 117 LEU
1 A 120 GLY
1 A 132 LYS

5.3.2 Protein sidechains (1)

In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a
percentile score with respect to all X-ray entries followed by that with respect to entries of similar

PROTEIN DATA BANK
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resolution.

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles

1 A | 362/362 (100%) | 301 (83%) | 61 (17%)
1 B 358/362 (99%) | 296 (83%) | 62 (17%)
1 C 356/362 (98%) | 298 (84%) | 58 (16%)
1 D 359/362 (99%) | 296 (82%) | 63 (18%)
1 E | 362/362 (100%) | 298 (82%) | 64 (18%)

All | ALl | 1797/1810 (99%) | 1489 (83%) | 308 (17%)

5 of 308 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 D 327 LEU
1 E 237 ILE
1 D 364 LEU
1 E 83 LYS
1 E 353 ASN

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 45
such sidechains are listed below:

Mol | Chain | Res | Type
1 C 395 GLN
1 D 347 GLN
1 C 405 GLN
1 D 187 ASN
1 E 57 GLN

5.3.3 RNA (D

Mol | Chain | Analysed | Backbone Outliers | Pucker Outliers
2 R 44/45 (97%) 27 (61%) 1 (2%)

5 of 27 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
2 R 2 U
2 R 3 U
Continued on next page...



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#rna
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Continued from previous page...

Mol | Chain | Res | Type
2 R 5 U
2 R 9 U
2 R 10 U

All (1) RNA pucker outliers are listed below:

Mol | Chain | Res | Type
2 R 26 U

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 monosaccharides in this entry.

5.6 Ligand geometry (i)

Of 20 ligands modelled in this entry, 20 are modelled with single atom - leaving 0 for Mogul
analysis.

There are no bond length outliers.

There are no bond angle outliers.

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.

No monomer is involved in short contacts.

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.
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6 Fit of model and data (i)

6.1 Protein, DNA and RNA chains (i)

In the following table, the column labelled ‘#RSRZ> 2’ contains the number (and percentage)
of RSRZ outliers, followed by percent RSRZ outliers for the chain as percentile scores relative to
all X-ray entries and entries of similar resolution. The OWAB column contains the minimum,
median, 95" percentile and maximum values of the occupancy-weighted average B-factor per
residue. The column labelled ‘Q< 0.9” lists the number of (and percentage) of residues with an
average occupancy less than 0.9.

Mol | Chain |  Analysed | <RSRZ> #RSRZ>2 OWAB(A?) | Q<0.9

1 A | 421/421 (100%) 0.08 |16 (3%) 40 |16 | 50,81, 131, 148 0

1 B 415/421 (98%) 015 |10 (2%) 59 30 | 50,81, 130, 140 0

1 C 413 /421 (98%) 0.08 |13 (3%) 49 21 | 50,81, 129, 141 0

1 D 416/421 (98%) 0.06 |20 (4%) 30 |11)| 50,81, 129, 141 0

1 E | 421/421 (100%) 0.08 |17 (4%) 38 |15 | 49,82, 131, 145 0

2 R 45/45 (100%) 1.85 18 (40%) o} fo} | 106, 124, 140, 151 | 0
All | Al | 2131/2150 (99%) | -0.03 |94 (4%) 34 |13 | 49,82, 131, 151 0

The worst 5 of 94 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
1 A 361 | THR 7.9
1 C 2 SER 7.6
1 E 2 SER 7.0
1 D 166 | MET 6.7
1 B 2 SER 6.5

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

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

6.3 Carbohydrates (i)

There are no monosaccharides in this entry.
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6.4 Ligands (i)

In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. The B-factors column lists the minimum,
median, 95" percentile and maximum values of B factors of atoms in the group. The column
labelled ‘Q< 0.9’ lists the number of atoms with occupancy less than 0.9.

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
3 IUM R 238 1/3 0.56 0.07 | 272,272,272,272 0
3 IUM R 540 1/3 0.69 0.20 | 257,257,257,257 0
3 IUM R 539 1/3 0.89 0.14 | 265,265,265,265 0
3 IUM D 531 1/3 0.89 0.08 | 188,188,188,188 0
3 IUM B 925 1/3 0.90 0.09 | 187,187,187,187 0
3 IUM R 5936 1/3 0.90 0.04 | 245,245,245,245 0
3 IUM R 237 1/3 0.90 0.11 | 258,258,258,258 0
3 IUM E 233 1/3 0.91 0.03 | 173,173,173,173 0
3 IUM B 527 1/3 0.94 0.05 | 199,199,199,199 0
3 IUM A 523 1/3 0.95 0.04 | 174,174,174,174 0
3 IUM A 521 1/3 0.96 0.04 | 162,162,162,162 0
3 IUM C 528 1/3 0.97 0.03 | 138,138,138,138 0
3 IUM E 535 1/3 0.98 0.06 | 186,186,186,186 0
3 IUM A 922 1/3 0.99 0.10 | 109,109,109,109 0
3 IUM C 929 1/3 0.99 0.09 | 105,105,105,105 0
3 [ TUM | C | 530 1/3 | 099 | 0.04 | 151,151,151,151 | 0
3 IUM B 526 1/3 0.99 0.12 | 104,104,104,104 0
3 IUM A 524 1/3 0.99 0.04 | 158,158,158,158 0
3 IUM E 534 1/3 0.99 0.12 | 105,105,105,105 0
3 IUM D 232 1/3 1.00 0.11 | 100,100,100,100 0

6.5 Other polymers (i)

There are no such residues in this entry.
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