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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 4.20 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
Ramachandran outliers | D 1.7 %
Sidechain outliers I D 2.7 %
RNA backbone I | — .55
Worse Better

0 Percentile relative to all structures

[l Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Ramachandran outliers 132723 1663
Sidechain outliers 132532 1531
RNA backbone 3747 458

The table below summarises the geometric issues observed across the polymeric chains. The red,
orange, yellow and green segments on the bar indicate the fraction of residues that contain outliers
for >=3, 2, 1 and 0 types of geometric quality criteria. 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%

Mol | Chain | Length Quality of chain
1 ) 71 90% 10%
2 f 509 91% 8% -
3 g 1539 44% 47% 9% -
4 P 80 93% 6% -
) r 98 88% 11%
6 q 117 91% 9%
7 t 123 90% 7% -
8 S 114 89% 11%
9 w 100 85% 11%

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

Mol | Chain | Length Quality of chain
10 u 88 94% 6%
11 y 82 91% 9%
12 1 55 87% 9%
13 zZ 79 92% 8%
14 j 218 95% .
15 3 85 94% 6%
16 2 o1 82% 16%
17 h 206 93% 6% -
18 1 205 90% 9%
19 k 150 93% 5% .
20 n 100 92% 8%
21 m 151 94% 6%
22 p 129 92% 7% .
23 0 127 83% 14%
24 % 7 22% 49% 23% 5%
25 N 6 17% 50% 33%
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2 Entry composition (i)

There are 25 unique types of molecules in this entry. The entry contains 57748 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 Translation initiation factor IF-1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 g & 570 362 103 103 2 0 0
e Molecule 2 is a protein called Translation initiation factor IF-2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 f 509 3847 2409 675 748 15 0 0
e Molecule 3 is a RNA chain called 16S ribosomal RNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
3 & 1539 33012 14725 6052 10697 1538 0 0
e Molecule 4 is a protein called 30S ribosomal protein S17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 P 80 649 411 121 114 3 0 0
e Molecule 5 is a protein called 30S ribosomal protein S10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
g g 8 787 493 150 143 1 0 0
e Molecule 6 is a protein called 30S ribosomal protein S11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 4 17 877 540 174 160 3 0 0
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e Molecule 7 is a protein called 30S ribosomal protein S12.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 k 123 955 590 196 165 4 0 0
e Molecule 8 is a protein called 30S ribosomal protein S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 > 114 884 546 178 157 3 0 0
e Molecule 9 is a protein called 30S ribosomal protein S14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) W )6 774 483 160 128 3 0 0
e Molecule 10 is a protein called 30S ribosomal protein S15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 " 88 714 439 144 130 1 0 0
e Molecule 11 is a protein called 30S ribosomal protein S16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
oy 82 649 406 128 114 1 0 0
e Molecule 12 is a protein called 30S ribosomal protein S18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
12 1 99 456 288 86 &2 0 0
e Molecule 13 is a protein called 30S ribosomal protein S19.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 z 7 638 408 120 108 2 0 0

e Molecule 14 is a protein called 30S ribosomal protein S2.
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Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
14 ) 218 1705 1081 305 312 7 0 0
e Molecule 15 is a protein called 30S ribosomal protein S20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 3 8 665 411 137 114 3 0 0
e Molecule 16 is a protein called 30S ribosomal protein S21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 2 ol 426 265 86 74 1 0 0
e Molecule 17 is a protein called 30S ribosomal protein S3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17| h 206 1625 1028 305 289 3 0 0
e Molecule 18 is a protein called 30S ribosomal protein S4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 1 205 1643 1026 315 298 4 0 0
e Molecule 19 is a protein called 30S ribosomal protein S5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 k 150 1106 687 211 202 6 0 0
e Molecule 20 is a protein called 30S ribosomal protein S6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 i 100 818 515 148 149 6 0 0

e Molecule 21 is a protein called 30S ribosomal protein S7.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 m 151 1182 735 227 216 4 0 0
e Molecule 22 is a protein called 30S ribosomal protein S8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 p 129 979 616 173 184 6 0 0
e Molecule 23 is a protein called 30S ribosomal protein S9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23| o 127 1022 634 206 179 3 0 0
e Molecule 24 is a RNA chain called tRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
24 v v 1639 732 297 534 76 0 0
e Molecule 25 is a RNA chain called mRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
25 N 6 126 58 24 39 5 0 0
H RLDWIDE
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for

a chain summarises the proportions of the various outlier classes displayed in the second graphic.
The second graphic shows the sequence view annotated by issues in geometry. Residues are color-

coded according to the number of geometric quality criteria for which they contain at least one

outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more consecutive

residues without any outlier are shown as a green connector. Residues present in the sample, but

not in the model, are shown in grey.

e Molecule 1: Translation initiation factor IF-1

10%

90%

e Molecule 2: Translation initiation factor IF-2

8%

91%

Chain f:

9690

$893

T8I
089N

8194
LLOW

S.L93

TL9Y

6990
8994

S99

€993

099%

8590
1594

2594
6793
6194

ST

Ll
L

094

Ll

e Molecule 3: 16S ribosomal RNA

5094

1651

1854

8§91

SSPY

145729

YoV
€0¥D

06€Y

L8EV

1,884

LS8N
8¥84
L%84
ov8Y
cesy
ey
T6LD
CTLLK

99.4

VL4

9%

47%

44%

Chain g:

S
I:’

6cn

tae)
ven
€20

143
ozn

81D
L10

+
i

sn

ST
€S10

0ST0

Ll

(074918

8ETH

SETD

€eTn
[4:3%)
TETV

62TV
8¢1H

%210
€CT0

Te1n

811N
LTTD

(435
TT1D

LOTD

062

L6TV

7610
€610

8810
181D
9810

781D

281V
8LTD
LLTD
9.LTD
SLTD
TLTY
0L10
691D
9910
€910
6ST1D

9STD

86€N

96€0
S6€0

¢6E0

68EY

98€0
G§8€0

18€0
08€d
6L€D

9.eD
S.en

€LEV

0.L€0

Ll

Y9EV

T9eD

8gen

eiion)

S.¥0

€PN
cLvn
TL90
0L%0

99%Y
S9%Y

£9%0n

TSvY

a0

€¥¥0

0¥¥0

LEDN

9€VD

vEVN

eV

627N
8¢¥D

9TvN

YTvd

RLDWIDE

0O
PROTEIN DATA BANK

ZPDE
e

W

EMDataBank

Unified Data Resource for J0EM


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

607K

5
e}
o
[}

=
>
~
<
g
=
=

[9p]
g

2

-
<

>

3

-

@

e
@)

=

~
o
<
=
=
£
=4
=
<
an
<
=

A

=

£
~

]

A

[al
E
=

Page 9

7290
€290

6650

96SY

0650

889D

989D

1690

S69V

2690

069D

cLon
TL9D

999D

799D

299N

099D

899D

G8.D

€8L0

6.LL0

LLLY

750

TS0
0S5.0

8¥%.LD

€T.LD

TTLD
0T.LD
60.0
8040

6690

0580

8¥%80

0€8D
628D
828N

9280

7180
0180

8080

9080
$080

T080
86.0
L6LD
96.LD
S6.L0

€6.0
T6LY

88.0

981D

2160

006V

1,680

9680

€680

1680

688Y

9889

i

288D

0880
6180

9180

s.8n
7.8

SG80

€580

$660

07110
6ETTD

LETTO
9ETTO

E€ETTD

L

8CTTD

+
fe

12T
0ZT1D
6TT1D
8TTIN

ST
¥1110
€T1T0
CI110

-

80TTD
LOTTD
90TTD

€0T1D
COTTY

00TTD

860TD
L6070
96070

€60TV
60TV

060TN
680TD

+

€800

080TV

8.L0TN

|

81210
L1210

¥1210
€1CTY
(45451

01210
60210
80CTD

|

€021

66110

LBTTY
96TTV
S6TTO
76110

{43135

06TTD

88TTV

€8TTN

6LTTY
8LTT1D

SLTTD

€470
CTLITO

89710

S9TTN
%9110

29110

09119
63110

+

6711
8¥11In

98210

8210
€82T0
28CT0
18210

LLTTO

S.LCTY

€210

L9210

S92T0
voc1In
€92T0
29210

65210

9821V
SSCTD

mmmﬁu
0SeTY
6%C1D

Ly210

S¥CT0

€%CT0

et
ovzIn
6ECTY
8ETTY
LETTO

SETIN
YETTO

[444 90

0€TTD

8¢CT0

€2CT0
(444
T2ed

09€TY

LSETY

SGETD
7SETN

CTSETD
TSETN

8¥ETN
LYETD
IVETY

YvETD

TYETD
TveTN

i

LEETD
9€ETD

CEETY

0EETN

8CZETD
LTETD

SCETD

{443 )

8TETY

vIETD
€TETN

LOETN

SOETD

€0€TD
COETD

96210
S62T0

€6CTD

16210

L8CTY

CEVTD
TEVIV
0EVTY

X442

STvIn
vevin

ozvIn
[154%)

15745

vIvin
EIPTV
[454%)
T1%10

60710

LOPTID
90%10

YoV
€0VTD
[4via%)
TO%1D
00%TD

S6ETD

TeeTN
06€TN
68€TD
88ETD

98ETD
78ETD

€8ETD
CTBETD

8LETD

60STD

70ST1D
€0STV

TOSTD

F

96%1D
S671TN

€671V

T671D
06710

S8YTN
78V10

18710

6LY1D

hhmﬁb
v.Lv10
€LVTD
cLyIn
Ly
0,710
69710

L9%1D
99%1D

7ov1In
€9%10
(42342

09710

LSPTD

1
€SVTD
1
67710
8¥¥10

iadal

vvvIn
L4742
(44495
~¢“ﬁ<
8EVTD

6ESTD

LESTN

YESTY

TESTY

4451

125810
0ZSTD

e Molecule 4

8TSTV

0TSTD

30S ribosomal protein S17

6%

93%

Chain P

308 ribosomal protein S10

e Molecule 5

RLDWIDE

w_ 0

erpBe

PROTEIN DATA BANK

EMDataBank



Page 10 wwPDB/EMDataBank EM Map/Model Validation Summary Report

607K

Chain r: 88%
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e Molecule 6: 30S ribosomal protein S11
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e Molecule 7: 30S ribosomal protein S12
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e Molecule 10: 30S ribosomal protein S15
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e Molecule 13: 30S ribosomal protein S19
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e Molecule 20: 30S ribosomal protein S6
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4 Experimental information (i)
Property Value Source
Reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C1 Depositor
Number of particles used 86367 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor

CORRECTION

Microscope FEI TECNAI F30 Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 35 Depositor
Minimum defocus (nm) Not provided Depositor
Maximum defocus (nm) Not provided Depositor
Magnification Not provided Depositor
Image detector GATAN K2 SUMMIT (4k x 4k) Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

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

. Bond lengths Bond angles
Mol | Chain | pyio77 7150 | RMSZ #|Z| >2

1 5 0.70 0/580 1.14 5/782 (0.6%)
10 u 0.69 0/722 1.13 5/964 (0.5%)
11 y 0.70 0/659 1.13 3/884 (0.3%)
12 1 0.73 0/463 1.34 8/621 (1.3%)
13 z 0.68 0/653 1.14 6/877 (0.7%)
14 j 0.67 0/1736 1.01 5/2338 (0.2%)
15 3 0.67 0/671 1.09 5/888 (0.6%)
16 2 0.78 0/431 1.33 4/570 (0.7%)
17 h 0.68 0/1652 1.07 11/2225 (0.5%)
18 1 0.71 0/1665 1.15 13/2227 (0.6%)
19 k 0.67 0/1119 1.06 5/1504 (0.3%)
2 f 0.66 0/3895 1.01 17/5264 (0.3%)
20 n 0.69 0/836 1.12 7/1128 (0.6%)
21 m 0.70 0/1196 1.16 12/1602 (0.7%)
22 p 0.67 0/989 1.08 7/1326 (0.5%)
23 o 0.73 0/1034 1.37 23/1375 (1.7%)
24 v 121 | 2/1831 (0.1%) | 1.74 | 70/2853 (2.5%)
25 N 1.37 0/141 2.23 8/218 (3.7%)
3 g 1.07 | 1/36963 (0.0%) | 1.45 | 759/57662 (1.3%)
4 P 0.69 0/658 1.10 4/881 (0.5%)
5 r 0.67 0/797 1.15 7/1077 (0.6%)
6 q 0.68 0/893 1.09 5/1205 (0.4%)
7 t 0.69 0/969 1.21 12/1300 (0.9%)
8 s 0.68 0/893 1.21 10/1193 (0.8%)
9 w 0.69 0/785 1.29 12/1043 (1.2%)
All All 0.95 | 3/62231 (0.0%) | 1.36 | 1023/92007 (1.1%)

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.
Continued on next page...
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Continued from previous page...
‘ Mol ‘ Chain ‘ #Chirality outliers ‘ #Planarity outliers ‘

Mol | Chain | #Chirality outliers | #Planarity outliers
11 y 0 1
12 1 0 2
14 j 0 1
16 2 0 3
17 h 0 3
18 1 0 5
19 k 0 4
2 f 0 3
21 m 0 1
22 p 0 2
23 0 0 4
24 \ 0 15
25 N 0 2
3 g 0 108
4 P 0 1
) r 0 1
6 q 0 2
7 t 0 2
8 s 0 3
All All 0 163

All (3) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
24 v 22 A N9-C4 | -7.46 1.33 1.37
24 \Y 22 A C3-C2" | 5.83 1.59 1.52
3 g 1228 C P-O5" | -5.20 1.54 1.59

The worst 5 of 1023 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(?)
24 \4 o6 U P-03’-C3" | 16.86 139.93 119.70
25 N 14 A P-03’-C3" | 13.63 136.06 119.70
3 g 325 A P-03’-C3’ | 10.67 132.50 119.70
3 g 1201 A P-03’-C3” | 10.60 132.42 119.70
24 % 24 C C6-N1-C2 | -10.25 116.20 120.30

There are no chirality outliers.

5 of 163 planarity outliers are listed below:

WO RLDWIDE
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Mol | Chain | Res | Type | Group
f 607 | ARG | Sidechain
f 610 | ARG | Sidechain
f 772 | TYR | Sidechain
g
g

3 A Sidechain
42 G Sidechain

Wl W[ N DN DO

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 D 570 0 298 0 0
2 f 3847 0 3896 0 0
3 g 33012 0 16618 0 0
4 P 649 0 691 0 0
) r 787 0 828 0 0
6 q 877 0 887 0 0
7 t 955 0 1018 0 0
8 s 884 0 944 0 0
9 w 774 0 827 0 0

10 u 714 0 737 0 0
11 y 649 0 666 0 0
12 1 456 0 478 0 0
13 z 638 0 665 0 0
14 j 1705 0 1732 0 0
15 3 665 0 714 0 0
16 2 426 0 449 0 0
17 h 1625 0 1699 0 0
18 1 1643 0 1710 0 0
19 k 1106 0 1148 0 0
20 n 818 0 808 0 0
21 m 1182 0 1240 0 0
22 p 979 0 1034 0 0
23 0 1022 0 1070 0 0
24 v 1639 0 837 0 0
25 N 126 0 66 0 0
All All D748 0 41360 0 0

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). Clashscore could not be calculated for this entry.
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There are no clashes within the asymmetric unit.

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

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

entries.

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

PROTEIN DATA BANK

..........

...............

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 5 69/71 (97%) 64 (93%) | 4 (6%) | 1 (1%) 51
2 f 507/509 (100%) | 465 (92%) | 33 (6%) 9 (2%) 9| 47
4 P 78/80 (98%) 69 (88%) 8 (10%) 1 (1%) 13] 54
5 r 96,/98 (98%) 80 (83%) | 11 (12%) | 5 (5%)

6 q 115/117 (98%) 105 (91%) 9 (8%) 1 (1%)
7 t 121/123 (98%) 111 (92%) 7 (6%) 3 (2%)
8 S 112/114 (98%) 106 (95%) 5 (4%) 1 (1%)
9 W 92/100 (92%) 82 (89%) | 10 (11%)

10 u 86,/88 (98%) 81 (94%) 5 (6%)

11 y 80/82 (98%) 73 (91%) 4 (5%)

12 1 53/55 (96%) 52 (98%) 1 (2%)

13 z 77/79 (98%) 71 (92%) 6 (8%)

14 j 216/218 (99%) | 200 (93%) | 12 (6%)

15 3 83/85 (98%) 82 (99%) 1 (1%)

16 2 49/51 (96%) 37 (76%) 9 (18%)

17 h 204 /206 (99%) 196 (96%) 6 (3%)

18 1 203/205 (99%) 190 (94%) | 10 (5%)

19 k 148/150 (99%) 136 (92%) 8 (5%)

20 n 98/100 (98%) 92 (94%) 3 (3%)

21 m 149/151 (99%) 142 (95%) 7 (5%)

22 p 127/129 (98%) 123 (97%) 4 (3%)

Continued on next page...
B riowio:
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Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
23 | o | 125/127 (98%) | 114 (91%) | 6 (5%) | 5 (4%) 30
All All 2888/2938 (98%) | 2671 (92%) | 169 (6%) | 48 (2%) 147 49

5 of 48 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
2 f 674 LEU
2 f 685 GLU
5 r 57 VAL
7 t 33 CYS
16 2 39 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 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.

PROTEIN DATA BANK
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 5 62/62 (100%) 60 (97%) 2 (3%) 42 68
2 f 409/409 (100%) 384 (94%) | 25 (6%) 200 H4
4 P 74/74 (100%) 72 (97%) 2 (3%) 48 72
5 r 86,/86 (100%) 85 (99%) 1 (1%) 74 EL
6 q 90/90 (100%) 87 (97%) 3 (3%) 41 68
7 t 103/103 (100%) 102 (99%) 1 (1%) 781189
8 s 92/92 (100%) 88 (96%) 4 (4%) 32 63
9 w 79/83 (95%) 78 (99%) 1 (1%) 71 |86
10 u 76,76 (100%) 75 (99%) 1 (1%) 71 |86
11 y 65/65 (100%) 64 (98%) 1 (2%) 67 |84
12 1 48 /48 (100%) 47 (98%) 1 (2%) 56 | 78
13 z 70/70 (100%) 68 (97%) 2 (3%) 45 70
14 j 180/180 (100%) 176 (98%) 4 (2%) 95 7T
15 3 65/65 (100%) 5 (100%) 0 100 M
16 2 44/44 (100%) 43 (98%) 1 (2%) 23 76
Continued on next page...
-
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Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
17 | h | 170/170 (100%) | 168 (99%) | 2 (1%) | |74 |87] |
18 1 172/172 (100%) 168 (98%) 4 (2%) 53 |76
19 k 113/113 (100%) | 112 (99%) | 1 (1%) 81
20 | = 87/87 (100%) | 87 (100%) 0 [100] [ 100}
21 m 124/124 (100%) 123 (99%) 1 (1%)

22 p 104/104 (100%) 100 (96%) 4 (4%) 36 65
23 o 105/105 (100%) 101 (96%) 4 (4%) 36 65
All All 2418/2422 (100%) | 2353 (97%) | 65 (3%) 51 72

5 of 65 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
5 r 59 LYS

8 s 65 GLU
22 p 55 LYS
6 q 14 GLN

7 t 35 ARG

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes.

such sidechains identified.

5.3.3 RNA (D

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
24 v 76/77 (98%) 26 (34%) 0

25 N 5/6 (83%) 5 (100%) 2 (40%)
3 g 1538/1539 (99%) 202 (13%) 0

All All 1619/1622 (99%) 233 (14%) 2 (0%)

5 of 233 RNA backbone outliers are listed below:

Mol

Chain

Res | Type

4

5

9

31

| W W| W w

oR (0= (0% |0R |0%

> QI QI C|a

32
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All (2) RNA pucker outliers are listed below:

Mol | Chain | Res | Type
25 N 14 A
25 N 16 A

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 carbohydrates in this entry.

5.6 Ligand geometry (i)

There are no ligands in this entry.

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.

WO RLDWIDE

PROTEIN DATA BANK

§& EMDataBank



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#polymer_linkage

	Overall quality at a glance i
	Entry composition i
	Residue-property plots i
	Experimental information i
	Model quality i
	Standard geometry i
	Too-close contacts i
	Torsion angles i
	Protein backbone i
	Protein sidechains i
	RNA i

	Non-standard residues in protein, DNA, RNA chains i
	Carbohydrates i
	Ligand geometry i
	Other polymers i
	Polymer linkage issues i


