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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 3.90 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 I 0 N 16
Ramachandran outliers I [ — 0.6
Sidechain outliers I 0.2%
RNA backbone I o — 0 .54
Worse Better

0 Percentile relative to all structures

[l Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 114402 924
Ramachandran outliers 111179 726
Sidechain outliers 111093 686
RNA backbone 3027 244

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 1 1869 39% 45% 8% 9%
2 A 295 49% 23% 27%
3 B 264 53% 27% 20%
4 C 293 50% 26% 24%
) D 243 72% 17% T
6 E 263 64% 33% B
7 F 204 61% 31% 7%
8 G 249 71% 22% T

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

Mol | Chain | Length Quality of chain
9 H 194 58% 36% 6%
10 I 208 73% 27%
11 J 194 59% 32% T
12 K 165 30% 28% . 41%
13 L 158 70% 26% -
14 M 132 61% 30% 9%
15 N 151 71% 28% .
16 O 151 53% 35% 10%
17 P 145 50% 32% 17%
18 Q 146 58% 38% 5%
19 R 135 50% 39% 10%
20 S 152 53% 38% 9%
21 T 145 55% 43% .
22 U 119 65% 17% 18%

23 V 83 76% 20%

24 W 130 73% 26% .
25 X 143 66% 31% -
26 Y 133 66% 28% “6%
27 Z 125 32% 26% 42%

28 a 115 75% 8% 16%

29 b 84 90% . 5%
30 c 69 84% 12%
31 d 56 91% 9%
32 e 59 92% ST
33 f 156 47% 53%

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

Mol | Chain | Length Quality of chain
34 g 317 99%
35 7 504 42% 10% 48%
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2  Entry composition (i)

There are 37 unique types of molecules in this entry. The entry contains 80592 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 RNA chain called 185 RRNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
1 1 1708 36456 16274 6546 11928 1708 0 0
e Molecule 2 is a protein called 40S RIBOSOMAL PROTEIN SA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 A 215 1704 1083 298 315 8 0 0

e Molecule 3 is a protein called 40S RIBOSOMAL PROTEIN S3A.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 B 212 1722 1093 308 307 14 0 0
e Molecule 4 is a protein called 40S RIBOSOMAL PROTEIN S2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 C 222 1724 1114 296 304 10 0 0
e Molecule 5 is a protein called 40S RIBOSOMAL PROTEIN S3.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o D 220 1709 1090 308 304 7 0 0

e Molecule 6 is a protein called 40S RIBOSOMAL PROTEIN S4, Y ISOFORM 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 2 257 2031 1298 381 344 8 0 0
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e Molecule 7 is a protein called 40S RIBOSOMAL PROTEIN S5.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 K 190 1502 939 285 271 7 0 0
e Molecule 8 is a protein called 40S RIBOSOMAL PROTEIN S6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 G 232 1884 1176 379 322 7 0 0
e Molecule 9 is a protein called 40S RIBOSOMAL PROTEIN S7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) H 183 1479 941 272 265 1 0 0
e Molecule 10 is a protein called 40S RIBOSOMAL PROTEIN S8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 I 207 1696 1064 334 293 5 0 0
e Molecule 11 is a protein called 40S RIBOSOMAL PROTEIN S9.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 J 179 1495 953 299 241 2 0 0
e Molecule 12 is a protein called 40S RIBOSOMAL PROTEIN S10.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 K 8 827 539 148 134 6 0 0
e Molecule 13 is a protein called 40S RIBOSOMAL PROTEIN S11.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 L 153 1258 804 235 213 6 0 0

e Molecule 14 is a protein called 40S RIBOSOMAL PROTEIN S12.

WO RLDWIDE

PROTEIN DATA BANK




Page 7 wwPDB EM Map/Model Validation Report
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 M 120 931 584 164 174 9 0 0
e Molecule 15 is a protein called 40S RIBOSOMAL PROTEIN S13.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 N 149 1202 770 228 203 1 0 0
e Molecule 16 is a protein called 40S RIBOSOMAL PROTEIN S14.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 O 136 1016 621 199 190 © 0 0
e Molecule 17 is a protein called 40S RIBOSOMAL PROTEIN S15.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 P 120 999 636 188 168 7 0 0
e Molecule 18 is a protein called 40S RIBOSOMAL PROTEIN S16.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 Q 139 1109 704 210 192 3 0 0
e Molecule 19 is a protein called 40S RIBOSOMAL PROTEIN S17.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 R 121 985 618 183 181 3 0 0
e Molecule 20 is a protein called 40S RIBOSOMAL PROTEIN S18.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 S 139 1154 725 233 195 1 0 0

e Molecule 21 is a protein called 40S RIBOSOMAL PROTEIN S19.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 T 143 1112 697 214 198 3 0 0
e Molecule 22 is a protein called 40S RIBOSOMAL PROTEIN S20.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 U I 769 483 144 138 4 0 0
e Molecule 23 is a protein called 40S RIBOSOMAL PROTEIN S21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 v 81 617 380 114 118 5 0 0

e Molecule 24 is a protein called 40S RIBOSOMAL PROTEIN S15A.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 W 129 1034 659 193 176 6 0 0
e Molecule 25 is a protein called 40S RIBOSOMAL PROTEIN S23.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 X 139 1080 682 214 181 3 0 0
e Molecule 26 is a protein called 40S RIBOSOMAL PROTEIN S24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 Y 125 1015 642 199 169 5 0 0
e Molecule 27 is a protein called 40S RIBOSOMAL PROTEIN S25.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 Z £ h8 374 108 102 1 0 0

e Molecule 28 is a protein called 40S RIBOSOMAL PROTEIN S26.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 a 1 774 481 160 128 5 0 0
e Molecule 29 is a protein called 40S RIBOSOMAL PROTEIN S27.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 b 80 625 391 116 111 7 0 0
e Molecule 30 is a protein called 40S RIBOSOMAL PROTEIN S28.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 ¢ 61 480 291 96 91 2 0 0
e Molecule 31 is a protein called 40S RIBOSOMAL PROTEIN S29.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 d o1 427 269 &7 66 5 0 0
e Molecule 32 is a protein called 40S RIBOSOMAL PROTEIN S30.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 ¢ & 437 272 96 68 1 0 0

e Molecule 33 is a protein called UBIQUITIN-40S RIBOSOMAL PROTEIN S27A.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 f 3 601 379 115 100 7 0 0

e Molecule 34 is a protein called GUANINE NUCLEOTIDE-BINDING PROTEIN SUBUNIT
BETA-2-LIKE 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 & 314 2440 1537 425 466 12 0 0

e Molecule 35 is a RNA chain called HCV-IRES.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
35 g 264 5637 2512 1009 1852 264 0 0

e Molecule 36 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms AltConf
36 X 1 Total Mg 0
1 1
Total Mg
36 1 72 9 79 0
36 D 1 Toltal l\qg 0

e Molecule 37 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms AltConf
Total Zn
37 a 1 1 1 0
Total Zn
37 d 1 1 1 0
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9%

8%

45%
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39%

chain summarises the proportions of errors 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,

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

3 Residue-property plots (i)

e Molecule 1: 18S RRNA

Page 11

8n

3

9.0
SLD
LD

89V

990

oV

97

€890

671V
8%10

91D
SY1D

£¥10

TPV

STT0

44 %]

9110

€11H

+

L0€D
90€D
S0€N

€0€D
(4o 4
ToeY
00€n

9620
v6cn
€620

1629
06zn

£69V
269D
769D

S89Y

289N
789N

6.9V
8,90
LL99
9190

€L9D
TLOV

oV
0%9V
6€£90

9€90
SE9D
ey
€€90
629V

290

TSLD

8%.L0

S%.L0

€v.L0
{4200

0%.LD

S690
769D

S€80
€80

T8V
618D
918V
S180n
visn

5080

€080
208V

0080

€640
T6LD

798V

98V

098D

49498D
vasy
€880
c°88d
198D

678V

L98Y
9%8H
S¥8D
7ven

i

0780

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

O

PROTEIN DATA BANK

W


http://wwpdb.org/validation/2016/EMValidationReportHelp#residue_plots

SFLX

wwPDB EM Map/Model Validation Report

Page 12

79010

mmmﬂu
mmmﬂ<
0S0TY
6701V
8%01D
L%01D

F

€%01D
[4704

9E0TY

€E0TD
TEOTD

8201V
LTOTY

€20TY
22010

0Z0TY

81010
L1070

ST010

€1010
2101V
TTOTV
0T0TH

8007V
L00TD

S00TH
0010

82110
LgT10
9ZT1H
et 1]

11435

v
ETTTY
21110

0TT1D
60710

LOTTD
90710

Y0T1D
€0T1D
20T1d
T0T10

660TD
86010
L60TD
960TD
S60TD
%6010
€601V

680TD
880TN

498010

080TV

69070
890TD
L9010
99070
S90TD
79010
€901D

8T1CTD
LITTY
91210
STTTO

011D

L0TTH
90TTH
S0TTO
v0TTY
£0TTD

10210
00TV

86TTD
L6TTD

Y611V
€6710
26110

0611V
6811V
8811V
L8T1D

¥8T1D
€811V
2811V
6LT1D

ELITY

TLITD

99T11D
S9T1D

LSTTD
96110

vaTI0

281N

0STTV
6711V

LPTTD
9%11D
SPITY
wPITY
ePITY

68CTN

»8TTY

082TH
6.2TD
8LTTY
LLTTD

S.TTH
v.LTTD
€.TT0
TLTTO

0LTTD
69CTD
89CTD

€92TNn
29210

092TY

LSGTTD

$8TTd

92TV

L%TTO

SYTTD
vvCIn

ZvTIn
TweTv
0%TTY
6ETTN

LETTD

GETTD

cETIN
TETTO

622TD
8TTTY
LTTTD
9CTTTD

4445

[ 444 %]
11445

T8ETH

6LETY
8LETY
LLETN

SLETD
DLETD
€LETD
TLETN

89€TN
hmmﬁb
€9€TD
COETN

09€TN
65ETN

SGETD
YGETD
€GETY
CTGETD

|

8%ETD

SPETD

cheIN

8EETD
LEETD

€EETN

0EETD

STETN
YIETN

CTIETD
TIETD

LOETN
90€TN
SG0ETD

€0ETD
COETD

|

€6CTY
621D

062TD

OYvIV
SYvIn
7PN
EY¥10
[47421)
9910

6EVTY

(4%
124747

114444

61710
81%10
L1710

ST%10
45241
£I%1D
CI%10
TI91D
0710
60%TV
80710
L0%10

SOvTV

€0%10

1071V

LBETN
96ETV
S6ETD

|

68ETD

L8ETH
98ETY

T8ETV

¥CST1D
€2ST0
TTSTV
T2STD

81GTD

%1910
€18T0

11910
01GTH

80GTV

S08TN

C0STD
T0STD
00STH
66710
8671V
L6%TD

S6%TH

[ 4320
16919

88%10
iciang

8L%10
LL7T0
OLYTV
SLPTD
PLVIY
E€LYTD

TLY1D
0L%TD
6971V
89%1D
L9%TD

¥9%10
£9%10
[4320)

o

SSPIV
€9¥%T0
um“a«
8YHIV
LY%1D

869TH
L6STD
96570
96910
Y6STY
€6STD
C6STD

06810

SLSTD
YLSTD

L9GTH

S9GTD

€9G9T1H
T98T)
T9STY

TSSTH

08S7TH

981D

HHSTD
£9910
(4240
T¥S1D
0%91H
6€9TN
8€GTD

9€4TH
SEGTN

TESTY

62910
8TSTH
LTSTO

6991D
89910

99910

$991V
€991V

12910
0291V
6191V

L191D
91910
S1910
Y91V
€191D
2191H
11919
0191H

o

S09TH
%0919
€09TH
20910
TO9TY

TSL1D
TSL1D

9vL1N0

€YL1D

LN
07410
6ELTD
8ELTD
LELTD
wmmﬂa
ﬂumﬁb
8TLID
hﬁmﬂo
€TLTD
CTILIY
ﬁﬂmﬂb
L0L10
90L1H
momﬂu
oom«u
£€69TD
T6910
06910
68910
88910

9891H
98910
8910

-

6,91V
8LITV
LL9T0
9.910
SLOTY
vL91D

TLOTD
04910

vv8In

0%81n

8€8TN

SE8TY
ve|TY

TEBTY

6281D
82810
Lg81n

€281V

0Z8TD
6181V

6081V
80870
L08TD
908TY
S08TH
081N
€0810
20810
TO8TV
00871V
66.L1D
86.10

€6LTY
T6LID

06LTV
68LTD
88LTY
L8LTD
98.10

841D
€8L10
T8LID

T8LIV

6981V

998TY
S9810
981N
€981V
2T981D
79819
0981V
64681V

LG81D
96810
49G681d
va81n
£48T0

0S8TY

8%81n
L%81D
9%81D
SPeTY

40S RIBOSOMAL PROTEIN SA

e Molecule 2

27%

23%

49%

Chain A

907D
70TL

€074
20TH

99A

€94

L83

0SN

8¥%I
PA2S

(424

6EL
8€1

9oed

£eb
zed

LA

0721

L0td
90za
S0TYH
Y0TR

(428

661d

S6TH

6811

98TYH

78TY

(43378

08TY

8L11
LLTH
OLTH

YLIN

TLIA

6GTI

LGTA
96Tk
aqTYd

0STL
671N

SHTI

TYIN

€E€Td

0€1a

921a

YCIA
€CTA

0ZTY

9114

TTT0

60TL

RLDWIDE

w_ 0

erpBe

PROTEIN DATA BANK

ataBank



SFLX

wwPDB EM Map/Model Validation Report

Page 13

€1ed

40S RIBOSOMAL PROTEIN S3A

e Molecule 3

20%

27%

53%

Chain B

LTTH
OTTH

6074
80Td

90TL

€12

80TH
20271
902d
S0ZTX
5021
coeh
8612
1610
8811
6LIN

S.1d
ZA% S

TLII

G9TH
v9TI

T9TA
091h

281D

%4818
€811

1974
0971
6710

LPIN
9%TH

PIA

0%TA
6ETD
8E€Td
LETT
9ETYH
QETT

CTETD
€TTV
[4a xS
TCTI

6111

TETT

8¢T1
LgTH

{4455

€ged

TZed

e Molecule 4

61CY
8121
LITH

4148

40S RIBOSOMAL PROTEIN S2

24%

26%

50%

Chain C

09M

TLIN

6971

L97¥

69T
84TV

99711
091V
9913
1291
%918
6€T1
LETA
€ETX
zena
TETH
0€TI
€2TY
G
TTTY
ST1d
2951
€11h
TITA
L0T1
$01d

€61

9.TL
SLTH

€.L21
CTLTH

0LZL
69¢d

L9zb
99z

v9cs

9GTH

€9¢d

TSTT

LETY
9€Td

CETL

E€TTA

T2Ta

9TCH
ST1CH

(4148
TITA

60TA

T0ZD
002H

861V

9671

v6TH

T6TA
0618

L8714

€814

8LTH
LL1d

PL1I
€LY

40S RIBOSOMAL PROTEIN S3

e Molecule 5

9%

17%

72%

Chain D

991X
S9TN

€91d

[4) %

9TTH

€111

0TT1

80TH

LOTR

90TYH

981

SLY

TLY
0LL
69T
893

So¥

8121

40S RIBOSOMAL PROTEIN 54, Y ISOFORM 1

91cH

o1eI

£€02d
20Ty

SLTA

€L7H

L9TX

e Molecule 6

33%

64%

Chain E

L63
969
S6L

061

L8W

Ted
0€Y

8cy

gch

<+
o~
B

cTh

6TH

T

L
o

€4

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



SFLX

wwPDB EM Map/Model Validation Report

Page 14

(444

Z1rea
TIeH

vocs

002H

86TYH
LBIN

Y6TA

TETA
T61Y4

81D

2911
1970

891a

SS9
911

0G1d
6%TA

LTI
e
AL S

£%1a
CYIH
TPIL
ovIA
6€T1
8ETH
LETd
9€TI

EETA
TETA
LgTd
9TTA
STTA

[4a5's
13428

9TTA
STTIL
PITI

664
86H

elctatd

{414
jaetace
08za

8¥TA
PAZAN
oz
8€TT

9€TI
SETH

0gTN
LTTA

oTTd
§eeI

40S RIBOSOMAL PROTEIN S5

e Molecule 7

7%

31%

61%

Chain F

id

TvA

6€I

8CA

E€CTH

811

S1d

¥0Ty

*

8LTI

SOTN
¥9TH

(414 )
191V

6GTYH

STTS

€cTd
[44 %S
121d
0Z1H

40S RIBOSOMAL PROTEIN S6

8TIN

PTIN

6071
80Td

¥0TL
€071

T6Y

e Molecule 8

7%

22%

71%

Chain G

STTL
{44!

1211

6TTH

H1TA

CITA

80TA

TLD

69L

999D

22!

40S RIBOSOMAL PROTEIN S7

29d

ozecd

444}

(444

(il44

16TY

68TYH
88T

98Tl

e Molecule 9

€0TY

664
864
160
96Y
961
w64
€64

6%

T6H
0631

888

LLA
oL
SLI
L
eLh
TLd

36%

99A
g99d

€94
[4°23
191

883

€3A
[4ek:
18I

SPI
PN
€91

58%
-

071
6€b
8eY
1ed

LTT

Chain H

*

T61d
061d

8814

S8TA

€814

6.LT)

LLTR

SL1D

€LT4

89TH

097

219}

[4shxs

9%TA
el
449}

SeTd
278

6211
9TTH

STIA
i£4A1

[4ay)
TCIL
0ZTY

40S RIBOSOMAL PROTEIN S8

8TTY
L11d
9TTH
STTY
¥110
€11

TTIH
0TTL
60TH

e Molecule 10

LOTY

27%

73%

Chain I

8631

S6L

988

78N

(428
19a

694
86T

9GH

Y¥H

Ty
0vd

LY
9EL

eV

62T
8T

9Ty
el

£

0Zd

814

[4%'

o
=
£

©
=

©
a

0
~

861X

981a

ELTY

TLTT

(4215

40S RIBOSOMAL PROTEIN S9

0918
6G1S
8GTI
[4hxs

671X
8vIA

SHTI
4745

6ETY

€eTd
ceTd

TCTT

LITX

v11a
€TTA

0T7¥

7011

TOTI

e Molecule 11

8%

32%

59%

Chain J

67711

LTT1

€TTD

1770
0711

80TYH

S0T4d

81

(X

0L¥
694

99)
S93
voa

RLDWIDE

w_ 0

erpBe

PROTEIN DATA BANK

EMDataBank



SFLX

wwPDB EM Map/Model Validation Report

e Molecule 12: 40S RIBOSOMAL PROTEIN 510

Page 15

TLTD

891D

S¥1d

1529
0% Th

LETA
9ETYH

TETD
TeTY
0€TI

o9TTY
STTH

41%

28%

30%

Chain K:

2%

TLL
TLT
0LX
69M

~
©
%

S99
6891
8GA
LGSR

el

€93
TS

0sb

YYH

THN

0%A

8%

SET

€€d
CEH

0ed
6CH

LTA
9za
GTH

0cA

814

S6Y

€61

16d

681
88H

€8T
[4:28

o
@
~

e Molecule 13: 40S RIBOSOMAL PROTEIN S11

26%

70%

Chain L:

8T1TYH
S11d
CITH
80TN
S0TY
vOTH
€0tTa
coTd
T07Td

€61

S8L

€8l
[4:0

T.¥

694

SoN

19d

68931

941

€869

18I

8vY

6EN

9€X
fepor |

ST1
¥T1

1194

911
STL

€10

1

&Th

67TV

LyTH
(449
TPIN
0vTd

7ETT

CTETH

e Molecule 14: 40S RIBOSOMAL PROTEIN S12

0ETH

¥era

9%

30%

61%

Chain M:

€0TA

007d

761

26D
161

68A
88M

S8T
w8y

LTS
OLT
SLN
PLI
69D

L9V
993

€93
[478

€9y
[4:4¢
18A

98y
SEI

£eY
cey
11

921
STy

1348

LY

£10a

8214

9g1d
gc1a
492}

(4914

e Molecule 15: 40S RIBOSOMAL PROTEIN 513

0TIV

0TTA
60TA

28%

71%

Chain N:

60T

v0Td
€012

TLI

OFTV

6ETH

9€Td
SETT

€ETYH

1218

e Molecule 16: 40S RIBOSOMAL PROTEIN S14

6113

10%

35%

53%

Chain O:

R LDWIDE

PROTEIN DATA BANK

EMDataBank

Unified Data Resource for J0EM

w_ 0



SFLX

wwPDB EM Map/Model Validation Report

Page 16

Le1d
9211

1Y

L17H

607D

90T

€0TN

40S RIBOSOMAL PROTEIN 515

L83

e Molecule 17

17%

32%

50%

Chain P

981

69d

L9V

T€1d
0€TYH

8CTH
LTTH
9TTA

745

0z1s
6114
8114

40S RIBOSOMAL PROTEIN S16

91711
STTA

0113

GOTA
$0Th

LBA

26S

681

L8d

e Molecule 18

5%

38%

58%

Chain Q

881
188
980

81

T8I

6.LY

694

528

L1
oL
i
¥vd
£va
(421

) o ® © [
F|-‘“_,-‘“_’-m-m-
< (3] 155 (3] |

LTH

STY

™
-
[

TTh

444
557490

157429
0vTYH

SETd

E€ETH

TETN
0ETH

STTH

40S RIBOSOMAL PROTEIN S17

€T1a
(4444

STTA

CIT1

80TI

SOTH

e Molecule 19

w6V
€64
26T
16V

10%

39%

50%

Chain R

4529

280

08y

8.4

9.3
¥kt
L0
€L1

691
1,94
09y
693
8GN
LS
SGL
s
€9X
08I
6%
8YN
PAL:S

Svi

LTI

»1d

0CTL

40S RIBOSOMAL PROTEIN S18

e Molecule 20

9%

38%

53%

Chain S

201D

ELN
TLh
TLR
L9A
88d
SqY
Ly

ovY
ST

£%A
CYH

[0} 28
6eY
8€Y

9EA
0€I
LTy
9TI
il
/4
0zI
911

(433

6E€TL

GETH
ETD

2ETY
TETA
0ETY

iZ4xs
€211

T21d
0ZTH
611V

40S RIBOSOMAL PROTEIN 519

L171
OTTH
STTA

€17d
(4344
TITT
0T1d

80TY¥

90Ty

v01a

e Molecule 21

43%

55%

Chain T

784

(41

089

8LI

SLN
LS

0Ly
699

¥91
E€9H
(41
oV
09L
698

€64
[4:1.)

67a

Lvd
oY
ST

5528

1520

8eX

veA

0EA

8TT
LTH

81T

o1y
qTA
»1d
e1d
[41}
131]
0TN

L
9A
SL

2d

o474 %8

ovIV

LETD

SETY
YETI

CEIa

Y011

[0S

L8A

RLDWIDE

w_ 0

erpBe

PROTEIN DATA BANK

EMDataBank



SFLX

wwPDB EM Map/Model Validation Report

Page 17

e Molecule 22: 40S RIBOSOMAL PROTEIN S20

18%

17%

65%

Chain U:

e Molecule 23: 40S RIBOSOMAL PROTEIN S21

20%

76%

Chain V:

3

8.1

0L1

998
97

09y
691
88V

€9k

TS
084

+

8€d

© I~
)
R

PEW

€CI

N
I3
~

3!
be,
>

e Molecule 24: 40S RIBOSOMAL PROTEIN S15A

26%

73%

Chain W:

e Molecule 25: 40S RIBOSOMAL PROTEIN S23

31%

66%

Chain X:

STTL
?11a

(427

80Ty

€01V

T0T1
00TA

LETH

e Molecule 26: 40S RIBOSOMAL PROTEIN 524

SETH

0ETT

445
€TTA
(449
TTIH
0zTd
6174

—
6%

28%

66%

CTIN
13358

80T

v0TH

TOTH
007X

LTTV

€TTV
TIH

STTA
PTIH

e Molecule 27: 40S RIBOSOMAL PROTEIN S25

42%

26%

32%

Chain Z:

60TA

LOTA
90Th

Y0TY

[401%'s

66T

L6I

26T
16T

[
©
o

0 O~
© @
@ <

€81
288

e Molecule 28: 40S RIBOSOMAL PROTEIN S26

08y
6.1
8Ly
LLT

vLis
E€LA

0Ld

R LDWIDE

O
PROTEIN DATA BANK

erbDeBe
e

W

EMDataBank

Unified Data Resource for J0EM



Page 18 wwPDB EM Map/Model Validation Report oFLX

Chain a: 75% 8% - 16%

e Molecule 29: 40S RIBOSOMAL PROTEIN S27

Chain b: 90% . . 5%

R RE

e Molecule 30: 40S RIBOSOMAL PROTEIN 528

V62
T74

Chain c: 84% ce 12%

© ©
™ <
-Hf"'

e Molecule 31: 40S RIBOSOMAL PROTEIN S29

Chain d: 91% 9%

e Molecule 32: 40S RIBOSOMAL PROTEIN 530

Chain e: 92% 7%

o
o}
B

e Molecule 33: UBIQUITIN-40S RIBOSOMAL PROTEIN S27A

Chain f: 47% 53%

e Molecule 34: GUANINE NUCLEOTIDE-BINDING PROTEIN SUBUNIT BETA-2-LIKE 1

Chain g: 99%

e Molecule 35: HCV-IRES

WO RLDWIDE
PROTEIN DATA BANK

Unified Data Resource for J0EM



SFLX

wwPDB EM Map/Model Validation Report

Page 19

48%

10%

42%

Chain z

769D
T6n

981

[fe}
©
<

€80
28D

08n

6%
8%n

9910
SOTV

191D

LSTD

a1V

081D

1549

6E€TD

9ETV

STTO

811D

TT1D

9070

7vedD

T9ED
0%€d
6EEV
8€E€D
LEED

SEED

TEEY
T€ED

62EN

90€N

620
962V

0820

0L20

992H

€92¢H

88cH

€8eH

14441

LETD

vecn
£E€TH

1€TD

622D

9GeNn

At

0S€d
6%€0

O

R LDWIDE

PROTEIN DATA BANK

!EMDamBank

W



Page 20 wwPDB EM Map/Model Validation Report oFLX

4 Experimental information (i)
Property Value Source
Reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided Depositor
Number of images Not provided Depositor
Resolution determination method | Not provided Depositor
CTF correction method CTFFIND3, Not provided Depositor
Microscope OTHER Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A”) 20 Depositor
Minimum defocus (nm) 2000 Depositor
Maximum defocus (nm) 4500 Depositor
Magnification 75000 Depositor
Image detector FEI FALCON II (4K X 4K) 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: ZN,
MG

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 | p\ (o7 #éy >2 RMSZ #é\ >2
1 1 0.10 | 1/40766 (0.0%) | 0.78 | 23/63532 (0.0%)
10 I 0.24 0/1725 0.44 0/2298
11 ] 0.23 0/1520 0.40 0/2030
2 | K 0.25 0/851 0.48 0/1147
13 L 0.24 0/1281 0.49 0/1710
14 | M | 02 0/941 0.42 0/1264
15 | N 0.23 0/1226 0.44 0/1649
16 | O 0.25 0/1029 0.50 0/1330
17 | P 0.24 0/1019 0.49 0/1361
8| Q 0.24 0/1126 0.49 0/1506
19 R | 025 0/997 0.48 0/1338
) A 0.25 0/1741 0.46 0/2366
20 S 0.24 0/1172 0.44 0/1570
21 T 0.25 0/1131 0.44 0/1515
22 | U 0.22 0/778 0.43 0/1045
23 | V 0.24 0/623 0.41 0/833
24 | W | 024 0/1051 0.44 0,/1406
% | X 0.24 0/1097 0.44 0/1464
26 | Y | 024 0/1032 0.43 0/1371
27 Z 0.24 0/591 0.49 0/794
28 a 0.71 | 4/786 (0.5%) | 1.26 | 6/1053 (0.6%)
29 b 0.25 0/637 0.54 0/854
3 B 0.23 0/1749 0.48 0,/2340
30 c 1.01 | 1/482 (0.2%) | 1.07 | 5/645 (0.8%)
31 d 0.27 0/437 0.50 0/580
32 ¢ 0.65 | 3/443 (0.7%) | 0.83 | 2/583 (0.3%)
33 f 0.24 0/613 0.48 0/811
31 g 0.24 0,/2497 0.44 0/3399
35 z 034 | 4/6299 (0.1%) | 0.92 | 24/9818 (0.2%)
1 C 0.25 0/1761 0.43 0/2379
5 D 0.25 0/1736 0.44 0/2338
6 D 0.24 0/2072 0.45 0/2793
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. Bond lengths Bond angles
Mol | Chain | o7 H#Z| >2 RMSZ HZ| >2
7 F 0.24 0/1524 0.45 0/2048
8 G 0.24 0/1907 0.43 0/2538
9 H 0.28 0/1501 0.49 0/2009
All All 0.25 | 13/86141 (0.0%) | 0.69 | 60/125767 (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
13 L 0 1
16 O 0 1
17 P 0 1
18 Q 0 1
28 a 2 1
30 c 1 0

5) D 0 1
6 E 0 1
7 F 0 1
All All 3 8

The worst 5 of 13 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
30 ¢ 39 SER | CA-CB | -20.82 1.21 1.52
35 z 353 U N1-C2 | -12.82 1.27 1.38
28 a 48 | ALA | CA-CB | -11.41 1.28 1.52
1 1 1 U OP3-P | -10.53 1.48 1.61
28 a 44 ILE | CA-CB | -9.59 1.32 1.54

The worst 5 of 60 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(®)
28 a 48 | ALA | CB-CA-C | 29.24 153.96 110.10
30 ¢ 39 SER | CB-CA-C | 18.56 145.36 110.10
35 z 234 U 05-P-OP1 | -16.34 90.99 105.70
35 z 353 U N3-C4-O4 | -16.19 108.06 119.40
35 z 234 U P-O5-C5" | 15.32 145.42 120.90

All (3) chirality outliers are listed below:
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Mol | Chain | Res | Type | Atom
28 a 44 ILE CA
28 a 48 | ALA CA
30 c 39 | SER CA

5 of 8 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
5 D 76 | ARG | Peptide
6 E 92 ILE | Peptide
7 F 20 | PHE | Peptide
13 L 15 | THR | Peptide
16 O 141 | ARG | 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 1 36456 0 18413 792 0
2 A 1704 0 1704 68 0
3 B 1722 0 1793 60 0
4 C 1724 0 1808 99 0
3 D 1709 0 1803 34 0
6 E 2031 0 2138 74 0
7 F 1502 0 1556 93 0
8 G 1884 0 2044 38 0
9 H 1479 0 1564 98 0
10 I 1696 0 1785 20 0
11 J 1495 0 1615 20 0
12 K 827 0 854 40 0
13 L 1258 0 1334 36 0
14 M 931 0 961 33 0
15 N 1202 0 1289 37 0
16 O 1016 0 1039 60 0
17 P 999 0 1046 35 0
18 Q 1109 0 1174 20 0
19 R 985 0 1035 45 0

20 S 1154 0 1210 49 0
21 T 1112 0 1146 52 0
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
22 U 769 0 837 13 0
23 \Y 617 0 622 14 0
24 W 1034 0 1080 31 0
25 X 1080 0 1147 37 0
26 Y 1015 0 1086 28 0
27 7 585 0 640 45 0
28 a 774 0 819 0 0
29 b 625 0 646 0 0
30 ¢ 480 0 502 0 0
31 d 427 0 428 0 0
32 e 437 0 483 0 0
33 f 601 0 622 0 0
34 g 2440 0 2396 0 0
35 z 5637 0 2849 0 0
36 1 72 0 0 0 0
36 D 1 0 0 0 0
36 X 1 0 0 0 0
37 a 1 0 0 0 0
37 d 1 0 0 0 0
All All 80592 0 61468 1693 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 16.

The worst 5 of 1693 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
9:H:52:GLU:HG3 | 9:H:58:LYS:CG 1.15 1.63
9:H:62:ILE:HD11 | 9:H:94:PHE:CE1 1.43 1.54
9:H:62:ILE:CD1 | 9:H:94:PHE:HE1 1.23 1.45
9:H:52:GLU:.CG 9:H:58:LYS:CG 2.11 1.26
9:H:52:GLU:HG3 | 9:H:58:LYS:CD 1.69 1.22

There are no symmetry-related clashes.
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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
2 A 213/295 (72%) | 202 (95%) | 11 (5%) 0 100 | 100
3 B 210/264 (30%) | 182 (87%) | 26 (12%) | 2 (1%) 19 64
1 C 220/293 (75%) | 209 (95%) | 9 (4%) | 2 (1%) 21 65
5 D 218/243 (90%) | 206 (94%) | 11 (5%) | 1 (0%) 34 76
6 E 255/263 (97%) | 244 (96%) | 11 (4%) 0
7 F 188/204 (92%) | 165 (88%) | 22 (12%) | 1 (0%)

8 G 230/249 (92%) | 221 (96%) | 9 (4%) 0
9 H 181/194 (93%) | 165 (91%) | 16 (9%) 0
10 I 205,208 (99%) | 186 (91%) | 19 (9%) 0
11 J 177/194 (91%) | 163 (92%) | 13 (%) | 1 (1%)
12 K 06/165 (58%) | 90 (94%) | 4 (4%) | 2 (2%)
13 L 151/158 (96%) | 142 (94%) | 8 (5%) | 1 (1%)
14 M 118/132 (89%) | 111 (94%) | 7 (6%) 0
15 N 147/151 (97%) | 131 (89%) | 16 (11%) 0
16 0O 134/151 (89%) | 119 (89%) | 13 (10%) | 2 (2%)
17 P 118/145 (81%) | 107 (91%) | 10 (8%) | 1 (1%) 24 68
18 Q 137/146 (94%) | 132 (96%) | 5 (4%) 0 100} | 100
19 R 119/135 (88%) | 108 (91%) | 9 (8%)
20 S 137/152 (90%) | 125 (91%) | 12 (9%)
o1 | T | 141/145 (97%) | 135 (96%) | 6 (4%) 100 ] [100]
2 | U 95/119 (80%) | 94 (99%) | 1 (1%) [100] | 100}
23 V 79/83 (95%) 77 (98%) | 1 (1%)
24 | W 127/130 (98%) | 122 (96%) | 5 (4%)
25 X 137/143 (96%) | 128 (93%) | 9 (7%)
26 Y 123/133 (92%) | 118 (96%) | 5 (4%)
Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
27 Z 71/125 (57%) 64 (90%) 7 (10%) 0

28 a 95/115 (83%) 78 (82%) | 10 (10%) | 7 (%)

29 b 78/84 (93%) 67 (86%) 7 (9%) 4 (5%)

30 c 59/69 (86%) 48 (81%) | 10 (17%) | 1 (2%)

31 d 49/56 (88%) 43 (88%) 6 (12%) 0

32 53/59 (90%) 49 (92%) 4 (8%) 0

33 f 71/156 (46%) 66 (93%) 5 (7%) 0

34 g 312/317 (98%) 298 (96%) | 14 (4%) 0

All All 4744/5476 (87%) | 4395 (93%) | 321 (7%) | 28 (1%)

5 of 28 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
16 O 62 VAL
23 A% 42 VAL
28 a 92 ARG
28 a 94 ASP
29 b 74 THR

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.

Percentiles

Mol | Chain Analysed Rotameric | Outliers
2 A 180/243 (74%) 180 (100%) 0
3 B 193/231 (84%) 192 (100%) 1 (0%)
4 C 188/225 (84%) 188 (100%) 0
5 D 183/202 (91%) 183 (100%) 0
6 E 220/225 (98%) 220 (100%) 0
7 F 160/170 (94%) 159 (99%) 1 (1%)
8 G 202/218 (93%) 202 (100%) 0
9 H 164/174 (94%) 164 (100%) 0

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
10 I 179/180 (99%) 179 (100%) 0
11 J 160/168 (95%) 160 (100%) 0
12 K 89/136 (65%) 9 (100%) 0
13 L 138/142 (97%) 138 (100%) 0
14 M 102/108 (94%) 102 (100%) 0
15 N 130/131 (99%) 130 (100%) 0
16 O 106,/119 (89%) 105 (99%) 1 (1%)
17 P 109/130 (84%) 109 (100%) 0
18 Q 115/121 (95%) 115 (100%) 0
19 R 110/122 (90%) 110 (100%) 0
20 S 121/132 (92%) 121 (100%) 0
21 T 113/115 (98%) 113 (100%) 0
22 U 90/107 (84%) 90 (100%) 0
23 \Y% 65/67 (97%) 5 (100%) 0
24 W 112/113 (99%) 112 (100%) 0
25 X 111/115 (96%) 111 (100%) 0
26 Y 107/115 (93%) 107 (100%) 0
27 Z 65/103 (63%) 64 (98%) 1 (2%)
28 a 84/98 (86%) 81 (96%) 3 (4%)
29 b 72/76 (95%) 71 (99%) 1 (1%)
30 c 54/62 (87%) 53 (98%) 1 (2%)
31 d 45/49 (92%) 45 (100%) 0
32 44/48 (92%) 44 (100%) 0
33 f 66,/140 (47%) 6 (100%) 0
34 g 272/275 (99%) 272 (100%) 0
All All 4149/4660 (89%) | 4140 (100%) (0%)

5 of 9 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
28 a 15 ARG
30 c 39 SER
28 a 89 ARG

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

Mol | Chain | Res | Type
16 O 150 ARG
28 a 46 GLU

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 62 such
sidechains are listed below:

Mol | Chain | Res | Type
12 K 42 ASN
17 P 35 GLN
34 g 20 GLN
15 N 62 GLN
17 P 103 ASN

5.3.3 RNA (D

Mol | Chain Analysed Backbone Outliers | Pucker Outliers
1 1 1700/1869 (90%) 286 (16%) 9 (0%)

35 z 262/504 (51%) 52 (19%) 0

All All 1962/2373 (82%) 338 (17%) 9 (0%)

5 of 338 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 1 4 C
1 1 33 G
1 1 41 G
1 1 42 A
1 1 49 C

5 of 9 RNA pucker outliers are listed below:

Mol | Chain | Res | Type

1 1 797 C
1 1 1756 C
1 1 1211 G
1 1 369 C
1 1 869 A
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5.4 Non-standard residues in protein, DNA, RNA chains (i)

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

5.5 Carbohydrates (i)

There are no carbohydrates in this entry.

5.6 Ligand geometry (i)

Of 76 ligands modelled in this entry, 76 are monoatomic - 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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