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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:

FELECTRON MICROSCOPY

The reported resolution of this entry is 8.80 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

Ramachandran outliers
Sidechain outliers

RNA backbone

Worse

Percentile Ranks

I Percentile relative to all structures

[I Percentile relative to all EM structures

Value
T 10.9%
D (1.6%
. .41

Better

Motric Whole archive EM structures
(#Entries) (#Entries)
Ramachandran outliers 154571 4023
Sidechain outliers 154315 3826
RNA backbone 4643 859

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
7%
T ———————
1 Aa 319 72% 19% 8% .
27%
T —
2 AA 252 65% 25% 6% 5%
1%
.
3 AB 240 49% 23% 10% 15%
24%
e —
4 AD 261 43% 21% 11% 23%
35%
I
5 AC 197 49% 31% 14% 6%
33%
T —
6 AE 254 64% 19% 13%
31%
T ————
7 AG 144 78% 21%
38%
T —————————
8 AF 225 61% 19% 7% . 12%

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

Mol | Chain | Length Quality of chain
38%
I e —
9 AH 130 61% 24% 10% 5%
32%
e
10 Al 143 50% 21% 15% ~ 12%
38%
T — e ——
11 Al 121 62% 21% 9% . 1%
30%
e
12 AK 137 48% 28% 7% - 13%
31%
T —————
13 AL 145 57% 32% 6% 5%
66%
1 e— o me
14 AM 146 53% 32% 10%
50%
.
15 AN 56 36% 23% 25% ~ L 14%
38%
.
16 AO 151 48% 19% 1% 20%
67%
s — e —
17 AQ 136 51% 31% 12% 6%
30%
T
18 AP 156 31% 12% % . 46%
39%
I
19 AR 142 37% 17% 8% 38%
%
N e —
20 AS 144 55% 32% 8% 6%
55%
. —————
21 AT 87 62% 18% 16%
74%
]
22 AV 108 44% 24% 6% 21%
23%
I —
23 AW 93 78% 20%
28%
=
24 AX 82 32% 23% o 39%
58%
| —
25 AY 67 58% 27% . 10%
3%
T
26 A7 63 51% 21% 17% 11%
5%
f—
27 Ab 37 89% 8% o
35%
I
28 Ac 26 92% .=
30%
.
29 AU 135 38% 18% 14% . 29%
73%
==
30 BA 217 76% 20%
7%
I —
31 BB 254 67% 17% 13%
30%
T —
32 BC 388 56% 28% 12%
30%
T —
33 BD 362 55% 23% 7% 6% 9%

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

Mol | Chain | Length Quality of chain
33%
I O —
34 BE 174 60% 20% 11% 6% -
28%
..
35 BG 176 36% 28% 22% 14%
37%
T —
36 BF 191 79% 16% T
21%
——
37 BH 256 46% 19% 7% 23%
57%
==
38 Bs 312 60% 16% 5% + 18%
78%
.
39 BJ 165 53% 17% 5% 23%
33%
T —
40 BK 199 63% 21% 13%
27%
T —
41 BN 138 55% 33% 11%
67%
T
42 BM 137 60% 26% 9%
30%
e —
43 BP 204 50% 25% 16% . 5%
2%
.
44 BO 149 54% 26% 15% 5%
30%
e
45 BR 186 49% 20% 12% 5%  13%
2%
I
46 BT 189 67% 23% 8% .
25%
I ——
47 BU 160 64% 27% 6% o
31%
e
48 BW 121 50% 24% 10% 13%
40%
T ————————————
49 BV 170 71% 16% 11%
34%
s
50 BX 142 53% 23% 9% 14%
25%
]
51 BZ 155 25% 11% 7% 53%
15%
I —
52 BY 123 67% 25% 5% &
30%
=
53 Ba 136 32% 18% 14% 6% 30%
2%
e
54 Bd 59 25% 10% 63%
8%
_ T
55 Be 120 62% 21% 10% 6% -
70%
e
56 Bf 105 76% 17% “6% .
29%
T —
57 Be 244 70% 19% “T%
35%
T — o m
58 Bg 113 62% 20% 12%

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

Mol | Chain | Length Quality of chain
3%
.
59 Bh 130 65% 24% 7%
79%
. ==
60 Bi 118 53% 25% 14% 8%
76%
. ]
61 Bj 107 46% 15% 6% 7%
2%
62 Bk 100 46% 15% 13% 23%
51%
E—
63 Bm 92 72% 22% B
28%
T —
64 Bl 88 64% 20% 14%
33%
T —
65 Bn 78 59% 21% 12% 9%
3%
=
66 Bo 51 45% 18% 8%
38%
ey
67 Bp H2 46% 17% 12% 23%
48%
L
68 Bq 25 44% 40% 16%
76%
.-
69 Br 106 53% 25% 14% 8%
19%
I
70 Bx 21 76% 19% 5%
5%
I
70 By 21 95% 5%
33%
T —
71 Bz 15 87% 7% 1%
33%
..
72 Bt 106 43% 9% 45%
55%
e —
72 Bu 106 41% 12% e 45%
40%
.
73 Bv 106 49% 5% - 45%
52%
1y
73 Bw 106 49% 5% . 45%
16%
[— e —
74 BQ 297 60% 21% 13% 6%
19%
I
75 BL 170 96% N
1%
=
76 BS 167 43% 31% 14% 13%
20%
I
77 BI 221 57% 15% 7% 18%
1%
78 CA 1800 11% 52% 32%
95%
[ T
79 CB 75 . 56% 41%
91%
I Ty
80 CC 11 9% 27% 64%

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

Mol | Chain | Length Quality of chain
81 DA 3396 71/? ¥ 49% 43% .
82 DB 158 Zj 42% 49% .
83 DC 118 44% 56%
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2 Entry composition (i)

There are 83 unique types of molecules in this entry. The entry contains 191627 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 40S ribosomal protein RACK1 (RACK1).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 Aa 319 2442 1544 420 469 9 0 0
e Molecule 2 is a protein called 40S ribosomal protein rpS0 (S2p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2| AA 252 1922 1204 336 380 2 0 0
e Molecule 3 is a protein called 40S ribosomal protein rpS3 (S3p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 AB 204 1511 945 282 278 6 0 0
e Molecule 4 is a protein called 40S ribosomal protein rpS4 (S4e).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4| AD 200 1501 1018 288 283 2 0 0
e Molecule 5 is a protein called 40S ribosomal protein rpS9 (S4p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5 AC 197 1521 951 298 270 2 0 0
e Molecule 6 is a protein called 40S ribosomal protein rpS2 (S5p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 AE 254 1936 1224 360 349 3 0 0



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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e Molecule 7 is a protein called 40S ribosomal protein rpS7 (S7e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N @)
7 AG 143 716 429 143 144 0 0

EMD-1669, 4V6l

e Molecule 8 is a protein called 40S ribosomal protein rpS5 (S7p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 AF 199 1543 958 293 289 3 0 0
e Molecule 9 is a protein called 40S ribosomal protein rpS22 (S8p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
I AH 130 1030 655 189 182 4 0 0
e Molecule 10 is a protein called 40S ribosomal protein rpS16 (S9p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
10 Al 126 998 639 184 175 0 0

e Molecule 11 is a protein called 40S ribosomal protein rpS20 (S10p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 AJ 113 819 528 158 162 1 0 0

e Molecule 12 is a protein called 40S ribosomal protein rpS14 (S11p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 AK 119 833 508 157 165 3 0 0

e Molecule 13 is a protein called 40S ribosomal protein rpS23 (S12p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 | AL 145 978 588 203 184 3 0 0

e Molecule 14 is a protein called 40S ribosomal protein rpS18 (S13p).

WO RLDWIDE
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
14 AM 140 1156 719 231 204 2 0 0

e Molecule 15 is a protein called 40S ribosomal protein rpS29 (S14p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 | AN 48 353 209 79 61 4 0 0

e Molecule 16 is a protein called 40S ribosomal protein rpS13 (S15p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 AO 121 978 624 183 170 1 0 0

e Molecule 17 is a protein called 40S ribosomal protein rpS17 (S17e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 AQ 136 1098 682 213 201 2 0 0

e Molecule 18 is a protein called 40S ribosomal protein rpS11 (S17p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 AP 85 631 402 124 104 1 0 0

e Molecule 19 is a protein called 40S ribosomal protein rpS15 (S19p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 AR 88 676 429 123 118 6 0 0

e Molecule 20 is a protein called 40S ribosomal protein rpS19 (S19e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 | AS 144 1120 699 209 209 3 0 0

e Molecule 21 is a protein called 408 ribosomal protein rpS21 (S21e).
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 AT 87 685 420 125 138 2 0 0

e Molecule 22 is a protein called 40S ribosomal protein rpS25 (S25e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 1 AV 85 688 437 128 122 1 0 0

e Molecule 23 is a protein called 40S ribosomal protein rpS26 (S26e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
23 AW 92 461 276 92 93 0 0

e Molecule 24 is a protein called 40S ribosomal protein rpS27 (S27e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 A 50 366 229 60 72 5 0 0

e Molecule 25 is a protein called 40S ribosomal protein rpS28 (S28e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 AY 60 445 276 80 87 2 0 0

e Molecule 26 is a protein called 40S ribosomal protein rpS30 (S30e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 AZ 63 492 307 102 81 2 0 0

e Molecule 27 is a protein called Unknown 40S ribosomal protein XS1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
21 Ab 36 181 108 36 37 0 0

e Molecule 28 is a protein called Unknown 40S ribosomal protein XS2.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
28 | Ac 25 126 75 25 26 0 0
e Molecule 29 is a protein called 40S ribosomal protein S24.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 AU %6 714 450 134 129 1 0 0

e Molecule 30 is a protein called 60S ribosomal protein rpL1 (L1p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 | BA 217 1718 1097 299 312 10 0 0
e Molecule 31 is a protein called 60S ribosomal protein rpL2 (L2p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 BB 254 1904 1183 385 334 2 0 0
e Molecule 32 is a protein called 60S ribosomal protein rpL3 (L3p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 BC 388 3055 1933 579 534 9 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled

Actual

Comment

Reference

BC

388

GLY

- expression tag

UNP P14126

e Molecule 33 is a protein called 60S ribosomal protein rpl.4 (L4p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 | BD 329 2486 1564 480 438 4 0 0

e Molecule 34 is a protein called 60S ribosomal protein rpL11 (L5p).
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 BE 168 1341 839 252 245 5 0 0
e Molecule 35 is a protein called 60S ribosomal protein rpL6 (L6e).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3% | BG 176 1400 907 252 248 2 0 0
e Molecule 36 is a protein called 60S ribosomal protein rpL9 (L6p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
36 BF 191 1516 961 274 277 4 0 0
e Molecule 37 is a protein called 60S ribosomal protein rpL.8 (L7ae).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
37 BH 197 1505 959 269 274 3 0 0

e Molecule 38 is a protein called 60S acidic ribosomal protein rpP0 (L10P).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 Bs 257 1976 1269 334 368 5 0 0
e Molecule 39 is a protein called 60S ribosomal protein rpL.12 (L11p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 BJ 127 954 601 174 178 1 0 0
e Molecule 40 is a protein called 60S ribosomal protein rpL.16 (L13p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 BK 199 1570 1011 291 266 2 0 0

e Molecule 41 is a protein called 60S ribosomal protein rpL14 (L14e).
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4l BN 138 1068 683 201 181 3 0 0

e Molecule 42 is a protein called 60S ribosomal protein rpL.23 (L14p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
42| BM 131 072 611 182 172 7 0 0

e Molecule 43 is a protein called 60S ribosomal protein rpL.15 (L15e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
43 BP 193 1625 1016 341 266 2 0 0
e Molecule 44 is a protein called 60S ribosomal protein rpL.28 (L15p).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 BO 149 1182 754 232 192 4 0 0
e Molecule 45 is a protein called 60S ribosomal protein rpL.18 (L18e).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
45 BR 161 1243 786 242 212 3 0 0
e Molecule 46 is a protein called 60S ribosomal protein rpL.19 (L19e).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
46 BT 189 1530 940 327 262 1 0 0
e Molecule 47 is a protein called 60S ribosomal protein rpL21 (L21e).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
47 BU 160 1261 793 242 222 4 0 0

e Molecule 48 is a protein called 60S ribosomal protein rpL22 (L22e).
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
18 BW 105 830 535 140 155 0 0

e Molecule 49 is a protein called 60S ribosomal protein rpL17 (L22p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
49 BV 170 1312 814 254 243 1 0 0

e Molecule 50 is a protein called 60S ribosomal protein rpL25 (L23p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
50 BX 122 978 629 172 175 2 0 0

e Molecule 51 is a protein called 60S ribosomal protein rpL.24 (L24e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
ol BZ 3 579 366 115 98 0 0

e Molecule 52 is a protein called 60S ribosomal protein rpL.26 (L24p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o2 BY 123 972 611 188 172 1 0 0

e Molecule 53 is a protein called 60S ribosomal protein rpL27 (L27e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
53 Ba e 708 455 134 119 0 0

e Molecule 54 is a protein called 60S ribosomal protein rpL29 (L29e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
54 | Bd 22 174 109 40 25 0 0

e Molecule 55 is a protein called 60S ribosomal protein rpL35 (L29p).
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5 Be 118 965 612 185 167 1 0 0

e Molecule 56 is a protein called 60S ribosomal protein rpL30 (L30e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5 | Bf 105 785 501 133 150 1 0 0

e Molecule 57 is a protein called 60S ribosomal protein rpL7 (L30p).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o7 Be 239 1919 1235 348 335 1 0 0
e Molecule 58 is a protein called 60S ribosomal protein rpL.31 (L31e).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o8 Be 10 873 552 169 150 2 0 0
e Molecule 59 is a protein called 60S ribosomal protein pL32 (L32e).
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
59 Bh 130 1043 660 208 173 2 0 0
e Molecule 60 is a protein called 60S ribosomal protein rpL.34 (L34e).
Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
60 Bi 118 926 572 188 161 5 0 0

e Molecule 61 is a protein called 60S ribosomal protein rpL33 (L35ae).

Mol | Chain | Residues Atoms AltConf | Trace
) Total C N O S
6L | B 100 738 461 147 128 2 0 0

e Molecule 62 is a protein called 60S ribosomal protein rpL36 (L36e).
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
62 Bk v 619 384 129 105 1 0 0

e Molecule 63 is a protein called 60S ribosomal protein rpl.43 (L37ae).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
63 | Bm 92 703 434 139 123 7 0 0

e Molecule 64 is a protein called 60S ribosomal protein rpL37 (L37e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
64 Bl 88 678 410 148 114 6 0 0

e Molecule 65 is a protein called 60S ribosomal protein rpL.38 (L38e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
65 Bn s 604 385 113 106 0 0

e Molecule 66 is a protein called 60S ribosomal protein rpL39 (L39e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
66 Bo o1 445 277 98 67 3 0 0

e Molecule 67 is a protein called 60S ribosomal protein rpLi40 (L40e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
67 | Bp 40 330 201 72 52 5 0 0

e Molecule 68 is a protein called 60S ribosomal protein rpL41 (L41le).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
08 Ba 25 234 142 63 28 1 0 0

e Molecule 69 is a protein called 60S ribosomal protein rpL42 (L44e).
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
69 Br 106 834 521 169 138 6 0 0

e Molecule 70 is a protein called Unknown protein.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O
0 Bx 20 100 60 20 20 0 0

Total C N O
70 By 20 100 60 20 20 0 0

e Molecule 71 is a protein called Unknown protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
71 Bz 14 0 9 14 14 0 0

e Molecule 72 is a protein called 60S acidic ribosomal protein rpP11 (P1).

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O

2 Bt 58 440 281 68 Ol 0 0

Total C N O

72 Bu 58 440 281 68 91 0 0

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
Bt 37 ASP VAL conflict UNP P05318
Bu 37 ASP VAL conflict UNP P05318

e Molecule 73 is a protein called 60S acidic ribosomal protein (P2).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S

3 Bv o8 429 271 66 91 1 0 0
Total C N O S

3 Bw o8 429 271 66 91 1 0 0

e Molecule 74 is a protein called 60S ribosomal protein rpL5 (L18p).



Page 18 wwPDB EM Validation Summary Report EMD-1669, 4V61
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
“ BQ 297 2356 1485 414 454 3 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Reference

Residue

Modelled

Actual

Comment

BQ

112

ARG

LYS

conflict

UNP P26321

e Molecule 75 is a protein called 60S ribosomal protein rpLL.13 (L13e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N @)
& BL 169 845 507 169 169 0 0

e Molecule 76 is a protein called 60S ribosomal protein rpL20 (L18ae).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
76 BS 167 1420 916 263 234 7 0 0

e Molecule 77 is a protein called 60S ribosomal protein rpL.10 (L10e).

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 Bl 181 1444 907 281 248 8 0 0
o Molecule 78 is a RNA chain called 18S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) P
8| CA T2 as643 14004 5670 11348 1721 0 10
e Molecule 79 is a RNA chain called P-SITE TRNA ASP.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
& CB € 1599 712 280 532 75 0 0

e Molecule 80 is a RNA chain called MRNA, RNA (5-R(P*AP*AP*AP*AP*GP*AP*CP*U

P*UP*CP*A)-3").
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
80 CC 1 236 106 45 T4 11 0
e Molecule 81 is a RNA chain called 25S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N P
81 DA 3354 68830 30640 12220 22616 3354 0 £
e Molecule 82 is a RNA chain called 5.85 rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
82 DB 157 3129 1391 523 1058 157 0 0
e Molecule 83 is a RNA chain called 5S rRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
83 DC 118 2513 1122 446 827 118 0 0
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The
first graphic for a chain summarises the proportions of the various outlier classes displayed in the
second graphic. The second graphic shows the sequence view annotated by issues in geometry and
atom inclusion in map density. Residues are color-coded according to the number of geometric
quality criteria for which they contain at least one outlier: green = 0, yellow = 1, orange = 2
and red = 3 or more. A red diamond above a residue indicates a poor fit to the EM map for
this residue (all-atom inclusion < 40%). Stretches of 2 or more consecutive residues without any
outlier are shown as a green connector. Residues present in the sample, but not in the model, are
shown in grey.
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e Molecule 2: 408 ribosomal protein rpS0 (S2p)
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e Molecule 3: 408 ribosomal protein rpS3 (S3p)

41%

oo o d o o o JEE 2 4 4 4 4 2

II O 000 o o

< < <>
S &
b2

. e
Chain AB: 49% 23% 0% - 15%
o 00 o o oo
s ) o <
00000000006 0000 o -
[ < = > o~ [=]-4 <

PO VPPV P0900OO oo

ﬂ' [}
> S

e Molecule 4: 40S ribosomal protein rpS4 (S4e)
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e Molecule 5: 40S ribosomal protein rpS9 (S4p)
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e Molecule 7: 40S ribosomal protein rpS7 (S7e)
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e Molecule 8: 408 ribosomal protein rpS5 (S7p)
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e Molecule 9: 408 ribosomal protein rpS22 (S8p)
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e Molecule 10: 40S ribosomal protein rpS16 (S9p)
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e Molecule 11: 408 ribosomal protein rpS20 (S10p)
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e Molecule 12: 408 ribosomal protein rpS14 (S11p)
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e Molecule 13: 408 ribosomal protein rpS23 (S12p)

31%

L e L 4

. | —
Chain AL: 57% 32% 6% 5%
- PN

; I I I

© o
Sy o © I~ — - Q
@ o o o9 - —
] O > Aam [T [

e Molecule 14: 408 ribosomal protein rpS18 (S13p)
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e Molecule 15: 408 ribosomal protein rpS29 (S14p)
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e Molecule 16: 40S ribosomal protein rpS13 (S15p)
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e Molecule 17: 408 ribosomal protein rpS17 (S17e)
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e Molecule 18: 408 ribosomal protein rpS11 (S17p)
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e Molecule 19: 408 ribosomal protein rpS15 (S19p)
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e Molecule 20: 408 ribosomal protein rpS19 (S19e)
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e Molecule 21: 40S ribosomal protein rpS21 (S21e)
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e Molecule 22: 40S ribosomal protein rpS25 (S25e)
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e Molecule 23: 408 ribosomal protein rpS26 (S26e)
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e Molecule 24: 408 ribosomal protein rpS27 (S27e)
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e Molecule 25: 408 ribosomal protein rpS28 (S28e)
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e Molecule 26: 40S ribosomal protein rpS30 (S30e)
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e Molecule 27: Unknown 40S ribosomal protein XS1
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e Molecule 28: Unknown 40S ribosomal protein XS2
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e Molecule 30: 60S ribosomal protein rpL.1 (L1p)
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e Molecule 31: 60S ribosomal protein rpl.2 (L2p)
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e Molecule 32: 60S ribosomal protein rpL3 (L3p)
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e Molecule 33: 60S ribosomal protein rpL4 (L4p)
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e Molecule 34: 60S ribosomal protein rpL11 (L5p)
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e Molecule 35: 60S ribosomal protein rpL6 (L6e)
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e Molecule 36: 60S ribosomal protein rpl.9 (L6p)
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e Molecule 37: 60S ribosomal protein rpL.8 (L7ae)
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e Molecule 38: 60S acidic ribosomal protein rpP0 (L10P)
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e Molecule 39: 60S ribosomal protein rpL12 (L11p)
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e Molecule 40: 60S ribosomal protein rpL16 (L.13p)
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e Molecule 41: 60S ribosomal protein rpL14 (L14e)
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e Molecule 42: 60S ribosomal protein rpL.23 (L14p)
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e Molecule 43: 60S ribosomal protein rpL.15 (L15e)
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e Molecule 44: 60S ribosomal protein rpL28 (L15p)
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e Molecule 45: 60S ribosomal protein rpL.18 (L18e)
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e Molecule 46: 60S ribosomal protein rpL19 (L19e)
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e Molecule 47: 60S ribosomal protein rpL21 (L21e)
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e Molecule 48: 60S ribosomal protein rpL.22 (L22e)
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e Molecule 49: 60S ribosomal protein rpL17 (L22p)
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e Molecule 50: 60S ribosomal protein rpL.25 (1.23p)
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e Molecule 51: 60S ribosomal protein rpL.24 (L24e)
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e Molecule 52: 60S ribosomal protein rpL.26 (1.24p)
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e Molecule 53: 60S ribosomal protein rpL.27 (L27e)
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e Molecule 54: 60S ribosomal protein rpl.29 (L.29e)
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e Molecule 55: 60S ribosomal protein rpL35 (1L.29p)
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e Molecule 57: 60S ribosomal protein rpL.7 (L30p)
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e Molecule 58: 60S ribosomal protein rpL31 (L31le)
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e Molecule 59: 60S ribosomal protein pL32 (L32e)
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e Molecule 60: 60S ribosomal protein rpL34 (L34e)
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e Molecule 61: 60S ribosomal protein rpL33 (L35ac)
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e Molecule 62: 60S ribosomal protein rpL36 (L36e)
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e Molecule 63: 60S ribosomal protein rpL43 (L37ae)
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e Molecule 64: 60S ribosomal protein rpL37 (L37e)
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e Molecule 65: 60S ribosomal protein rpL.38 (L38e)
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e Molecule 66: 60S ribosomal protein rpL39 (L39e)
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e Molecule 67: 60S ribosomal protein rpL40 (L40e)
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e Molecule 68: 60S ribosomal protein rpL41 (L4le)
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e Molecule 69: 60S ribosomal protein rpL42 (L44e)

46%
Chain Br: 53% 25% 14% 8%

S o> o o o 4 2 TR 2 2 PO PP PPPO® 0000 o o
+ N~ i o0 < ©
< SO VP00 O0O0OOOOOO

0
(=3  © © o
[ D N 2] -
) S ™ x =4

e Molecule 70: Unknown protein
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e Molecule 72: 60S acidic ribosomal protein rpP11 (P1)
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e Molecule 72: 60S acidic ribosomal protein rpP11 (P1)
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e Molecule 73: 60S acidic ribosomal protein (P2)
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e Molecule 73: 60S acidic ribosomal protein (P2)

52%
Chain Bw: 49% 5% . 45%




Page 40 wwPDB EM Validation Summary Report EMD-1669, 4V6l

OO 9000009009009 0 0000099099099 9909909909909909999999999999%99%99090

© ® =3 0
~ = = I 5]

e Molecule 74: 60S ribosomal protein rpL5 (L18p)
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e Molecule 75: 60S ribosomal protein rpL13 (L13e)
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e Molecule 76: 60S ribosomal protein rpL20 (L18ae)
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e Molecule 77: 60S ribosomal protein rpL10 (L10e)
20%
Chain BI: 57% 15% 7% - 18%

WO RLDWIDE

PROTEIN DATA BANK



EMD-1669, 4V6I

wwPDB EM Validation Summary Report

Page 41

< o o
o Q o
I4 = Q‘I

< &

o
0
==

b BB 2 2 o 2

@ & & & o o

A o 4

[=3 ™ w
o © © 3
£ Lz = ~

—
o
-

<>

] o
OO 00000 OOS

¢

¢

LL1Q
9L1T

0LTX

091d

€914

9%1d

PPN

ﬁ’

6ETYH

i

8CTYd

L 4

6TTM

LT1D
9174

<
-
—
o

[431]

701s
€011

864

S6H

18S rRNA

11%
11%

e Molecule 78

32%

52%

Chain CA

L 4

<)
e}
.Dl

o
0 0
o O

28N

8¥%D

Y
oy
6ev
8€D

€en
2eEN

Len

ven
€29
(24
Tzn
0zH
6TV
81D
LTD

STn
¥10
€10
i

[Te] o

oo
==

¢

ez

86N
160
96D

z8n

(424

28TV

SS810

SYIV

7434

L12v
91en
STTV
¥12h
€12V

(%44

802N

80€0
L0€D

TOEY
00€V
662V

Lecn

(4141

v.L2H

€.LTH
cLen

89€N
L9EY
99€V
S9€D
v9€d

osen
67€N

L%€D
9%€d

vhev
€¥€0
cved

oven

9TEY

8ChV
LTY0

20%0

66EY
86€D

96€D

S6EN

¢

087D

Lv¥0
il
SYPV

€559
[4sipj

0SSV

D
<
T}
o

PAZEN
9%sn

vyav

(4214
0%SD
B6ESD
8ESY

GESY

€€3N

0€39D
6239V
828N

et4ch 4

ezTsn
Tesv
0zsy
6150

SISV
¥19D
€150

0TSD

919D
STOV
7190

2190

079D
6090

S09Y

h & 2 4

€090

0090
663V

9650
S65D

€650
265V

915D
S.S0

€190
2LSD

048V

R LDWIDE

6%9n
8%9D

7990
€%9D
{4450}
99D
ovon

6€9N

€e9n
ze/N

829D

S29D

129V

190

O

PROTEIN DATA BANK

W



EMD-1669, 4V6I

wwPDB EM Validation Summary Report

Page 42

h“h<
EELY
0€LD
62LD
8zT.Ln
€TLD

il
8T.LN ‘

8
LTLD ’ el

-
)
~
<<

PILD
eTLY
TTLD

010
SL.LD

YLLY
€LLD

0 ©
o o
[
=3

69.LY
89.D

@ SO & oo

COOPPPPPPPPPPPPPPOPO 900000000
Ig
S
&
S

6€80

9e8n
gesn
€80

8c8n
1280

1S0TD
=7 0660 | osord
126D 6860 670TN
886V 8¥0TD
. 1869 LY0TD
[ osen | [ ovoro
5869 S¥01D
o 7a60 vpomn
I €86V EVOTY
0z6n z860 0 THoTd
616V | 1860 TH0TD
8160 0869 0v019
760 I | es0Ty
916N 8€0TN
ST6Y L16Y LEOTD
%169 9.69 9E0TV
G160 GEOTD
I 7.6V ‘ YE0TD
160 €L6Y €€0TD
0160 TL6D
6060 T.6Y I
8060 0,6V 0€0TV
L06Y 696D 0 620TN
906V mwmu
S06V
5o =
£0601 ESCh STOTY
| T06d I 0 $20TN
1069
s 2960 0 €20TV
1960 TTOTD
268 ¢ ozorv |
9680 610TY
368D 156D 87070
v680 9560 21010

| gsev 97070
¢ ©sed sT0T0
€569 [ |

(214 z10TA
196V 11019
0960 0T0TD
6%60 60070
8769 800TH
1760 100TD
96N 90070
sv6n 300TY
£760 £00TY

| zved 20019
196V 00TV

| | 00070
160 6660
969 866V

m =

9660
£e6Y | seev
ze6n 7669
€60 £66V

| ogev ¢ ey

TTT1D
OTT1D

L0719
0 90110
SOTTO
0110
£0710
Z0T19

00TTD
66010

< <&

S90TY

2901V

0 65010

SS0TN
¥so01n
€G0TD
2s0Tn

0 TLITD

TLTTY
0LT1D
69TTD
89710
L9T1D

S9TTD
79110
€9TTV
29110
19110

LSTTV
9ST10

¥ST1D
€STTD

0STTD
6711D
8%T1D
LYTIV
OVTTD
SYTIN

EVTTV

15427
0¥T1D
6ETTV

9ETTN
SETTN
YETID
EETTY

TETTY
0ETTD
62TTN
8CT1D
L211D
9CT1D
SCTTY
7421
€CT1D

12110
ozTIn
6TTTD

¢

L1110

0 12335]
ETTTV
4325

0ETTY

6LTTD

SLT10

S6CTD
¥621D
€621
621D

88CTH

€82TN

0821D
6.21D
8.TTD
L.T1D
9,210

€LTTD

1,219

69210

0 L9219
99210

==z

0 921D
¢/ sz |
0 (448
0 19219

09zZ1n
65210

PAStANI

S9CT1D
4!

[4{4 5]

0 0szIn

SYCT1D
Yverv

e
ovZTIn

8ETTY

9ETTY
SECTO

0seTN

8YETY
LYETN

SYETY

9EETY
GEETN
veeTn
E€EETD
CEETD
TEETV
0EETD
6CETY
8CETH

9TETY

€CTETD
TTETY

B6IETY
8T€TD
LIETD
9TETD
STETN

60€TD

LOETN

>

Y0ETD

-

157490

eIvINn
CIVID
125444

80¥1H
0 L0710

9071V

7010
0 €010

00¥1Y
0 66£TD

¢
¢

S6ETD

06€TN

98ETH
S8ETD
¥8ETV
€8ETD

v.Le1D
€LETO
cLETN
TLETY
0LETN
69€TN

& 4

Z9ETN

SLYTY
YL71D

0LY1D
69VTV
89%10

i

99%1D
SOV 1D
Y9%1D

8SV1D

0S%10
67710

L%%1D
VFIV

L4490

6EVTD

TEVTO

62710

veviv
£TYIN
(4444}
1147444

AR AA
9T¥1D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1669, 4V6I

wwPDB EM Validation Summary Report

Page 43

0%STH

9€GTD

CTESTN
T€STD

0 1TSTD

SCSTV

o 4

2esTn

0zsTNn

TIST
0TSTN

e oo o o 4 & 4

%0S1D

00STD

86%TD

96710
S671D

14523
671N
06%1D
68710

A 4 4 4 J

L8YTY

¢

28¥%10

08%1D

¢

0 009TV

66910
86910
16TV
0 96910

S69TN
¥691D
€6STV
C6STY
T6STD

68910
889TH
0 18TV

98STV

289TN
183D

6.910

LLSTV
9LSTV

¥LS1D

CTLSTD

0LSTV
69STV

L9510
99S1N
99910
931N
€991D
2991

095910
B6SSTV

955TY
SSSTY
0 3910

€G9T1D

TSSTN

9¥S1D
SYSTV
P10
EVSTY

T9S1D

¢

¢

0991V

L5910

SS9TV

€99TD
29910
TS99V

9%91D

¥¥910
€¥910
(4425
9910
0%91D
6€9TD
8€9TD
LEITD

SEITY

€E9TY
TEITD
TEITV
0€9TN

8291N
42910
9291n
S29TD
¥291d
€291D
2e9t1d
12910
0Z91D

81910

91919

€7910
191N
TI9TV
0T9TD
60910
809TN
L0919
90910
S091D
70910

¢
¢

6TLIY
8TLID
LTLTD
9TLID

€TLID
CTLIV
TTL1D
0T.TN
60LTD

LOLTV
90470

S0LTD
70L10

L6919
969TD
S691D

€69TV

689TV
8891N

9,910
S.9T0

TLOTV

69910

89919
L99TY

%9910
€991D
991D
T99TN

€9LTV

09.TD
6SLTD
85.T0

TwLTn
0vLIV

0ELTY

0 8CTLIV
12119

i

€210
cTLIY

06LTY
68.LTD

¥8L1D

P-SITE TRNA ASP

e Molecule 79

95%

41%

56%

Chain CB

N M w0 N~ 0D
O O W W W LWL W WO
T b b U= < DD

0 9 O
< & v
LSRN

e s a2 o2 a2 S 2 o o 2 2 2 2 2 d
o ©

<&
=
&
=)

D
o0
(&)

9€D

0 sen

s o & 4

<
o0
L&)

1€0
0€d

=
N
(&)

129

o
(SIS
< <

©0
—
=]

o
o o
I< U-

w © I~
=TI

ol
<‘><l><‘><l><‘><l><‘>iii<‘><l><‘> L2 2 4

=
=}

COPPPPPPPPPPP0PP0PPPPPPPPOO 200000

o O -
© K~
(IR

e Molecule 80

—_ o~
© ©
O O

MRNA, RNA (5-R(P*AP*AP*AP*AP*GP*AP*CP*UP*UP*CP*A)-3")

91%

64%

27%

9%

Chain CC

Lo o 4 BB 4 4 & 2o & 4

255 rRNA
10%
7%

e Molecule 81

43%

49%

Chain DA

81D
L1D

STD

M ¢
=
< B

1244
01D

oV
S99

> o

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1669, 4V6I

wwPDB EM Validation Summary Report

Page 44

€0TD
[40)5]

00TV
66V
86D
60

Sev
%60

16D
06D
68V

80

¥8n
€80

780
08D

IEE

9.LD
S.LD

¢

STV

881N

7810
€8TD

coen
T0€D

41

L%2D
oven
sven

€%2H

SvED

L0eY

e & o

eTvy
{4444

89€D

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

T

SS¥0
S%0

N

¥ o o © N~ 0
©0 © N~ 0 © 0 0
& & & & &
I=I= (= &) ===

9vn

TT9V

9%30

0 © N~ 0 o
© © © © ©
© © © O ©
< <O VD

0 €790

(44} 5090 990

R 4

L 2 4
0 ®O =
DD ©
© © 0 ©
S < O

865V

%990
€99V

T€9D
¢

623V

~
o
©
<

0590
92S0

789D 979V
SHoV

TSy

£v9n
083D

ST9D A

§.9D
715D
LS00 ‘

-

€£9D
695V GE9D
€90
0E9Y

§08D
290

S99

[44°) )

-

ST9N

€T9D

A & 4

L2.LD
92TLD
S2TLD
vTLn

ceLd
TTLD

€10
CTLD
TTLY
OTLY

EI

T6LY

99.0

0580

906V
so6n
706V

206D

758D
€580

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1669, 4V6I

wwPDB EM Validation Summary Report

Page 45

626V

| 8260 |
126D
9zeY

T26Y

6160

ST6eY

€16V

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

ST0TA

€T0TD

L0010

001N

000TD

v.6D
€L6V

2501

€7010

LEOTD

9€0TY

0 $E0TN
0 €€0TN

ST
0STTV
(235
8¥T1D

(4455
9110
0%T1D
B6ETTD
8ETTIN

9ETTV
SETTV
YETTD

62TV
811N
L2T1D
9CT1D

verin
€211
ezTIn
Tern
0TIV
6TT1D

01710
60710
80TTN
L0TTD
90TTD

96010
S60TA

€601V

(4544 4
11210

S0CTY
v0CTY
€0CTY

LBTTY

88110

78TV

9L110
SL110
VLTTD
€710

® o

CLTTID

9921H

S9CTD

6YCTD

622TD

SeeTy
i744%)
€eTTV

TEETY
0 TEETN
0EETV
6210
8TETD
LTETD
9TETY

¢

vcern

€CETD

8IETY

0 91€1D

0TETD

901D
0 SOETN

YOETY

COETY

9,210
S.TTD

€LTTY

S6ETH

T8ETY

9LETD
SLETD
v.LETD
ELETY
CTLETD
TLETD
0LETD
69€TY
89€TN
L9ETD

¢
S9€TD
%9€10
€9ETY
C9ETD

09€TD
6GETO
8GETD

LYETN
9YETD

EVETY
CYETD
TPe1n

¢

L5910

ESVTIV

[4%i4a 4
TS%10
0S¥1D
6YVIV

SvPIn

13445
0¥¥1d
6EVTIN
8EVTIN

EEVTV

TEVTD

STYIn
14445

LISTD

€181D
(4519}
TIST
0TSTD
60STY

9L¥TD
SLYTY
YLVIV
€LY1D
cLyIn
TLyT0
0L71n
69%1D
89TV
LOVTY

SOVTV
Yov1D
€9%10
[4%i4a

6S%TO
8S¥1TN

A . o

L2 2 2R 2 2 4

6931V
85STV
LSSTY

0S8STD
651N
8%910

9VSTY
SYSTY

€ESTN

€TS1Nn
2esTn
T2S1D
0ZS1D
61STD

€T9TV

L69TY

—

178910
089TH

LL9TD

€L91D
cL9Tn
TL9TD
0L91D
6991D

0 S9910

%9910
€991D

0991D
639910

SS9TD
Y591V

2¢S9T1H
19910
0G9TD

LY9TY
991D

%910

O

R LDWIDE
PROTEIN DATA BANK

W



&)
>
=
o
2
©
n
a
=
=

wwPDB EM Validation Summary Report

Page 46

LELTN

SELTD

E€ELTD
2ELTN

6CLIY

LTL1D
9TLID
STLID
vTLin

ccLIn
TcLin
0.1

0 91.10
STLIV

Y081V

0081V

66LTYV
86LTV
LBLTV
96.L1D
S6.T0

€6L1D

T6.L10

L8LTY
98LTD

0 §8.10

S9.T0
¥9.10
€9.10
29.L10
T9L1D
09.LTV

@ & oo

19610

8E6TN
Le6TN
9E6TY
SE6TD
€610
€E6TY

€610

6581V

S68TV
76810
€68TV
681D
T68TV
068TN
688TD
8831TN
188TY

0 S88T0

288T1D

20029
10020
00020
66610

866TD
16610
96610

661D
€66TD
¢66TN
T661D

88610
L1861
98610
9861
861D
€86TD
861D
861D

08610

8L6TV

TL6TD
0L6T0
69619

o oo

€961D
2961
T96TD
0961V
6396T1D
861N
LS6TD
9G86TV

§56TN
961D

€56TD
¢S6TD
TS610

08610

®* oo

L¥61D
V6TV
SY6TV

b & 2 4

COPOPPPPPPPPPOSGO 6O OO0 oo

902D
1902
0902y

65020
8502H
LS02D
95020
S5020n
%5020
€5020
2502D
502D
0502D
6702V

S702H

0ov0zn
6€020
8€020
LEOTD
9€02n

SE0ZD

802N
12020

9202y

S20TH
¥cozd
€2020

2202D

1202
0zoTy

61020

8T02D
L102D

60020
80029
002D
90029
S002D
%0020
€002D

8112

0 zrien
11129
01129

0 60720

90TCY
S0TZH
4914
€010

0 10120

0 86020
16020
9602V
96029
602D
£60TY

16020

0 680TY
0 8802V
e
¢

58020
0 %8020

L] G|

2802n

6.02D
8L02D

§.02D
%.02D

6902D
8902N

9O 0O G000

9902D
$902n
902D
£902N

L 4

€L1en

cLIey
TLIZD

69729

L91TY
991TY
59129
$91TY
€912D

0 z9t1Zn
19129
09129

0 6g120

968720
§§TCD
vSTen
€972n
(4114 4
TS120
08729

L1V
912D
SyIeY
vvicy

(4414
wicn
ov1en
6ETTY

9€TTO
seTen
vETTD
€eTen
CETTO

6c1en
82120
Lgren
ogTey
screy
4414
€212

0 izda
Theey

sgeeo ¢ seeey

9zzTen
eceey
cTeey
ﬁNMWu
81CTH
Lrzen 81220
| otzey L1220
greey 91229
1Ty | aLgey
€12cy vLzzn
(X449
T.22V

<>
|||||||iii||

902D
sozzn
08E0 59220
£0ceh 79220
80ced £9220
F0eeD 29geV
g 19229
i) 09220
86TCY
96120 19220
36120 Py
— sszey
2612D Immwmc
0 16720 2522V
052D
672D
8v2Td
LvTeTD
98129 9v2eTD
v8Ten
€8Tey

99€2D

T9€TY
09€2D
69€TD
8GETY
LSETY

€EETI
CEETY
TEETD

0EETO
62€TO
8ceTn
Leean
9geTy
STETH
veeey

Tzeey
ozeey
6reen
8reen
LTE2Y

(a4
T1€TD

60€TY

azven
El474))

¢

0zved

0 81H2H

L1%20
91¥%2N
ST%2D
45443
(48744
(4574

60%2D
80¥2n

vovey

00%2D

86€TY
Leeey
96€TD
G6€TD

o o BB 2 o 2

€6€TD

o6eTy
68€TD
88€TN

98€TY

v8eey
€8€TD
T8ETH
T8€TH
08gzn
6.L€20

cLeey

Logey

b o o 4

> &

&> oo

9.%20

99%2¢D
S9%2¢D

09¥2n

LS%2D

(54741

(4474
1547444

£even
cEVTY
T€%20
0EVTY
[14743)
8cven
Lgven

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1669, 4V6I

wwPDB EM Validation Summary Report

Page 47

75920

£v9CY
cvoTy
920

SE9TY

292D

71920
07929
6092V
80929

92,20
sclzn

02.LZD
61,20

9r.L2n

L0LZD

ToLen
00.29

1692V

£6920
69TV
1692V

892D

98920

6,92V

TL9TV
0.92H

98.TH

€929

TS.2D
05220
67.2D

9v.LTV
S¥.LTH
vvLen
ev.Ley
v.Led
9.2
ov.Ley
6€.L2Y

CTELTD
TeLTN
0E.LTH

982N
S¥8cTY
¥¥82d
£¥82n
cv8en

6€82D

LE8TY
9€82D
9€82N
v€8CH
£€8CY
2€8TD
T€8TH

882D

€6.2D

[4:7k4 §
T6.L2D
06.L2V
68.20

L06TD
90620
50620

€062V
2062y
T062D

1682V

96829
%6820
£682D
2682V
16820
0682V

8982N
19820
99829
9982Nn
¥s8zn
€582V
G820
1982V
0582H
6%820
8¥%82H

Sv62H

B6E6CD
8€6CD
LE6TD

£e6eTV
zceean
T€62D
0€62TY

veecn

i

0 22629

6162V
816D
L162D

gr6cn

1162V

60620
80629

820€D
L20EY
920€D
S20€0
vCoey
€20en
[adol>n)

ozoen
610EN
8T0€0
LTOEY
9TOEY
ST0ED

600€D

S$8620
78620

2862V
18620
08620
6,620

8.620n
L1629
9,62V

L 2 2 2

v.62n

6962V

€80€D

L90€D

L50€n

g90€en

[405
TE0ED
0€0ED
620V

8vTen
LY1€D

SeTEN

0Z1€d
6TTEN
8T1€D
LIT€D

ST1€D
YITEY

(435>0

960€D
S60€N

680€D

002€D
66TED
86TEN

€6T€D
zeten

161€D

68T€D

@  © 000 o o

OO 00O SO0

8ETED

29T1€D

191€D
09TEN £ETED

e &

82TTED

S2TED

6%1€D

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-1669, 4V6I

wwPDB EM Validation Summary Report

Page 48

veeed
£Teey
2TeEY

42%

]
N
lDI

0 6T€EN

S6TEY

€6€EN
z6eEgEN
TeEEY

L9EED

0 HIEEN
0 £9EED
0 zgeen

: 5.8S rRNA

e Molecule 82

49%

9%
9%

Chain DB

899

999
Ssn
Sy
£9Y

08D

9%D

evy
{44

o
< <
< <

0
o
o

o [N ]
” m M
O O <

~
o N
5O

9zn
a3
443

¢

61D
81N

91D

%10

> oo
NS
5

(43
110
oty

€CTD

0TTd
60TV
801D

€0TD
201N
T0TO

660

[
©

<>

SSTY

8¥1d
Ly1n
9vIn

evIN
[44%)
%10
071D

9€TH

0ETD

-

: 5S rRNA

e Molecule 83

56%

44%

o
N
<

Chain DC

099
639

PACH)

€%

0%D

S © B~ 0
[} D 0 R
<< T O U

L€D
9€0
S€D
ved
€eNn

ey

L1V

vIn

01D

w0 © N~
.Uoul
.v

©

<

—
o

8110
LT1D

€110
[43%]
1110
011D

LOTD
901D

%010
€070

80

<+ W0
0
(U

[ R
ngOOO
(=

8LD
LLY

0O N 0O
© Y OV O O
SO0 DT

O

R LDWIDE
PROTEIN DATA BANK

W



Page 49

wwPDB EM Validation Summary Report

EMD-1669, 4V6l

4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, C1 Depositor
Number of particles used 20400 Depositor
Resolution determination method | Not provided

CTF correction method Not provided

Microscope FEI POLARA 300 Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A2) 25 Depositor
Minimum defocus (nm) 1200 Depositor
Maximum defocus (nm) 4500 Depositor
Magnification 39000 Depositor
Image detector KODAK SO-163 FILM Depositor
Maximum map value 7.747 Depositor
Minimum map value -3.672 Depositor
Average map value 0.049 Depositor
Map value standard deviation 0.609 Depositor
Recommended contour level 1.75 Depositor
Map size (A) 455.4, 455.4, 455.4 wwPDB
Map dimensions 368, 368, 368 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.2375, 1.2375, 1.2375 Depositor



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

Page 50

wwPDB EM Validation Summary Report

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 | ¢ o7 #|Z| >5 #|Z| >5
1 Aa 1.65 23/2495 (0.9%) 81/3391 (2.4%)
2 AA 1.99 33/1962 (1.7%) 83/2674 (3.1%)
3 AB 1.87 20/1530 (1.3%) 72/2049 (3.5%)
4 AD 1.95 29/1620 (1.8%) 94/2182 (4.3%)
5 AC 2.12 34/1544 (2.2%) 112/2059 (5.4%)
6 AE 1.82 21/1971 (1.1%) 79/2664 (3.0%)
8 AF 1.70 13/1561 (0.8%) 47/2103 (2.2%)
9 AH 1.85 10/1047 (1.0%) 47/1405 (3.3%)
10 Al 1.94 15/1016 (1.5%) 48/1362 (3.5%)
11 AJ 1.93 13/857 (1.5%) 38/1148 (3.3%)
12 AK 1.98 14/843 (1.7%) 38/1134 (3.4%)
13 AL 2.41 23/990 (2.3%) 80/1304 (6.1%)
14 AM 1.85 23/1175 (2.0%) 47/1577 (3.0%)
15 AN 1.78 5/358 (1.4%) 29/469 (6.2%)
16 AO 1.85 10/994 (1.0%) 58/1339 (4.3%)
17 AQ 2.16 24/1109 (2.2%) 59/1483 (4.0%)
18 AP 2.29 17/646 (2.6%) 49/867 (5.7%)
19 AR 1.65 5/691 (0.7%) 20/931 (2.1%)
20 AS 1.83 17/1138 (1.5%) 74/1527 (4.8%)
21 AT 2.06 13/694 (1.9%) 32/935 (3.4%)
22 AV 1.91 14/698 (2.0%) 44/932 (4.7%)
24 AX 1.77 5/372 (1.3%) 13/504 (2.6%)
25 AY 1.80 3/447 (0.7%) 19/601 (3.2%)
26 AZ 2.63 17/499 (3.4%) 31/660 (4.7%)
29 AU 1.93 8/725 (1.1%) 45/969 (4.6%)
30 BA 1.42 4/1745 (0.2%) 32/2342 (1.4%)
31 BB 2.07 31/1938 (1.6%) 100,/2600 (3.8%)
32 BC 2.25 65/3124 (2.1%) 171/4196 (4.1%)
33 BD 2.15 53/2531 (2.1%) 146/3414 (4.3%)
34 BE 2.08 25/1362 (1.8%) 79/1824 (4.3%)
35 BG 2.50 42/1433 (2.9%) 142/1922 (7.4%)
36 BF 1.65 9/1537 (0.6%) 27/2068 (1.3%)
37 BH 2.09 26/1527 (1.7%) 82/2052 (4.0%)
38 Bs 1.71 18/2013 (0.9%) 75/2731 (2.7%)

EMD-1669, 4V6l
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. Bond lengths Bond angles
Mol | Chain | ¢\ o7 4| Z| >5 RMSZ 4| Z| >5
30 | BJ | 1.89 16/964 (1.7%) 2.63 1471295 (3.4%)
10 | BK | 1.93 | 21/1600 (1.3%) 2.78 76,2146 (3.5%)
i1 | BN | 188 15/1083 (1.4%) 2.30 56,1456 (3.8%)
2 | BM | 1.73 12/987 (1.2%) 2.20 45,/1326 (3.4%)
43 | BP | 203 | 23/1659 (1.4%) 2.68 113/2221 (5.1%)
4 | BO | 247 | 29/1213 (2.4%) 3.20 74/1623 (4.6%)
15 | BR | 241 20/1264 (2.3%) 3.18 68,1701 (4.0%)
16 | BT | 1.82 | 26/1547 (1.7%) 2.27 54,2060 (2.6%)
47 | BU | 178 | 21/1285 (1.6%) 2.44 54/1720 (3.1%)
8 | BW | 2.02 13/846 (1.5%) 2.75 47/1142 (4.1%)
19 | BV | 171 14/1335 (1.0%) 2.03 40,1794 (2.2%)
50 | BX | 1.58 5/993 (0.5%) 2.19 41/1336 (3.1%)
51 | BZ | 229 147590 (2.4%) 2.74 40/783 (5.1%)
52 | BY | 161 10/983 (1.0%) 1.95 25/1312 (1.9%)
53 | Ba | 2.24 20,722 (2.8%) 3.30 75/967 (7.8%)
54 | Bd | 1.63 2/177 (1.1%) 1.91 5/231 (2.2%)
55 | Bc | 2.06 14/974 (1.4%) 2.76 53/1294 (4.1%)
56 | Bf | 1.59 7/793 (0.9%) 1.92 17/1062 (1.6%)
57 | Be | 1.85 | 25/1057 (1.3%) 2.29 69,2631 (2.6%)
58 | Bg | 1.83 16/387 (1.8%) 2.38 32/1185 (2.7%)
50 | Bh | 1.80 11/1064 (1.0%) 2.30 471423 (3.3%)
60 | Bi | 251 247935 (2.6%) 3.64 59/1242 (4.8%)
61 | B 2.79 19/751 (2.5%) 3.05 68,1004 (6.8%)
62 | Bk | 248 19/625 (3.0%) 3.48 145,/826 (5.4%)
63 | Bm | 1.73 9/710 (1.3%) 2.09 24/944 (2.5%)
64 | Bl | 203 9/693 (1.3%) 2.42 34/915 (3.7%)
65 | Bn | 2.32 13/610 (2.1%) 3.37 37/813 (4.6%)
66 | Bo | 1.80 4/452 (0.9%) 2.23 17/598 (2.8%)
67 | Bp | 157 2/335 (0.6%) 2.25 18/442 (4.1%)
68 | Bq | 1.98 3/235 (1.3%) 2.32 14/300 (4.7%)
69 | Br | 201 14/846 (1.7%) 2.74 44/1113 (4.0%)
72 | Bt | 0.69 1/445 (0.2%) 1.49 16/606 (2.6%)
72 | Bu | 0.02 1/445 (0.2%) 1.63 18/606 (3.0%)
73 | Bv | 007 0/431 1.29 1/582 (0.7%)
73 | Bw | 0.96 0/431 1.28 1/582 (0.7%)
74 | BQ | 223 | 50/2404 (2.1%) 3.27 146/3236 (4.5%)
76 | BS | 1.92 | 23/1458 (1.6%) 2.70 109/1957 (5.6%)
77 | BI | 0.95 1/1473 (0.1%) 1.60 20/1976 (1.5%)
78 | CA | 2.64 | 1783/37406 (4.8%) | 2.65 | 3176/57948 (5.5%)
79 | CB | 2.75 | 77/1785 (4.3%) 2.58 142/2779 (5.1%)
80 | CC | 3.40 11/264 (4.2%) 3.22 20/407 (7.1%)
81 | DA | 2.74 | 3996/76832 (5.2%) | 2.77 | 7042/119578 (5.9%)
82 | DB | 2.68 | 166/3480 (4.8%) | 2.64 | 305/5395 (5.7%)
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Bond lengths Bond angles
RMSZ #|Z] >5 RMSZ #|Z| >5
83 DC 2.90 156,/2808 (5.6%) 3.09 331/4372 (7.6%)
All All 2.44 | 7406/202969 (3.6%) | 2.70 | 14979/298347 (5.0%)

Mol | Chain

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 Aa 0 18
2 AA 1 30
3 AB 0 29
4 AD 0 36
bt AC 2 40
6 AE 3 29
7 AG 0 52
8 AF 0 14
9 AH 0 15
10 Al 0 14
11 AJ 0 17
12 AK 1 15
13 AL 0 14
14 AM 0 12
15 AN 0 12
16 AO 2 15
17 AQ 0 29
18 AP 0 15
19 AR 0 8
20 AS 0 19
21 AT 0 15
22 AV 0 12
23 AW 0 20
24 AX 0 2
25 AY 0 4
26 AZ 0 25
27 Ab 0 3
28 Ac 0 1
29 AU 2 12
30 BA 0 8
31 BB 2 45
32 BC 2 56
33 BD 2 53

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

Mol | Chain | #Chirality outliers | #Planarity outliers
34 BE 2 25
35 BG 2 o7
36 BF 0 10
37 BH 0 36
38 Bs 0 18
39 BJ 1 10
40 BK 0 29
41 BN 1 13
42 BM 0 11
43 BP 4 44
44 BO 1 28
45 BR 0 31
46 BT 0 17
47 BU 1 16
48 BW 0 12
49 BV 0 20
50 BX 0 13
51 BZ 0 18
52 BY 0 8
53 Ba 0 25
54 Bd 0 1
55 Be 0 16
56 Bf 0 6
57 Be 1 14
58 Bg 0 13
59 Bh 0 14
60 Bi 0 25
61 Bj 1 26
62 Bk 1 15
63 Bm 1 5
64 Bl 0 13
65 Bn 0 15
66 Bo 0 15
67 Bp 0 8
68 Bq 0 4
69 Br 0 23
70 Bx 0 7
71 Bz 0 1
72 Bt 0 3
72 Bu 0 3
73 Bv 0 1
73 Bw 0 1

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

Mol | Chain | #Chirality outliers | #Planarity outliers
74 BQ 0 48
75 BL 0 5
76 BS 1 41
77 BI 2 24
78 CA 10 22
79 CB 1 0
80 cC 1 0
81 DA 32 15
82 DB 5 0
All All 85 1514

The worst 5 of 7406 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
81 DA 1261 G C2’-C1’ | 59.16 2.18 1.53
79 CB 55 C C2-C1’ | -55.11 0.92 1.53
78 CA 636 A C2-C1’ | 54.35 2.13 1.53
81 DA 3215 A C2-C1’ | -49.15 0.99 1.53
78 CA 1190 C 05-Ch’ | -48.72 0.65 1.42

The worst 5 of 14979 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
32 BC 266 | ARG | NE-CZ-NH1 | -73.84 83.38 120.30
81 DA | 3305 A P-03-C3" | 50.10 179.82 119.70
81 DA 3047 U P-03’-C3” | 47.61 176.83 119.70
81 DA 2046 U P-03’-C3" | 47.25 176.40 119.70
81 DA 2071 A P-03-C3" | 46.20 175.13 119.70

5 of 85 chirality outliers are listed below:

Mol | Chain | Res | Type | Atom
2 AA 241 | GLU CA
5 AC 129 | ILE CA
5 AC 162 | SER CA
6 AE 28 | ARG CA
6 AE 30 | THR CA

5 of 1514 planarity outliers are listed below:

Mol

Chain

Res

Type

Group

1

Aa

10

ARG

Sidechain

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

Mol | Chain | Res | Type Group
1 Aa 48 | THR Peptide
1 Aa 49 | GLY Peptide
1 Aa 53 LYS | Peptide,Mainchain
1 Aa 54 | PHE Mainchain

5.2 Too-close contacts (i)

Due to software issues we are unable to calculate clashes - this section is therefore empty.

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.

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 Aa 317/319 (99%) 274 (86%) 23 (7%)
2 AA 250/252 (99%) 199 (80%) 21 (8%)
3 AB 202/240 (84%) 137 (68%) | 30 (15%)
4 AD 198/261 (76%) 160 (81%) 17 (9%)
D AC 192/197 (98%) 136 (71%) | 28 (15%)
6 AE 252/254 (99%) 176 (70%) | 36 (14%)
8 AF 197/225 (88%) 170 (86%) 9 (5%)
9 AH 128/130 (98%) 95 (74%) 17 (13%)
10 Al 124/143 (87%) 84 (68%) 16 (13%)
11 AJ 108/121 (89%) 92 (85%) 8 (7%)
12 AK 117/137 (85%) 81 (69%) 9 (8%)
13 AL 143/145 (99%) 100 (70%) | 22 (15%)
14 AM 138/146 (94%) 107 (78%) | 21 (15%)
15 AN 46/56 (82%) 31 (67%) 2 (4%)
16 AO 119/151 (79%) 95 (80%) 12 (10%)
Continued on next page...
$roe
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
17 | AQ | 134/136 (98%) | 90 (67%) | 22 (16%) | 22 (16%) |
18 AP 83/156 (53%) 65 (78%) 12 (14%) 6 (7%)
19 AR 86/142 (61%) 64 (74%) 10 (12%) 12 (14%)
20 AS 142/144 (99%) 118 (83%) 8 (6%) 16 (11%)
21 AT 85/87 (98%) 66 (78%) 10 (12%) 9 (11%)
22 AV 83/108 (77%) 66 (80%) 7 (8%) 10 (12%)
24 AX 48 /82 (58%) 37 (77%) 7 (15%) 4 (8%)
25 AY 58/67 (87%) 46 (79%) 7 (12%) 5 (9%)
26 AZ 61/63 (97%) 41 (67%) 6 (10%) 14 (23%)
29 AU 94/135 (70%) 62 (66%) 14 (15%) 18 (19%)
30 BA 215/217 (99%) 194 (90%) 11 (5%) 10 (5%)
31 BB 252/254 (99%) 208 (82%) 18 (7%) 26 (10%)
32 BC 386,/388 (100%) 316 (82%) 33 (8%) 37 (10%)
33 BD 325/362 (90%) 250 (77%) | 34 (10%) 41 (13%)
34 BE 166/174 (95%) 136 (82%) 11 (7%) 19 (11%)
35 BG 174/176 (99%) 108 (62%) 15 (9%) 51 (29%)
36 BF 189/191 (99%) 173 (92%) 13 (7%) 3 (2%)
37 BH 195/256 (76%) 156 (80%) 18 (9%) 21 (11%)
38 Bs 255/312 (82%) 224 (88%) 16 (6%) 15 (6%)
39 BJ 125/165 (76%) 107 (86%) 11 (9%) 7 (6%)
40 BK 197/199 (99%) 161 (82%) 15 (8%) 21 (11%)
41 BN 136/138 (99%) 104 (76%) | 14 (10%) 18 (13%)
42 BM 129/137 (94%) 124 (96%) 5 (4%) 0
43 BP 191/204 (94%) 168 (88%) 14 (7%) 9 (5%)
44 BO 147/149 (99%) 100 (68%) | 24 (16%) 23 (16%)
45 BR 159/186 (86%) 116 (73%) | 22 (14%) 21 (13%)
46 BT 187/189 (99%) 163 (87%) 14 (8%) 10 (5%)
47 BU 158/160 (99%) 144 (91%) 7 (4%) 7 (4%)
48 BW 103/121 (85%) 79 (77%) 15 (15%) 9 (9%)
49 BV 168/170 (99%) 135 (80%) | 20 (12%) 13 (8%)
50 BX 120/142 (84%) 95 (79%) 11 (9%) 14 (12%)

TTTTTTTTTT
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Continued on next page...
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Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
51 | BZ | 71/155 (46%) | 48 (68%) | 13 (18%) | 10 (14%) |
52 BY 121/123 (98%) 115 (95%) 2 (2%) 4 (3%)
53 Ba 93/136 (68%) 62 (67%) 15 (16%) 16 (17%)
54 Bd 20/59 (34%) 19 (95%) 1 (5%) 0
55 Bce 116/120 (97%) 92 (79%) 11 (10%) 13 (11%)
56 Bf 103/105 (98%) 91 (88%) 7 (7%) 5 (5%)
o7 Be 237/244 (97%) 213 (90%) 14 (6%) 10 (4%)
58 Bg 108/113 (96%) 95 (88%) 4 (4%) 9 (8%)
59 Bh 128/130 (98%) 115 (90%) 7 (6%) 6 (5%)
60 Bi 116/118 (98%) 76 (66%) 13 (11%) 27 (23%)
61 Bj 98/107 (92%) 66 (67%) 15 (15%) 17 (17%)
62 Bk 75/100 (75%) 61 (81%) 6 (8%) 8 (11%)
63 Bm 90/92 (98%) 78 (87%) 10 (11%) 2 (2%)
64 Bl 86,/88 (98%) 65 (76%) 14 (16%) 7 (8%)
65 Bn 76/78 (97%) 56 (74%) 10 (13%) 10 (13%)
66 Bo 49/51 (96%) 38 (78%) 3 (6%) 8 (16%)
67 Bp 38/52 (73%) 28 (74%) 7 (18%) 3 (8%)
68 Bq 23/25 (92%) 21 (91%) 1 (4%) 1 (4%)
69 Br 104/106 (98%) 71 (68%) 14 (14%) 19 (18%)
72 Bt 56/106 (53%) 53 (95%) 0 3 (5%)
72 Bu 56,/106 (53%) 53 (95%) 0 3 (5%)
73 Bv 56,/106 (53%) 53 (95%) 1 (2%) 2 (4%)
73 Bw 56/106 (53%) 53 (95%) 1 (2%) 2 (4%)
74 BQ 295/297 (99%) 232 (79%) 27 (9%) 36 (12%)
76 BS 165/167 (99%) 116 (70%) 15 (9%) 34 (21%)
7 BI 179/221 (81%) 135 (75%) | 23 (13%) 21 (12%)
All All 9997/11298 (88%) | 7958 (80%) | 949 (10%) | 1090 (11%)

5 of 1090 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 Aa 29 GLN
1 Aa 51 ASP

Continued on next page...
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Mol | Chain | Res | Type
1 Aa 55 GLY
1 Aa 57 PRO
1 Aa 84 SER

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.

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 Aa 259/262 (99%) | 238 (92%) | 21 (8%) 35
2 AA 198/210 (94%) | 180 (91%) | 18 (9%) 9] 29
3 AB 148/195 (76%) | 136 (92%) | 12 (8%) 35
4 AD 173/222 (78%) | 158 (91%) | 15 (9%) 31
5 AC 153/166 (92%) | 132 (86%) | 21 (14%) 17
6 AE | 205/205 (100%) | 188 (92%) | 17 (8%) 34
8 AF 163/191 (85%) | 144 (88%) | 19 (12%) 21
9 AH | 111/111 (100%) | 98 (88%) | 13 (12%) 21
10 Al 105/119 (88%) | 93 (89%) | 12 (11%) 21
11 AJ 93/114 (82%) 88 (95%) 5 (5%) 22 47
12 | AK 82/105 (78%) 77 (94%) 5 (6%) 44
13 AL 87/120 (72%) 75 (86%) | 12 (14%) 17
14 | AM | 123/129 (95%) | 104 (85%) | 19 (15%) 14
15 AN 34/49 (69%) 30 (88%) | 4 (12%) 20
16 | AO 105/128 (82%) | 91 (87%) | 14 (13%) 18
17 | AQ 122/124 (98%) | 109 (89%) | 13 (11%) 6] 23
18 AP 63/137 (46%) 56 (89%) | 7 (11%) 6 22
19 AR 71/118 (60%) 62 (87%) 9 (13%) 18
20 AS 115/116 (99%) | 100 (87%) | 15 (13%) 18
21 AT 74/74 (100%) 67 (90%) | 7 (10%) 8| 27
22 AV 74/89 (83%) 67 (90%) | 7 (10%) 8] 27
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
24 AX 43/71 (61%) 33 (77%) 10 (23%)
25 AY 50/60 (83%) 47 (94%) 3 (6%) 191 44
26 AZ 51/54 (94%) 47 (92%) 4 (8%) 12 36
29 | AU 72/113 (64%) 62 (86%) | 10 (14%) 17
30 BA 198/198 (100%) | 184 (93%) 14 (7%) 147 39
31 BB 189/196 (96%) 177 (94%) 12 (6%)

32 BC 315/323 (98%) 265 (84%) | 50 (16%)
33 BD 253/289 (88%) 222 (88%) | 31 (12%)
34 BE 145/150 (97%) 118 (81%) | 27 (19%)
35 BG 153/153 (100%) | 124 (81%) | 29 (19%)
36 BF 170/171 (99%) 152 (89%) | 18 (11%)
37 BH 154/208 (74%) 136 (88%) | 18 (12%)
38 Bs 216/254 (85%) 209 (97%) 7 (3%)

39 BJ 102/136 (75%) 94 (92%) 8 (8%)

40 BK 162/162 (100%) | 143 (88%) | 19 (12%)
41 BN 109/109 (100%) 96 (88%) 13 (12%)
42 BM 101/105 (96%) 85 (84%) 16 (16%)
43 BP 165/176 (94%) 141 (86%) | 24 (14%)
44 BO 119/119 (100%) | 100 (84%) | 19 (16%)
45 BR 131/151 (87%) 106 (81%) | 25 (19%)
46 BT 154/154 (100%) | 144 (94%) 10 (6%)
47 BU 132/137 (96%) 113 (86%) | 19 (14%)
48 BW 90/107 (84%) 77 (86%) 13 (14%)
49 BV 131/137 (96%) 117 (89%) | 14 (11%)
50 BX 106/118 (90%) 99 (93%) 7 (7%)

51 BZ 59/129 (46%) 51 (86%) 8 (14%)
52 BY 107,/107 (100%) 93 (87%) 14 (13%)
53 Ba 73/116 (63%) 63 (86%) 10 (14%)
54 Bd 15/47 (32%) 13 (87%) 2 (13%)
55 Be 104/105 (99%) 88 (85%) 16 (15%)
56 Bf 83/88 (94%) 75 (90%) 8 (10%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
57 Be 202/205 (98%) 182 (90%) | 20 (10%)
58 Bg 90/97 (93%) 79 (88%) 11 (12%)
59 Bh 111/111 (100%) 95 (86%) 6 (14%)
60 Bi 99/101 (98%) 87 (88%) 2 (12%)
61 Bj 71/91 (78%) 63 (89%) 8 (11%)
62 Bk 64/82 (78%) 58 (91%) 6 (9%)
63 Bm 72/72 (100%) 67 (93%) 5 (7%)
64 Bl 68/71 (96%) 61 (90%) 7 (10%)
65 Bn 66,/69 (96%) 53 (80%) 13 (20%)
66 Bo 46/46 (100%) 38 (83%) 8 (17%)
67 Bp 37/47 (79%) 35 (95%) 2 (5%)
68 Bq 23/23 (100%) 21 (91%) 2 (9%)
69 Br 87/91 (96%) 76 (87%) 1 (13%)
72 Bt 48 /76 (63%) 48 (100%) 0
72 Bu 48/76 (63%) 8 (100%) 0
73 Bv 47/74 (64%) 45 (96%) 2 (4%)
73 Bw 47/74 (64%) 46 (98%) 1 (2%)
74 BQ 238/245 (97%) 196 (82%) | 42 (18%)
76 BS 153/153 (100%) | 116 (76%) | 37 (24%)
7 BI 151/187 (81%) 133 (88%) | 18 (12%)
All All 8278/9418 (88%) | 7314 (88%) | 964 (12%)

5 of 964 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
36 BF 47 LYS
74 BQ 131 LEU
43 BP 174 ILE
74 BQ 53 VAL
7 BI 4 ARG

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 133
such sidechains are listed below:
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Mol | Chain | Res | Type
60 Bi 52 GLN
61 Bj 13 HIS
76 BS 124 GLN
31 BB 216 HIS
31 BB 205 ASN
5.3.3 RNA (O
Mol | Chain Analysed Backbone Outliers | Pucker Outliers
78 CA 1485/1800 (82%) 521 (35%) 209 (14%)
79 CB 74/75 (98%) 26 (35%) 10 (13%)
80 cC 10/11 (90%) 7 (70%) 1 (10%)
81 DA | 3156/3396 (92%) 1246 (39%) 607 (19%)
82 DB 142/158 (89%) 65 (45%) 36 (25%)
83 DC 117/118 (99%) 60 (51%) 26 (22%)
All All 4984 /5558 (89%) 1925 (38%) 889 (17%)

5 of 1925 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
78 CA 3 U
78 CA 4 C
78 CA U
78 CA 10 G
78 CA 11 A

5 of 889 RNA pucker outliers are listed below:

Mol | Chain | Res | Type
81 DA 1526 U
83 DC 75 G
81 DA 2031 U
83 DC 32 U
81 DA 3258 U

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

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
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5.5 Carbohydrates (i)

There are no monosaccharides 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)

The following chains have linkage breaks:

Mol | Chain | Number of breaks
78 CA 4
44 BO 3
23 AW 1
80 cC 1
74 BQ 1
76 BS 1
20 AS 1

7 AG 1
14 AM 1
34 BE 1
32 BC 1

The worst 5 of 16 chain breaks are listed below:

Model | Chain | Residue-1 | Atom-1 | Residue-2 | Atom-2 | Distance (A)
1 AW 31:UNK C 59:UNK N 10.96
1 CcC 18:C 03’ 19:U P 2.07
1 CA 1255:G 03’ 1256:A P 1.94
1 BQ 39:GLN C 40:HIS N 1.90
1 CA 1254:U 03’ 1255:G P 1.83
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-1669. These allow visual inspection
of the internal detail of the map and identification of artifacts.

No raw map or half-maps were deposited for this entry and therefore no images, graphs, etc.
pertaining to the raw map can be shown.

6.1 Orthogonal projections (i)

6.1.1 Primary map

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

6.2 Central slices (i)

6.2.1 Primary map

X Index: 184 7 Index: 184


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
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The images above show central slices of the map in three orthogonal directions.

6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 188 Y Index: 187 Z Index: 172

The images above show the largest variance slices of the map in three orthogonal directions.

6.4 Orthogonal standard-deviation projections (False-color) (i)

6.4.1 Primary 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#largest_variance_slices
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 1.75.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.6 Mask visualisation (i)

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


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks
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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 1.75

Voxel count (logl0)
o
i

05 T T T T T
-4 -2 0 2 o ¥ 8

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
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7.2  Volume estimate (i)

Volume estimate
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Contour level

The volume at the recommended contour level is 2728 nm?; this corresponds to an approximate
mass of 2464 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
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*Reported resolution corresponds to spatial frequency of 0.114 A1
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8 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.


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

This section contains information regarding the fit between EMDB map EMD-1669 and PDB
model 4V61. Per-residue inclusion information can be found in section 3 on page 20.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 1.75 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 (1.75).

HRLDWIDE
WF

PROTEIN DATA BANK
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9.4 Atom inclusion (i)

Atom inclusion
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At the recommended contour level, 66% of all backbone atoms, 67% 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 (1.75) and Q-score
for the entire model and for each chain.

Chain Atom inclusion Q-score
All  0.6720 . 0.0940
AA B 0.6070 . 0.1010
AB . 0.4530 . 0.0770
AC  0.5850 . 0.0770
AD  0.5780 . (0.0860
AE B 0.5530 . 0.0920
AF B 0.5030 . 0.0710
AG  0.6840 I (0.1610
AH B 0.5130 . 0.0870
Al m 0.5430 . 0.0530
Al = 0.5000 . 0.0680
AK  0.5770 . 0.0700
AL B 0.6540 I 0.0570 10
AM . 0.2950 . 0.0500
AN . 0.3770 . 0.0420
AO . 0.4520 . 0.0830
AP I 0.4140 . 0.0750
AQ . (0.3000 . 0.0670
AR . 0.3300 . 0.0730
AS . 0.5260 I 0.0540
AT . 0.4160 . 0.1050
AU B 0.5370 . 0.0730 B <00
AV . 0.3770 . 0.0800
AW 0.7200 . (0.1670
AX . 0.4820 . 0.0650
AY . 0.3320 I 0.0120
AZ s 0.4960 I (0.0540
Aa s 0.4650 I 0.0690
Ab 0.8670 . 0.2310
Ac  0.6350 . 0.2370
BA . 0.2180 . 0.0010
BB  0.4620 . (0.0460
BC B 0.5830 I (0.0580
BD B 0.5840 I 0.0660
BE B 0.5590 . 0.0870

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

Chain Atom inclusion Q-score
BF  0.5300 I 0.0860
BG B 0.5860 I 0.0780
BH B 0.6210 I 0.0830
BI e 0.6600 I 0.0620
BJ . 0.3380 I (0.0300
BK B 0.5740 I (0.0870
BL 0.7800 . 0.1700
BM . 0.2620 I 0.0860
BN B 0.6400 I 0.0980
BO B 0.4910 . 0.0400
BP B 0.5560 . (0.0370
BQ 0.7450 I 0.0620
BR m 0.5520 . 0.1000
BS m 0.5020 I 0.0650
BT  0.4790 . 0.0960
BU B 0.6290 I 0.0650
BV B 0.5070 I 0.0570
BW e 0.6070 I (0.0800
BX B 0.5130 . 0.0770
BY 0.6950 . 0.0860
BZ . 0.3940 . 0.0600
Ba m 0.4830 I 0.0350
Be 0.7380 . 0.1170
Bd B 0.6180 I 0.0590
Be B 0.5650 I (0.0900
Bf . 0.4790 . (0.1190
Bg m 0.5580 . 0.0760
Bh . 0.4620 . 0.0730
Bi . 0.4370 I 0.0580
Bj B 0.4450 . 0.0490
Bk 0.6900 I (0.0950
Bl B 0.6730 I (0.0500
Bm . 0.3920 I (0.0810
Bn m 0.5630 I 0.0860
Bo . 0.4720 . 0.0500
Bp . 0.4370 . -0.0300
Bq B 0.4880 . 0.1170
Br B (0.4650 I 0.0650
Bs . 0.2770 I (0.0350
Bt I 0.3560 . 0.0260
Bu . 0.0000 . 0.0530
Bv . 0.2740 I 0.0480

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

Chain Atom inclusion Q-score
Bw . 0.0370 . 0.0100
Bx 0.7900 I 0.1580
By 0.9100 . (0.2380
Bz B 0.6140 . (0.2150
CA 0.7890 I (0.1050
CB I 0.0690 . 0.0440
CC . 0.1440 m -0.0370
DA 0.7960 I 0.1160
DB 0.8120 I 0.1140
DC 0.9130 . (0.1250
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