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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 21.40 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 - (3
Ramachandran outliers 3 2%
Worse Better

0 Percentile relative to all structures

1 Percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 158937 4297
Ramachandran outliers 154571 4023

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the bar indicate the fraction of residues
that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively. A grey
segment represents the fraction of residues that are not modelled. The numeric value for each
fraction is indicated below the corresponding segment, with a dot representing fractions <=5%
The upper red bar (where present) indicates the fraction of residues that have poor fit to the EM
map (all-atom inclusion < 40%). The numeric value is given above the bar.

Mol | Chain | Length Quality of chain
1 1-A 1391 - 43% . 53%
5%
1 1-B 1391 - 43% . 53%
10%
1 I-E 1391 | o = 5o
35%
T —
1 1-K 1391 73% 5% . 22%
9%
1 1-Q 1301 | % T 555
17%
1 1-W 1391 r—— 73% 5% 22%
1 2-A 1391 44% . 53%
1 2-B 1391 44% . 53%
1 2-E 1391 73% 5% 22%

Continued on next page...

WO RLDWIDE

PROTEIN DATA BANK


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

Page 3

Full wwPDB EM Validation Report

EMD-8085, 5IJN

Continued from previous page...

Mol | Chain | Length Quality of chain

1 2-K 1391 71% 6% 22%
1 2-Q 1391 73% 5% 22%
1 2-W 1391 71% 6% 22%
1 3-A 1391 44% 53%

1 3-B 1391 44% 53%

1 3-E 1391 73% 5% 22%
1 3-K 1391 71% 6% 22%
1 3-Q 1391 73% 5% 22%
1 3-W 1391 71% 6% 22%
1 4-A 1391 44% 53%

1 4-B 1391 44% 53%

1 4-E 1391 73% 5% 22%
1 4-K 1391 71% 6% 22%
1 4-Q 1391 73% 5% 22%
1 4-W 1391 71% 6% 22%
1 5-A 1391 44% 53%

1 5-B 1391 44% 53%

1 o-E 1391 73% 5% 22%
1 o-K 1391 71% 6% 22%
1 5-Q 1391 73% 5% 22%
1 5-W 1391 71% 6% 22%
1 6-A 1391 44% 53%

1 6-B 1391 44% 53%

1 6-E 1391 72% 5% 22%
1 6-K 1391 71% 6% 22%

Continued on next page...
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Mol | Chain | Length Quality of chain

1 6-Q 1391 72% 5% 22%
1 6-W 1391 71% 6% 22%
1 7-A 1391 44% 53%

1 7-B 1391 44% 53%

1 7-E 1391 72% 5% 22%
1 7-K 1391 71% 6% 22%
1 7-Q 1391 72% 5% 22%
1 7-W 1391 71% 6% 22%
1 8-A 1391 44% 53%

1 8-B 1391 44% 53%

1 8-E 1391 72% 5% 22%
1 8-K 1391 71% 6% 22%
1 8-Q 1391 72% 5% 22%
1 8-W 1391 71% 6% 22%
2 1-C 819 — 64% 11% 22%
2 1-I 819 —_— 65% 11% 22%
2 1-O 819 == 65% 10% 22%
2 1-U 819 —_— 65% 11% 22%
2 2-C 819 63% 13% 22%
2 2-1 819 65% 11% 22%
2 2-0 819 63% 12% 22%
2 2-U 819 65% 11% 22%
2 3-C 819 63% 13% 22%
2 3-1 819 65% 11% 22%
2 3-0 819 63% 12% 22%

Continued on next page...
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Mol | Chain | Length Quality of chain
2 3-U 819 65% 11% 22%
2 4-C 819 63% 13% 22%
2 4-1 819 65% 11% 22%
2 4-O 819 63% 12% 22%
2 4-U 819 65% 11% 22%
2 5-C 819 63% 13% 22%
2 o-1 819 65% 11% 22%
2 5-0 819 63% 12% 22%
2 5-U 819 65% 11% 22%
2 6-C 819 63% 13% 22%
2 6-1 819 65% 11% 22%
2 6-O 819 63% 12% 22%
2 6-U 819 65% 11% 22%
2 7-C 819 63% 13% 22%
2 7-1 819 65% 11% 22%
2 7-0O 819 63% 12% 22%
2 7-U 819 65% 11% 22%
2 8-C 819 63% 13% 22%
2 8-1 819 65% 11% 22%
2 8-0O 819 63% 12% 22%
2 8-U 819 65% 11% 22%
3 1-D 2012 = 45% 49%
3 1-J 2012 = 45% 49%
3 1-P 2012 = 46% 49%
3 1-V 2012 = 44% 49%

Continued on next page...
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Mol | Chain | Length Quality of chain

3 2-D 2012 45% 49%
3 2-J 2012 46% 49%
3 2-P 2012 45% 49%
3 2-V 2012 46% 49%
3 3-D 2012 45% 49%
3 3-J 2012 46% 49%
3 3-P 2012 45% 49%
3 3-V 2012 46% 49%
3 4-D 2012 46% 49%
3 4-J 2012 46% 49%
3 4-P 2012 46% 49%
3 4-V 2012 46% 49%
3 5-D 2012 46% 49%
3 5-J 2012 46% 49%
3 5-P 2012 46% 49%
3 5-V 2012 46% 49%
3 6-D 2012 46% 49%
3 6-J 2012 46% 49%
3 6-P 2012 46% 49%
3 6-V 2012 46% 49%
3 7-D 2012 46% 49%
3 7-J 2012 46% 49%
3 7-P 2012 46% 49%
3 -V 2012 46% 49%
3 8-D 2012 46% 49%

Continued on next page...
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Mol | Chain | Length Quality of chain
3 8-J 2012 46% L 49%
3 8P 2012 46% L 49%
3 8V 2012 46% - 49%
13%
4 1-F 507 35% 16% 9% 5% 34%
13%
4 1-L 507 35% 16% 9% 5% 34%
15%
4 1-R 507 35% 16% 9% 5% 34%
10%
4 1-X 507 36% 16% 9% 5% 34%
4 2-F 507 43% 12% 7% 5% 34%
4 2-L 507 43% 12% 6% 5% 34%
4 2-R 507 43% 11% 7% 5% 34%
4 2-X 507 43% 12% 6% 5% 34%
4 3-F 507 43% 12% 7% 5% 34%
4 3-L 507 43% 11% 7% 5% 34%
4 3-R 507 43% 11% 7% 5% 34%
4 3-X 507 43% 12% 7% 5% 34%
4 4-F 507 43% 12% 7% 5% 34%
4 4-1, 507 43% 12% 6% 5% 34%
4 4-R 507 43% 12% 7% 5% 34%
4 4-X 507 43% 12% 6% 5% 34%
4 5-F 507 43% 12% 7% 5% 34%
4 5-L 507 43% 12% 6% 5% 34%
4 5-R 507 43% 12% 7% 5% 34%
- 43% 12% 6% 5% 34%
4 5-X 507
- 43% 12% 7% 5% 34%
4 6-F 507
- 43% 12% 6% 5% 34%
4 6-L 507

Continued on next page...
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Mol | Chain | Length Quality of chain
4 6-R 507 43% 12% 7% 5% 34%
4 6-X 507 43% 12% 6% 5% 34%
4 7-F 507 43% 2% 7% 5% 34%
4 7-L 507 43% 12% 6% 5% 34%
4 7-R 507 43% 12% 7% 5% 34%
4 7-X 507 43% 12% 6% 5% 34%
4 8-F 507 43% 2% 7% 5% 34%
4 8-L 507 43% 1% 7% 5% 34%
4 8-R 507 43% 2% 7% 5% 34%
4 8-X 507 43% 2% 7% 5% 34%
5 1-G 599 .T 7% 71%
5 1-M 599 -T 7% 71%
5 | 18 | 599 | ®=mm— =
5 | 1Y | 599 | == =
5 2-G 599 17% 7% 71%
5 2-M 599 17% 7% . on 71%
5 2-S 599 17% 7% . ou 71%
) 2-Y 599 17% 7% 71%
) 3-G 599 17% 7% 71%
) 3-M 599 17% 7% 71%
5 3-S 599 17% 7% 71%
5 3-Y 599 17% 7% .. 71%
5 4-G 599 17% 7% 71%
) 4-M 999 17% 7% 71%
5 4-S 599 17% 7% 71%

Continued on next page...
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Mol | Chain | Length Quality of chain
) 4-Y 999 17% 7% 71%
5 5-G 599 17% 7% 71%
5 5-M 599 17% 7% 71%
5 5-S 599 17% 7% 71%
5 5-Y 599 17% e 71%
5 6-G 599 17% 7% . e 71%
) 6-M 599 17% 7% 71%
) 6-S 599 17% 7% 71%
) 6-Y 599 17% 7% 71%
5 7-G 599 17% 7% 71%
5 7-M 599 17% 7% 71%
5 7-S 599 17% 7% 71%
5 7-Y 599 17% 7% 71%
5 8-G 599 17% 7% 71%
5 8-M 599 17% 7% 71%
5 8-S 599 1% 1% . 71%
5 8-Y 599 T 1% e 71%
6 | 1-H s | Em— 5%
6 1-N 522 —T 11% 68%
6 | 1-T s | Em— e
6 1-7 522 S-AT 11% 68%
6 2-H 522 Tew 1% 68%
6 2-N 522 Tew 1% 68%
6 2-T 522 e 10% 68%
6 2-7Z 522 e 1% 68%

Continued on next page...
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Mol | Chain | Length Quality of chain

6 3-H 522 TR 1% 68%
6 3-N 522 e 1% 68%
6 3-T 522 e 1% 68%

6 3-7Z 522 % 1% 68%
6 4-H 522 % 1% 68%
6 4-N 522 % 1% 68%
6 4-T 522 % 1% 68%
6 4-7, 522 % 1% 68%
6 5-H 522 % 1% 68%
6 5-N 522 TR 1% 68%
6 5-T 522 TR 1% 68%
6 5-7Z 522 TR 1% 68%
6 6-H 522 e 1% 68%
6 6-N 522 e 1% 68%
6 6-T 522 TTe% 0 1% 68%
6 6-7Z 522 % 1% 68%
6 7-H 522 % 1% 68%
6 7-N 522 % 1% 68%
6 7-T 522 % 1% 68%
6 7-7Z 522 % 1% 68%
6 8-H 522 % 1% 68%
6 8-N 522 TR 1% 68%
6 8T 522 T 1% 68%
6 8-7Z 522 T 1% 68%
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2 Entry composition (i)

There are 6 unique types of molecules in this entry. The entry contains 594304 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 NUCLEAR PORE COMPLEX PROTEIN NUP155.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O
1 1-A 650 3214 1914 650 650 0 0

Total C N O
1 2-A 650 3214 1914 650 650 0 0

Total C N O
1 3-A 650 3214 1914 650 650 0 0

Total C N O
1 4+A 650 3214 1914 650 650 0 0

Total C N O
1 5-A 650 3214 1914 650 650 0 0

Total C N O
1 6-A 650 3214 1914 650 650 0 0

Total C N O
1 -A 650 3214 1914 650 650 0 0

Total C N O
1 &-A 650 3214 1914 650 650 0 0

Total C N O
1 LB 650 3214 1914 650 650 0 0

Total C N O
1| 2B 650 3214 1914 650 650 0 0

Total C N O
1| 3B 650 3214 1914 650 650 0 0

Total C N O
1| 4B 650 3214 1914 650 650 0 0

Total C N O
1| 5B 650 3914 1914 650 650 0 0

Total C N O
1| 6B 650 3914 1914 650 650 0 0

Total C N O
1 B 650 3214 1914 650 650 0 0

Total C N O
1 8B 650 3214 1914 650 650 0 0

Total C N O
1 I-E 1083 5366 3200 1083 1083 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
! 2k 1083 E‘;EZI 32%0 1(1)\;3 1(()233 0 0
! b 1083 E‘;EZI 32C00 1(1)\;3 1(%3 0 0
! Ak 1083 Egg%l 32%0 1(1)\;3 1(%3 0 0
1 ok 1083 ggg%l 32%0 1(1)\;3 1(%3 0 0
1 6-E 1083 ggga(al 32000 1(1)\;3 1(%3 0 0
L [ 1083 rgggél 32000 1(1)\;3 10?33 0 0
L &-E 1083 53?61 32000 1(1)\;3 1(%3 0 0
L K 1083 53?61 32%0 1(1)\;3 1(%3 0 0
L 2K 1083 Eggél 32%0 1(1)\;3 1(%3 0 0
L 3K 1083 Eggél 32000 1(1)\;3 1(%3 0 0
L K 1083 ggg%l 32000 1(1)\;3 1(%3 0 0
L K 1083 gggg 32000 1(1)\;3 1(%3 0 0
L 6-K 1083 532%1 32000 1(1)\;3 1(%3 0 0
L K 1083 ggg%l 3§)0 1(1)\5133 1(%3 0 0
L 8K 1083 EQEZI 32000 1(1)\;3 1(%3 0 0
L 1-Q 1083 EEZ%I 32%0 1(1)\;3 1(%3 0 0
L 2Q 1083 EQZ%I 32%0 1(1)\;;3 1(%3 0 0
L 3-Q 1083 EEZZI 32(3)0 1(1)\;33 1(%3 0 0
L +Q 1083 gggaél 32(5)0 1(1)\2133 1(%3 0 0
L >Q 1083 Eg?él 32(5)0 1(1)\2133 1(%3 0 0
! 6-Q 1083 gggaél 32(5)0 1(1)\2133 1(%3 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
! Q 1083 E‘;EZI 32%0 1(1)\;3 1(()233 0 0
! Q) 1083 E‘;EZI 32C00 1(1)\;3 1(%3 0 0
L W 1083 Egz%l 32(2)0 1(1)\;3 1(%3 0 0
L W 1083 ggg?il 32%0 1(1)\;3 1(%3 0 0
L W 1083 gggzl 32%0 1(1)\;3 1(%3 0 0
L W 1083 ggg%l 32000 1(1)\‘183 1(?83 ¥ 0
L W 1083 ’ggg&;il 32C00 1(1)\‘183 1(?83 ¥ 0
L 6-W 1083 ggtﬁzl 32%0 1(1)\;3 1(?83 0 0
L [ 1083 gggél 32%0 1(1)\;3 1(%3 0 0
L 8w 1083 ggz%l 32000 1(1)\;3 1(?83 0 0

e Molecule 2 is a protein called NUCLEAR PORE COMPLEX PROTEIN NUP93.

Mol | Chain | Residues Atoms AltConf | Trace
2 1€ 636 ?i?gl 18080 61;6 6(3)6 0 0
2| 2C 636 rl?:(ig 18080 6§6 6(3)6 0 0
2| 3C 636 13:(;;31 18080 61;6 6(?36 0 0
2| 4C 636 ?ig 1@%0 61;6 6(??6 0 0
2| 5C 636 ?ig 1580 61;6 6(??6 0 0
2| 6C 636 2(1);21 18080 61?\36 6(??6 0 0
2| e 636 g(fgl 18C80 61?\36 6(??6 0 0
2| &C 636 gigl 18080 61?\36 6(??6 0 0
2 M 636 gigazl 1580 61?\36 6(??6 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
2 2 636 ?ig 1580 61§6 6(;6 0 0
2 3 636 ?i?f%l 18C80 61§6 6(3)6 0 0
2 4 636 ?ig 15?80 61§6 6(3)6 0 0
2| ol 636 g‘{?zl 15?80 61§6 6(?36 0 0
2| ol 036 1?:(1);&21 18CSO 61§6 6(3)6 0 0
2 036 rg(ig 18080 61;6 6(3)6 0 0
2 &l 636 rl?:(ig;l 18080 61?\36 6(3)6 0 0
2| 10 636 1;;;;;1 18CSO 61;6 6(??6 0 0
2.1 20 636 ?5231 1580 61?\36 6(??6 0 0
21 30 636 rg(igl 18080 61;6 6(??6 0 0
2| 40 636 ?1);1 18080 61?\36 6(??6 0 0
21 50 636 ?1);1 18C80 61?\36 6(??6 0 0
2| 60 636 gigl 18080 61?\36 6(??6 0 0
2.1 70 636 ?1’231 1580 61?\36 626 0 0
2| 80 636 2(1);&21 18080 6§6 6(??6 0 0
2| U 636 g(igl 1580 61§6 6(3?6 0 0
2| 2V 636 g(igl 1580 61§6 6(??6 0 0
2| 3V 636 ?ig 1580 61?\}6 6(??6 0 0
2| 4U 636 ig(igaél 1580 61?\}6 626 0 0
2| U 636 1?:2?21 1580 61§6 6(3)6 0 0
2| 6U 636 gigaél 1580 61§6 626 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
2 U 636 3152 1880 636 636 0 0
Total C N O
2 &-U 636 3152 1880 636 636 0 0

e Molecule 3 is a protein called NUCLEAR PORE COMPLEX PROTEIN NUP205.

Mol | Chain | Residues Atoms AltConf | Trace
3 I-D 1028 58511 30%8 1(1)\;8 1(?28 0 0
3 2-D 1028 58511 3(%8 1(1)\;8 1(%8 0 0
3 3-D 1028 ESZT 3(%8 1(1)\;8 1(())28 0 0
3 4D 1028 ESZT 3(%8 1(1)\;8 1(())28 0 0
3 5D 1028 E(());Zl 3(%8 1(1)\;8 1(())28 0 0
3 6-D 1028 ESZT 3(%8 1(1)\;8 1(?28 0 0
s b 1028 gggil 3(%8 1(1)\;8 1(?28 0 0
3 &b 1028 gggil 30038 1(1)\;8 1(%8 0 0
s | 1028 gggil 30038 1(1)\;8 1(?28 ¥ 0
S| % 1028 gggil 3(%8 1(1)\;8 1(?28 0 0
3| 3 1028 g(())gil 3(%8 1(1)\;8 1(?28 ¥ 0
S| 4 1028 gggil 3(%8 1(1)\;8 1(%8 0 0
3| 5 1028 gggil 3(%8 1(1)\;8 1(?28 0 0
3| 6J 1028 ggtgil 3(%8 1(1)\;8 1(%8 0 0
3 [ 1028 gggil 3(%8 1(1)\;8 1(?28 0 0
3 8- 1028 58511 3(%8 1(1)\;8 1(%8 0 0
3 P 1028 58511 3(%8 1(1)\;8 1(?28 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
3 2-P 1028 ESZT 3(%8 1(1)\;8 1(())28 0 0
3 3-P 1028 E(())E)Zl 3(%8 1(1)\;8 1(?28 0 0
3 4P 1028 58511 3(%8 1(1)\;8 1(?28 0 0
s 5P 1028 gggil 3(%8 1(1)\;8 1(%8 0 0
3 | &P 1028 gggil 30038 1(1)\;8 1(%8 0 0
s [ 1028 rgggil 3(?38 1(1)\;8 1(?28 ¥ 0
s &P 1028 rgggil 30C?>8 1(1)\;8 1(?28 ¥ 0
s v 1028 g(())gil 3(%8 1(1)\;8 1(?28 0 0
s 2V 1028 g(())gil 3(%8 1(1)\;8 1(%8 0 0
s sV 1028 g(())gil 3(%8 1(1)\;8 1(?28 0 0
s -V 1028 E(Stgil 3(%8 1(1)\;8 1(?28 0 0
s -V 1028 ESBT 3(%8 1(1)\;8 1(?28 0 0
s 6-V 1028 58511 3(%8 1(1)\;8 1(%8 0 0
3 v 1028 58511 30(238 1(1)\;8 1(?28 0 0
3 &V 1028 Egtgil 30038 1(1)\;8 1(?28 0 0

e Molecule 4 is a protein called NUCLEAR PORE COMPLEX PROTEIN NUP54.

Mol | Chain | Residues Atoms AltConf | Trace
4 LK 335 ?ggasl 9(8}8 31;15 325 0 0
4 2k 335 ?ggasl 9(8]8 31;]5 3(3)5 0 0
4 i 335 ?ggasl 9?3]8 32]5 3(3)5 0 0
4 -t 335 ?ggasl 928 32]5 3(3)5 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
4 ok 335 ?ggasl 938 31;)]5 3(?35 0 0
4 6 335 ?ggasél 9§8 31;5 3(?35 0 0
4 - 335 ?ggagl 9;38 31:\%]5 3(?35 0 0
4 8-k 339 ?ggasl 928 31;)]5 3%)5 0 0
4 I-L 339 ?ét;;l 9?8 31?:]5 3(?35 0 0
4 L 335 ?ggasl 9?8 31;15 3(??5 0 0
4 s-L 335 ?2?81 9?8 31;5 3(??5 0 0
4 4L 335 ?Zgaésl 9(838 31;5 325 0 0
4 oL 335 ?ggasl 9?8 31:;]5 325 0 0
4 6-L 335 ?ggasl 9(58 31:;15 325 0 0
4 L 335 ?ggasl 9(8]8 31:;]5 3(;5 0 0
4 &L 335 ?ggasl 9(8]8 32]5 3(3)5 0 0
4 IR 335 ?ggasl 9§8 32]5 3(3)5 0 0
4 2R 335 ?Zg;l 928 32]5 3(3?5 0 0
4 3R 335 ?ggasl 938 325 3(3?5 0 0
4 R 335 f(ét{él 928 31;]5 3(3?5 0 0
4 R 335 ?g’gl 938 31;]5 3(3?5 0 0
4 6-R 335 ?2’?81 938 31;15 3(3?5 0 0
4 R 335 ql?(égasl 9;38 31;15 3(3?5 0 0
4 &R 335 1;2?81 928 31:\3]5 325 0 0
4 X 335 ?2?81 9§8 31:;]5 3(?35 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
i 2% 335 ?ggasl 938 31;)]5 3(?35 0 0
§ R 335 ?ggasél 9§8 31;5 3(?35 0 0
4 X 335 rf(f)jgzl 9;38 31;315 3(?35 0 0
4 X 335 ng?%l 9§8 315\’315 3%)5 0 0
4 6-X 339 rAIF((;;&LSI 9g8 31?\)15 3(?35 0 0
4 [ 335 ’f(ét;;l 9(838 31;5 3(?35 ¥ ¥
4 &-X 335 r‘lr(ét;;l 9(838 31;)15 3(?35 0 0

e Molecule 5 is a protein called NUCLEAR PORE COMPLEX PROTEIN NUPS5S.

Mol | Chain | Residues Atoms AltConf | Trace
g -G I Tsoff;l 5(131 11;11 1(7)1 0 0
g -G I T805t§Ll 5?1 11;11 1(7)1 0 0
g 3-G I T;;; l 5?1 11;11 1(7)1 0 0
g +G I Téoﬁ’f; 1 5?1 11;11 1(7)1 0 0
5| %G I 20;:?1 5?1 11;11 1(7)1 0 0
5 | &G I 20;?? l 5(131 11;11 1(7)1 0 0
g G I T805t§ l 5(131 11;11 1C7)1 0 0
g 8-G I T805t§L l 5?1 11;11 1C7)1 0 0
g 1-M I T8O5t§l 5(131 11;11 1?1 0 0
g 2-M I T805t§Ll 5(1]1 11;11 1C7)1 0 0
g M I T805t§Ll 5(1]1 11;11 1C7)1 0 0
g M I 1;30;:? l 5(1]1 11;11 1(7)1 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
g M 1 T805t3aLl 5?1 11;11 1(7)1 0 0
g 6-M 1 T805t§Ll 5?1 11;11 1(7)1 0 0
g M 1 T805t§L l 5(131 11;11 1(7)1 0 0
g 8-M 1 T805t3al 5?1 11;11 1(7)1 0 0
g 15 1 TS();??I 5?1 11;11 1(7)1 0 0
5 25 I 20;:?1 5?1 11;11 1(7)1 0 0
5| 35 I 20;:?1 5?1 11;11 1(7)1 0 0
g 45 I T805t§L l 5(131 11;11 1(7)1 0 0
g 55 I T805t§Ll 5?1 11;11 1C7)1 0 0
g 6-5 I T805t§Ll 5(131 11;11 1C7)1 0 0
g -5 I T805t§L l 5(131 11;11 1C7)1 0 0
g &5 I T805t§Ll 5(1]1 11;11 1C7)1 0 0
g Y I 1;30;:?1 5(1]1 11;11 1(7)1 0 0
g 2-Y I 1;30;;1 5(1]1 11;11 1(7)1 0 0
g 3-Y I 1;30;;1 5?1 11;11 1(7)1 0 0
g Y 1 1;30;; 1 5?1 11;11 1(7)1 0 0
g Y 1 1;%0;;1 5?1 11;]1 1(7)1 0 0
g 6-Y 1 1;30;;1 5(1]1 11;11 1(7)1 0 0
g [ 1 1;30;; 1 5(1]1 11;11 1(7)1 0 0
g &Y 1 1;30;:?1 5(131 11;11 1(7)1 0 0

e Molecule 6 is a protein called Nuclear pore glycoprotein p62.
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Mol | Chain | Residues Atoms AltConf | Trace

Total C N O
6 1-H 169 842 504 169 169 0 0

Total C N O
6 2-H 169 842 504 169 169 0 0

Total C N O
6 3-H 169 842 504 169 169 0 0

Total C N O
6 4-H 169 842 504 169 169 0 0

Total C N @)
6 5-H 169 842 504 169 169 0 0

Total C N O
6 6-H 169 842 504 169 169 0 0

Total C N O
6 -H 169 842 504 169 169 0 0

Total C N O
6 &H 169 842 504 169 169 0 0

Total C N O
0 I-N 169 842 504 169 169 0 0

Total C N O
0 2-N 169 842 504 169 169 0 0

Total C N O
6 | 3N 169 842 504 169 169 0 0

Total C N O
6 | 4N 169 842 504 169 169 0 0

Total C N O
6 | 5N 169 842 504 169 169 0 0

Total C N O
6 | 6N 169 842 504 169 169 0 0

Total C N @)
6 | 7N 169 842 504 169 169 0 0

Total C N @)
6 | &N 169 842 504 169 169 0 0

Total C N @)
6 | 1T 169 842 504 169 169 0 0

Total C N O
6 2T 169 842 504 169 169 0 0

Total C N O
6 T 169 842 504 169 169 ) 0

Total C N O
) 4T R 842 504 169 169 0 0

Total C N O
6 5-T 169 842 504 169 169 0 0

Total C N O
6 61 109 842 504 169 169 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
0 [ 169 Tsozlt; 1 5%4 11(319 1((39 0 0
0 &1 169 Tsozf;l 5%4 11(\5]9 1((39 0 0
0 1-Z 169 Tsozf;l 5%34 11(\5]9 1((39 0 0
0 22 169 Tsozfzal 5%4 11(\5]9 1%)9 0 0
0 32 169 Tsozf; l 5%4 11(\5]9 1((%)9 0 0
6 | 42 169 Téozf; l 5%4 1219 1(6)9 0 0
6 | 5 169 Téozfgl 5(54 11;5]9 1(6)9 0 0
6 | 62 169 Tsozf; l 5(54 11:3]9 1(6)9 0 0
6 | 7z 169 Tsozf; l 5%4 11:3]9 1%)9 0 0
6 | 82 169 TSOEI 5%}4 11:3]9 1%)9 0 0
gPDB
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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.

e Molecule 1: NUCLEAR PORE COMPLEX PROTEIN NUP155

. L
Chain 1-A: 43% . 53%

@ & 000 o

o & I
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e Molecule 1: NUCLEAR PORE COMPLEX PROTEIN NUP155
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e Molecule 1: NUCLEAR PORE COMPLEX PROTEIN NUP155
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