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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 3.40 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 I - 2
Sidechain outliers I | W (0%
Worse Better

0 Percentile relative to all structures

1 Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 158937 4297
Sidechain outliers 154315 3826

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%

Mol | Chain | Length Quality of chain
1 0A 443 63% 33% -
1 0C 443 64% 32% -
1 0E 443 57% 39% -
1 0G 443 63% 33% -
1 01 443 63% 33% -
1 0K 443 62% 34% -
1 oM 443 62% 34% -
1 00 443 61% 35% -
1 0Q 443 64% 33% -
1 0S 443 62% 34% -

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

Mol | Chain | Length Quality of chain

1 ou 443 61% 35% -
1 oW 443 63% 33% -
1 0Y 443 65% 31% -
1 1 443 29% 69%

1 1A 443 70% 26% -
1 1C 443 65% 31% -
1 1E 443 60% 36% -
1 1G 443 65% 31% -
1 1K 443 64% 32% -
1 1M 443 66% 30% -
1 10 443 68% 28% -
1 1Q 443 66% 30% -
1 1S 443 69% 28% -
1 1U 443 65% 31% -
1 1w 443 65% 31% -
1 2A 443 67% 28% -

1 2C 443 67% 29% -
1 2K 443 66% 30% -
1 2G 443 71% 25% -
1 21 443 68% 28% -
1 2K 443 73% 23% -
1 2M 443 64% 32% -
1 2Q 443 67% 29% -
1 2S 443 71% 25% -
1 2U 443 68% 28% -

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

Mol | Chain | Length Quality of chain

1 2W 443 73% 23% -
1 2Y 443 67% 28% -

1 3 443 95% N
1 3A 443 66% 30% o
1 3C 443 61% 34% -

1 3G 443 70% 26% -
1 31 443 70% 26% -
1 3K 443 66% 30% -
1 3M 443 71% 25% -
1 30 443 69% 27% -
1 3Q 443 67% 30% -
1 3S 443 59% 37% -
1 5 443 93% 5% -
1 7 443 95% :

1 9 443 94% N
1 Al 443 95% B

1 A3 443 92% 6% -
1 A5 443 96% ST
1 AT 443 95% -
1 A9 443 94% -
1 B1 443 94% -
1 B3 443 94% -
1 B5 443 94% -
1 B8 443 93% -
1 Co 443 95% S

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

Mol | Chain | Length Quality of chain
1 C2 443 95% S
1 C4 443 95% S
1 C6 443 95% S
1 C8 443 95% S
1 DO 443 95% .
1 D2 443 95% S
1 D4 443 93% .
1 D6 443 94% S
1 D8 443 95% R
1 EO 443 94% S
1 E2 443 94% S
1 E4 443 95% S
1 E6 443 94% S
1 ES8 443 94% R
1 FO 443 95% S
1 F2 443 94% S
1 F6 443 94% S
1 F8 443 94% S
1 GO 443 93% T
1 G2 443 65% 31% -
1 G4 443 67% 29% -
1 G6 443 63% 33% -
1 G8 443 63% 33% -
1 H2 443 65% 31% -
1 H4 443 67% 29% -

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

1 H6 443 69% 27% -
1 HS8 443 74% 21% -

1 10 443 72% 24% -
1 12 443 69% 27% -
1 I4 443 64% 32% -
1 I8 443 66% 30% -
1 JO 443 69% 27% -
1 J2 443 73% 23% -
1 J4 443 70% 26% -
1 J6 443 71% 25% -
1 J8 443 74% 22% -
1 KO 443 74% 22% -
1 K4 443 70% 26% -
1 K6 443 73% 23% -
1 K8 443 71% 25% -
1 LO 443 72% 24% -
1 L2 443 70% 26% -
1 L4 443 70% 26% -
1 L6 443 68% 28% -
1 MO 443 69% 27% -
1 M2 443 72% 24% -
1 M4 443 72% 24% -
1 M6 443 69% 27% -
1 M8 443 72% 24% -
1 NO 443 71% 25% -

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

1 N2 443 70% 27% -
1 N6 443 73% 23% -
1 N8 443 72% 24% -
1 00 443 75% 21% -
1 02 443 72% 24% -
1 04 443 69% 27% -
1 06 443 75% 21% -
1 08 443 75% 21% -
1 P4 443 65% 31% -
1 P6 443 71% 25% -
1 PS8 443 70% 26% -
1 QO 443 - —
1 Q2 443 70% 27% -
1 Q4 443 70% 26% -
1 Q6 443 70% 26% -
1 Q8 443 61% 33% 5%

1 RO 443 72% 26% B
1 R2 443 71% 25% -
1 R4 443 67% 29% -

1 R6 443 69% 27% -
1 RS 443 70% 27% -
1 S0 443 69% 26% -

1 S2 443 70% 27% -
1 S4 443 60% 36% -
1 S6 443 68% 28% -

Continued on next page...
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Mol | Chain | Length Quality of chain
1 S8 443 67% 29% -
1 TO 443 69% 28% -
1 T2 443 65% 31% -
1 T4 443 68% 28% -
1 T6 443 59% 37% P
1 T8 443 68% 28% -
1 U2 443 68% 28% -
1 U4 443 69% 27% -
1 U6 443 66% 30% -
1 U8 443 69% 28% -
1 VO 443 73% 23% -
1 V2 443 68% 28% -
1 V4 443 74% 22% -
1 V6 443 57% 39% -
1 V8 443 67% 29% -
1 WO 443 68% 28% -
1 W2 443 71% 25% -
1 W4 443 66% 30% -
1 W6 443 69% 27% -
1 W8 443 70% 26% -
1 X0 443 68% 28% -
1 X2 443 61% 35% -
1 X4 443 63% 33% -
1 X6 443 66% 30% -
1 X8 443 70% 26% -

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

1 YO0 443 66% 30% -
1 Y2 443 71% 25% -
1 Y4 443 70% 27% -
1 Y6 443 73% 23% -
1 Y8 443 59% 37% -
1 Z0 443 59% 37% -
1 72 443 59% 37% -
1 74 443 61% 35% -
1 76 443 61% 35% -
1 78 443 56% 40% -
2 0B 451 62% 33% %
2 OF 451 59% 35% %
2 0H 451 61% 33% %
2 0J 451 60% 35% %
2 OL 451 59% 36% 5%
2 ON 451 57% 37% 5%
2 0P 451 65% 30% 5%
2 OR 451 59% 36% 5%
2 ov 451 59% 35% %
2 0X 451 61% 33% %
2 0Z 451 64% 30% %
2 1B 451 65% 29% %
2 1D 451 62% 32% %
2 1F 451 58% 36% %
2 1H 451 59% 35% 5%

Continued on next page...
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Mol | Chain | Length Quality of chain
2 1L 451 66% 29% %
2 IN 451 64% 30% 5%
2 1P 451 68% 26% 5%
2 1R 451 63% 30% 5%
2 1T 451 65% 29% %
2 1V 451 63% 31% 5%
2 1X 451 60% 34% 5%
2 17 451 65% 29% %
2 2 451 94% =
2 2B 451 69% 26% %
2 2D 451 70% 24% %
2 2F 451 67% 28% %
2 2H 451 67% 27% %
2 2J 451 68% 26% %
2 2L 451 69% 26% 5%
2 2N 451 61% 33% 5%
2 2p 451 64% 30% S5%
2 2R 451 70% 25% 5%
2 2T 451 67% 27% %
2 2V 451 69% 25% %
2 2X 451 67% 30% -
2 27 451 64% 30% 5%
2 3B 451 63% 33% -
2 3D 451 62% 33% %
2 3F 451 67% 28% %

Continued on next page...
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Mol | Chain | Length Quality of chain
2 3H 451 67% 27% %
2 3J 451 70% 25% %
2 3L 451 71% 24% 5%
2 3N 451 69% 25% 5%
2 3P 451 67% 28% 5%
2 3R 451 63% 34% -
2 3T 451 58% 36% 5%
2 4 451 93% -
2 6 451 95% -~
2 8 451 91% 5% .
2 A0 451 95% =
2 A2 451 91% 5% .
2 A4 451 93% -
2 A8 451 93% %
2 BO 451 93% C5%
2 B2 451 93% 5%
2 B4 451 93% 5%
2 B7 451 92% 5%
2 B9 451 93% 5%
2 C1 451 93% 5%
2 Ch 451 94% -~
2 c7 451 95% S
2 C9 451 93% %
2 D1 451 93% %
2 D3 451 94% 5%

Continued on next page...
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Mol | Chain | Length Quality of chain
2 D5 451 93% %
2 D7 451 94% 5%
2 E1l 451 93% 5%
2 E3 451 93% C5%
2 E5 451 92% %
2 E7 451 92% %
2 E9 451 92% . 5%
2 F1 451 92% %
2 F3 451 92% %
2 F5 451 92% %
2 F7 451 92% %
2 F9 451 94% =
2 G1 451 76% 20% o
2 G3 451 65% 31% o
2 G5 451 66% 29% 5%
2 G7 451 61% 33% 5%
2 G9 451 56% 39% 5%
2 H1 451 62% 33% 5%
2 H3 451 65% 29% %
2 H5 451 68% 27% 5%
2 H7 451 69% 25% %
2 H9 451 68% 27% %
2 I1 451 66% 28% %
2 I3 451 67% 27% %
2 I5 451 59% 35% %

Continued on next page...
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Mol | Chain | Length Quality of chain
2 I7 451 68% 27% %
2 19 451 63% 31% 5%
2 J1 451 63% 32% 5%
2 J3 451 68% 27% 5%
2 Jb 451 68% 29% o
2 J7 451 65% 29% 5%
2 J9 451 64% 33% -
2 K1 451 62% 32% %
2 K3 451 65% 29% %
2 K5 451 70% 24% %
2 K7 451 70% 25% %
2 K9 451 71% 24% %
2 L1 451 72% 22% %
2 L3 451 67% 27% 5%
2 L5 451 67% 28% 5%
2 L7 451 59% 35% 5%
2 L9 451 70% 25% 5%
2 M1 451 71% 24% 5%
2 M3 451 67% 29% o
2 M5 451 69% 26% 5%
2 M7 451 71% 25% -
2 M9 451 67% 30% -
2 N1 451 68% 27% %
2 N3 451 61% 33% %
2 N5 451 66% 28% %

Continued on next page...
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Mol | Chain | Length Quality of chain
2 N7 451 64% 30% 5%
2 N9 451 65% 30% %
2 01 451 70% 24% 5%
2 03 451 65% 30% 5%
2 05 451 65% 29% %
2 o7 451 67% 28% -
2 09 451 71% 24% %
2 P3 451 70% 25% 5%
2 P5 451 69% 27% -
2 P7 451 71% 24% %
2 P9 451 69% 28% -
2 Q1 451 72% 23% %
2 Q3 451 69% 26% %
2 Q5 451 69% 26% 5%
2 Q9 451 64% 31% 5%
2 R1 451 65% 29% 5%
2 R3 451 68% 27% 5%
2 R5 451 69% 27% -
2 R7 451 70% 24% %
2 R9 451 68% 29% -
2 S1 451 68% 26% %
2 S5 451 69% 25% %
2 ST 451 66% 30% -
2 S9 451 65% 20% 5%
2 T1 451 65% 29% %

Continued on next page...
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Mol | Chain | Length Quality of chain
2 T3 451 70% 23% 5%
2 TH 451 66% 29% %
2 T7 451 68% 26% 5%
2 Ul 451 70% 25% 5%
2 U3 451 71% 24% 5%
2 Ub 451 68% 27% %
2 u7 451 69% 25% 5%
2 U9 451 65% 29% %
2 V1 451 65% 29% %
2 V3 451 65% 29% 5%
2 A\ 451 64% 31% %
2 V9 451 69% 26% %
2 W1 451 69% 25% %
2 W3 451 71% 24% %
2 W5 451 73% 22% 5%
2 W7 451 63% 32% 5%
2 W9 451 61% 32% 5%
2 X3 451 58% 37% 5%
2 X5 451 62% 32% %
2 X7 451 64% 30% %
2 X9 451 67% 27% 5%
2 Y1 451 66% 29% %
2 Y3 451 65% 29% %
2 Y5 451 66% 28% %
2 Y9 451 58% 36% %

Continued on next page...
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Mol | Chain | Length Quality of chain
2 71 451 64% 31% %
2 73 451 60% 35% %
2 75 451 59% 35% 5%
2 77 451 61% 33% 5%
2 79 451 64% 30% %
3 3V 307 66% 27% R
3 3X 307 64% 29% e
3 37 307 65% 29% T
3 4B 307 66% 27% T
3 4D 307 65% 28% R
3 4F 307 64% 29% R
3 4H 307 64% 29% R
3 4] 307 46% 21% 34%
4 3W 190 59% 35% P
4 3Y 190 61% 34% Y
4 4A 190 61% 34% P
4 4C 190 59% 35% -
4 4K 190 62% 33% Y
4 4G 190 61% 34% P
4 41 190 61% 34% P
) 4L 482 34% 16% 51%
) 4M 482 47% 18% 34%
6 4N 505 “T% 90%
6 40 505 67% 28% %
6 4P 505 30% 8% 62%

Continued on next page...
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Mol | Chain | Length Quality of chain
7 4Q 367 15% 83%
7 4R 367 74% 25% .
7 4S 367 9% 88%
7 4T 367 42% 11% 47%
7 4U 367 59% 18% 23%
8 4V 475 13% 83%
8 AW 475 51% 23% 26%
8 4X 475 9% 88%
9 4Y 462 18% 9% 73%
9 47 462 55% 29% 16%
10 bA 501 15% 54%
10 5B 501 17% 50%
10 5C 501 51% 23% 26%
10 5D 501 14% 7% 79%
11 ok 274 69% 24% 6%
12 5F 391 70% 26% -
12 5G 391 24% 12% 64%
12 B 391 17% 8% 75%
13 oH 137 61% 30% “a% .
13 ol 137 57% 34% 7% .
13 5J 137 60% 31% “a% .
13 oK 137 58% 33% “a% .
14 5L 633 50% 44% 5% -
14 5M 633 51% 43% o
14 5N 633 51% 43% 5%

Continued on next page...




Page 18

wwPDB EM Validation Summary Report

EMD-20631, 6U42
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Mol | Chain | Length Quality of chain
15 50 380 45% 46% 8% .
15 oP 380 57% 40% o
16 5Q 197 63% 32% o
17 5R 240 % . 91%
17 55 240 50% 29% 5% 17%
17 oT 240 51% 25% 6% 18%
17 510) 240 50% 28% 17%
17 5V 240 32% 13% 55%
18 5X 230 52% 37% 8% .
18 5Y 230 53% 36% % .
18 57 230 53% 37% 6% .
18 6A 230 54% 35% % .
18 6B 230 53% 37% 6% .
18 6C 230 54% 36% % .
18 6D 230 54% 36% 1% .
19 6E 268 62% 33% 5%
20 6F 403 70% 28% B
21 6G 214 68% 18% law
21 6H 214 60% 30% 0%
22 61 352 68% 26% “T%
22 6J 352 70% 23% “T%
22 6K 352 70% 23% “T%
22 6L 352 66% 28% “T%
22 6M 352 68% 25% 7%
22 6N 352 67% 26% “T%

Continued on next page...
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Mol | Chain | Length Quality of chain
22 60 352 68% 25% “T%
22 6P 352 55% 28% PR T
23 6Q 87 61% 29% e% .
23 6R 87 63% 26% Ta% .
23 6S 87 68% 24% “6% -
24 67T 635 57% 31% e
24 6U 635 57% 32% 1%
24 6V 635 57% 31% %
24 6W 635 62% 26% T T
24 6X 635 55% 33% 0%
24 6Y 635 56% 32% AT T
24 67 635 57% 31% T
24 TA 635 20% 10% 70%
25 7C 111 65% 23% %
26 7D 146 53% 33% 5% 10%
26 7E 146 52% 34% 5% 10%
26 7F 146 47% 37% T6%  10%
27 7G 235 63% 32% 5%
28 TH 471 19% 9% 71%
28 7X 471 18% 9% 71%
29 71 483 34% 13% 53%
29 7J 483 54% 21% 25%
30 7K 458 64% 28% “e%
30 7L 458 30% 9% 62%
31 ™ 139 36% 24% 39%

Continued on next page...
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Mol | Chain | Length Quality of chain
31 7N 139 57% 33% 9%
32 70 238 17% 8% 75%
32 7P 238 60% 17% 24%
33 7Q 189 24% 14% 62%
34 R 749 19% 7% 74%
34 7S 749 6% 5% 79%
35 7T 552 28% 10% 61%
35 7U 552 25% 7% 67%
36 ™V 184 26% 18% 52%
36 W 184 24% 20% 52%
37 Y 312 46% 32% 21%
38 77 242 7% 10% 84%
38 8A 242 45% 39% 14%
38 8B 242 44% 41% 12%
38 8C 242 46% 39% 12%
38 8D 242 34% 28% 35%
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2 Entry composition (i)

There are 41 unique types of molecules in this entry. The entry contains 1358547 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 Tubulin beta.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N @) S
1 1 138 1120 701 192 214 13 0 0

Total C N O S
1 3 433 3397 2131 581 655 30 0 0

Total C N O S
1 5 436 3421 2147 584 660 30 0 0

Total C N O S
1 7 437 3430 2152 585 663 30 0 0

Total C N O S
1 9 436 3421 2147 584 660 30 0 0

Total C N O S
1 Al 432 3388 2126 580 652 30 0 0

Total C N O S
1 A3 435 3410 2138 583 659 30 0 0

Total C N O S
1 A5 430 3370 2116 578 646 30 0 0

Total C N O S
1 AT 426 3346 2103 574 639 30 0 0

Total C N O S
1 A9 426 3346 2103 574 639 30 0 0

Total C N O S
1 Bl 426 3346 2103 574 639 30 0 0

Total C N O S
1 B3 426 3346 2103 574 639 30 0 0

Total C N O S
1 B5 426 3346 2103 574 639 30 0 0

Total C N O S
1 B8 426 3346 2103 574 639 30 0 0

Total C N O S
1 €0 426 3346 2103 574 639 30 0 0

Total C N O S
1 C2 426 3346 2103 574 639 30 0 0

Total C N O S
1 C4 426 3346 2103 574 639 30 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
! 6 426 ggﬁlzl 21%3 51;14 6(3)9 3S() 0 0
! C8 426 ggﬁ;al 21003 51;14 6(3)9 3S() 0 0
! bo 426 ggﬁl?}l 21(2)3 51;14 629 38() 0 0
1 b2 426 ggizl 21(2)3 51;14 6(3)9 380 0 0
1| Db 26| e s am 6 0 0 0
L b6 426 ’ggﬁl%l 21003 51;I4 6(3)9 380 0 0
L b8 426 ’ggfl?il 21CO3 51;I4 6(??9 SSO 0 0
L EO 426 ggi%l 21%3 51;14 6(??9 SSO 0 0
L k2 426 ggﬁsl 21%3 51;14 6(??9 SSO 0 0
L B4 426 rggﬁl 21003 51;14 6(??9 SSO 0 0
L E6 426 ggf;sl 21003 51;14 6(??9 SSO 0 0
L k8 420 753121 21003 51;14 6(??9 SSO 0 0
L Fo0 426 rggi%l 21C()3 51;14 6(??9 SSO 0 0
L k2 426 ggzl%l 21%3 51;14 6(??9 3SO 0 0
L F6 420 rggﬁl 210()3 51;14 6(??9 3SO 0 0
L ks 426 ggzzl 21(2)3 51;14 6(3?9 380 0 0
L GO 426 ggzzl 21(2)3 51;14 6(??9 3SO 0 0
L G2 426 13:2251 21(5)3 51;4 6(??9 3SO 0 0
L G4 426 iggfél 21(5)3 51;14 629 380 0 0
L GG 426 zgzaél 21(5)3 51;14 6(3)9 380 0 0
! G8 426 ggzaél 21(5)3 51;14 629 380 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
! H2 426 ggﬁlzl 21%3 51;14 6(3)9 3S() 0 0
! Ha 426 ggﬁ;al 21003 51;14 6(3)9 3S() 0 0
! HG 426 ggﬁl?}l 21(2)3 51;14 629 38() 0 0
1 Hs 426 ggizl 21(2)3 51;14 6(3)9 380 0 0
Lo 26| e s am 6 0 0 0
L k2 426 ’ggﬁl%l 21003 51;I4 6(3)9 380 0 0
L 1 426 ’ggfl?il 21CO3 51;I4 6(??9 SSO 0 0
L 18 426 ggi%l 21%3 51;14 6(??9 SSO 0 0
L 10 426 ggﬁsl 21%3 51;14 6(??9 SSO 0 0
L 12 426 rggﬁl 21003 51;14 6(??9 SSO 0 0
L I 426 ggf;sl 21003 51;14 6(??9 SSO 0 0
L 16 420 753121 21003 51;14 6(??9 SSO 0 0
L I8 426 rggi%l 21C()3 51;14 6(??9 SSO 0 0
L Ko 426 ggzl%l 21%3 51;14 6(??9 3SO 0 0
L K4 420 rggﬁl 210()3 51;14 6(??9 3SO 0 0
L K6 426 ggzzl 21(2)3 51;14 6(3?9 380 0 0
L K8 426 ggzzl 21(2)3 51;14 6(??9 3SO 0 0
L Lo 426 13:2251 21(5)3 51;4 6(??9 3SO 0 0
L L2 426 iggfél 21(5)3 51;14 629 380 0 0
L L4 426 zgzaél 21(5)3 51;14 6(3)9 380 0 0
! L6 426 ggzaél 21(5)3 51;14 629 380 0 0

Continued on next page...
$roe
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
! Mo 426 ggﬁlzl 21%3 51;14 6(3)9 3S() 0 0
! M2 426 ggﬁ;al 21003 51;14 6(3)9 3S() 0 0
! Ma 426 ggﬁl?}l 21(2)3 51;14 629 38() 0 0
1 M6 426 ggizl 21(2)3 51;14 6(3)9 380 0 0
L] Ms 26| e s am 6 0 0 0
L NO 426 ’ggﬁl%l 21003 51;I4 6(3)9 380 0 0
L N2 426 ’ggfl?il 21CO3 51;I4 6(??9 SSO 0 0
L NG 426 ggi%l 21%3 51;14 6(??9 SSO 0 0
L N8 426 ggﬁsl 21%3 51;14 6(??9 SSO 0 0
L 00 426 rggﬁl 21003 51;14 6(??9 SSO 0 0
L 02 426 ggf;sl 21003 51;14 6(??9 SSO 0 0
L 04 420 753121 21003 51;14 6(??9 SSO 0 0
L 06 426 rggi%l 21C()3 51;14 6(??9 SSO 0 0
L 08 426 ggzl%l 21%3 51;14 6(??9 3SO 0 0
L P4 420 rggﬁl 210()3 51;14 6(??9 3SO 0 0
L P6 426 ggzzl 21(2)3 51;14 6(3?9 380 0 0
L P8 426 ggzzl 21(2)3 51;14 6(??9 3SO 0 0
L Q0 426 13:2251 21(5)3 51;4 6(??9 3SO 0 0
L Q2 426 iggfél 21(5)3 51;14 629 380 0 0
L W 426 zgzaél 21(5)3 51;14 6(3)9 380 0 0
! Q6 426 ggzaél 21(5)3 51;14 629 380 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
! Q8 420 ggft)zl 20C7 0 51(\313 6(;1 289 0 0
1 RO 434 gzgil 21%3 515\512 6?6 3S() 0 0
! R2 426 ggﬁl?}l 21(2)3 51;14 629 38() 0 0
1 R 430 gg;%l 21016 51;18 651)6 380 0 0
L] RO 26| e s am 6 0 0 0
L R& 431 ’ggt%l 21021 51;I9 651)9 380 0 0
L 50 426 ’ggfl?il 21CO3 51;I4 6(??9 SSO 0 0
L 52 431 rl:;g%l 21C21 51;19 629 SSO 0 0
L >4 421 gggil 21%7 51;15 6(22 SSO 0 0
L 56 426 rggﬁl 21003 51;14 6(??9 SSO 0 0
L 58 426 ggf;sl 21003 51;14 6(??9 SSO 0 0
L 10 420 753121 21003 51;14 6(??9 SSO 0 0
L 12 426 rggi%l 21C()3 51;14 6(??9 SSO 0 0
L T4 426 ggzl%l 21%3 51;14 6(??9 3SO 0 0
L 16 420 rggﬁl 210()3 51;14 6(??9 3SO 0 0
L T8 426 ggzzl 21(2)3 51;14 6(3?9 380 0 0
L vz 426 ggzzl 21(2)3 51;14 6(??9 3SO 0 0
L U4 426 13:2251 21(5)3 51;4 6(??9 3SO 0 0
L UG 426 iggfél 21(5)3 51;14 629 380 0 0
L U8 430 rl32?01 21016 51;18 651)6 380 0 0
! Vo 426 ggzaél 21(5)3 51;14 629 380 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
! V2 426 ggﬁlzl 21%3 51;14 6(3)9 3S() 0 0
! va 426 ggﬁ;al 21003 51;14 6(3)9 3S() 0 0
! V6 426 ggﬁl?}l 21(2)3 51;14 629 38() 0 0
1 ve 426 ggizl 21(2)3 51;14 6(3)9 380 0 0
S 26| e s am 6 0 0 0
L w2 426 ’ggﬁl%l 21003 51;I4 6(3)9 380 0 0
L Wi 426 ’ggfl?il 21CO3 51;I4 6(??9 SSO 0 0
L W6 426 ggi%l 21%3 51;14 6(??9 SSO 0 0
L w8 426 ggﬁsl 21%3 51;14 6(??9 SSO 0 0
L X0 426 rggﬁl 21003 51;14 6(??9 SSO 0 0
L X2 426 ggf;sl 21003 51;14 6(??9 SSO 0 0
L X4 420 753121 21003 51;14 6(??9 SSO 0 0
L X6 426 rggi%l 21C()3 51;14 6(??9 SSO 0 0
L X8 426 ggzl%l 21%3 51;14 6(??9 3SO 0 0
L Y0 420 rggﬁl 210()3 51;14 6(??9 3SO 0 0
L Y2 426 ggzzl 21(2)3 51;14 6(3?9 380 0 0
L Y4 426 ggzzl 21(2)3 51;14 6(??9 3SO 0 0
L Y6 426 13:2251 21(5)3 51;4 6(??9 3SO 0 0
L Y8 426 iggfél 21(5)3 51;14 629 380 0 0
L Z0 426 zgzaél 21(5)3 51;14 6(3)9 380 0 0
! 22 426 ggzaél 21(5)3 51;14 629 380 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
! z4 426 ggﬁlzl 21%3 51;14 6(3)9 3S() 0 0
! 26 426 ggﬁ;al 21003 51;14 6(3)9 3S() 0 0
! z8 426 ggﬁl?}l 21(2)3 51;14 629 38() 0 0
1 0A 426 ggizl 21(2)3 51;14 6(3)9 380 0 0
L o 26| e s am 6 0 0 0
L 0L 426 ’ggﬁl%l 21003 51;I4 6(3)9 380 0 0
L 0G 426 ’ggfl?il 21CO3 51;I4 6(??9 SSO 0 0
L ol 426 ggi%l 21%3 51;14 6(??9 SSO 0 0
L OK 426 ggﬁsl 21%3 51;14 6(??9 SSO 0 0
L oM 426 rggﬁl 21003 51;14 6(??9 SSO 0 0
L 00 426 ggf;sl 21003 51;14 6(??9 SSO 0 0
L 0Q 420 753121 21003 51;14 6(??9 SSO 0 0
L 03 426 rggi%l 21C()3 51;14 6(??9 SSO 0 0
L ou 426 ggzl%l 21%3 51;14 6(??9 3SO 0 0
L oW 420 rggﬁl 210()3 51;14 6(??9 3SO 0 0
L oY 426 ggzzl 21(2)3 51;14 6(3?9 380 0 0
L 1A 426 ggzzl 21(2)3 51;14 6(??9 3SO 0 0
L 1C 426 13:2251 21(5)3 51;4 6(??9 3SO 0 0
L 1 426 iggfél 21(5)3 51;14 629 380 0 0
L 1G 426 zgzaél 21(5)3 51;14 6(3)9 380 0 0
! 1K 426 ggzaél 21(5)3 51;14 629 380 0 0

Continued on next page...
$roe



Page 28

wwPDB EM Validation Summary Report

EMD-20631, 6U42

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
! IM 426 ggﬁlzl 21%3 51;14 6(3)9 3S() 0 0
! 10 426 ggﬁ;al 21003 51;14 6(3)9 3S() 0 0
! 1Q 426 ggﬁl?}l 21(2)3 51;14 629 38() 0 0
1 1S 426 ggizl 21(2)3 51;14 6(3)9 380 0 0
L1 26| e s am 6 0 0 0
L W 426 ’ggﬁl%l 21003 51;I4 6(3)9 380 0 0
L 2A 426 ’ggfl?il 21CO3 51;I4 6(??9 SSO 0 0
L 2C 426 ggi%l 21%3 51;14 6(??9 SSO 0 0
L 2K 426 ggﬁsl 21%3 51;14 6(??9 SSO 0 0
L 2G 426 rggﬁl 21003 51;14 6(??9 SSO 0 0
L 21 426 ggf;sl 21003 51;14 6(??9 SSO 0 0
L 2K 420 753121 21003 51;14 6(??9 SSO 0 0
L 2M 426 rggi%l 21C()3 51;14 6(??9 SSO 0 0
L 2Q 426 ggzl%l 21%3 51;14 6(??9 3SO 0 0
L 285 420 rggﬁl 210()3 51;14 6(??9 3SO 0 0
L 2U 426 ggzzl 21(2)3 51;14 6(3?9 380 0 0
L 2W 426 ggzzl 21(2)3 51;14 6(??9 3SO 0 0
L 2Y 426 13:2251 21(5)3 51;4 6(??9 3SO 0 0
L 3A 426 iggfél 21(5)3 51;14 629 380 0 0
L 3C 426 zgzaél 21(5)3 51;14 6(3)9 380 0 0
! 3G 426 ggzaél 21(5)3 51;14 629 380 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
! 31 426 1:;;51%1 21%3 51;14 6(3)9 3S() 0 0
! 3K 426 1?:;51%1 210()3 51;14 629 3S() 0 0
! M 426 ggi?sl 21(2)3 51;14 629 3S() 0 0
1 30 426 ggﬁl?}l 21(2)3 51;14 6(?39 3S() 0 0
L] s 26| e s am 6 0 0 0
L 35 426 ggi%l 210()3 5154 6(3)9 SSO 0 0
e Molecule 2 is a protein called Tubulin alpha.
Mol | Chain | Residues Atoms AltConf | Trace
2 2 436 ggt%l 21%6 51;15 624 281 0 0
2 4 436 ggt%l 21(?36 51;15 624 281 0 0
2 6 436 rl:’:gg?sl 21%6 51;15 624 281 0 0
2 8 436 rggt%l 21(;36 51;15 651)4 281 0 0
2| A0 86| g 21036 s 651)4 ) 0 0
2| A2 86|t ons 55 ou o1 ¥ ¥
2| M 86|t ous 55 ou 21 ¥ ¥
2| A8 27| s s 620 21 ¥ 0
2| B 27| s e 620 21 0 ¥
2| B2 27| i s 620 21 0 0
2 B4 421 gggl 21003 51(\;5 6(2)9 281 0 0
2 B7 421 rggtlzl 21003 51(\515 6(2)9 281 0 0
2 B9 421 rggizl 21%3 5215 6(2)9 281 0 0
Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
2 Cl1 427 gg t1a8l 2 1%3 51(\315 629 281 0 0
2 5 436 TB‘(;;ZI 21C36 51;15 624 281 0 0
2 7 436 gg;%l 21(?36 51;15 624 281 0 0
2 <9 427 ggtlzl 21(2)3 512515 6(2)9 281 0 0
2 bl 427 gg tlaSI 2 1%3 5125 6(2)9 281 0 0
2| D3 25| oioe ss 631 21 ¥ ¥
21 D 27|y s s 620 21 0 ¥
2| D7 25| oios ses 631 21 0 ¥
2| Hl 25| oios ses s 21 ¥ 0
2| B3 27| s s 620 21 0 0
2| B 27| i s 620 21 ¥ 0
2 k7 428 gg;zl 21C()6 516\316 6(??1 281 0 0
2 E9 421 ggizl 21C()3 51(\;5 6(2)9 281 0 0
2 kil 421 ggizl 21%3 5125 6C2)9 281 0 0
2 k3 421 rggizl 21003 5125 6(2)9 281 0 0
2 k5 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 b 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 k9 436 rgg;?)‘l 21(?’)6 5§5 6(24 281 0 0
2 Gl 436 ggt%l 21(?’)6 51;15 651)4 281 0 0
2 G3 436 ggt;él 21(?’)6 51;15 651)4 281 0 0
2 G5 427 ggtlaél 21%3 5125 6(2)9 281 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 G 427 ggtlaé%l 21C(j)3 51(\315 629 281 0 0
2 G9 427 TB‘gtlzl 21C()3 51(\515 629 281 0 0
2 Hi 427 riI%‘gtlaSI 21(2)3 516\;5 629 281 0 0
2 H3 427 ggtlzl 21(2)3 512515 6(2)9 281 0 0
2 HS 427 ggtlaSI 21(2)3 5125 6(2)9 281 0 0
2| W7 27| s s 60 21 ¥ ¥
2| W 27|y s s 620 21 0 ¥
2| 1 27| s s 620 21 0 ¥
2| B 27| s s 620 21 ¥ 0
21 B 27| s s 620 21 0 0
2| 2 | g o ser e o ¥ 0
2 19 428 gg;zl 21C()6 516\316 6(??1 281 0 0
2 I 421 ggizl 21C()3 51(\;5 6(2)9 281 0 0
2 I3 428 gg;%l 21%7 5126 622 281 0 0
2 J5 437 gg;zl 21041 51;16 6(27 281 0 0
2 7 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 79 437 rggg‘;l 21(311 5§6 6(27 281 0 0
2 K1 427 rggtlaégl 21(5)3 5125 6(2)9 281 0 0
2 K3 427 ggtlaél 21(5)3 5125 6(2)9 281 0 0
2 K3 427 ggtlaél 21(3)3 51(\5]5 6(2)9 281 0 0
2 K7 427 ggtlaél 21%3 5125 6(2)9 281 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 K9 421 ggtla; 21C(j)3 51(\515 629 281 0 0
2 L1 421 ggtlzl 21003 51;5]5 629 281 0 0
2 L3 421 ggtlaSI 21(2)3 5125 629 281 0 0
2 L5 421 gg;zl 21(2)3 512515 6(2)9 281 0 0
2 L7 421 131(:;;&81 21%3 5125 6(2)9 281 0 0
2| 19 27| s s 60 21 ¥ ¥
2| M 27|y s s 620 21 0 ¥
2| M3 86|t ous 55 ou o1 0 ¥
2| M5 27| s s 620 21 ¥ 0
2| M7 86|t ous 55 ou 21 0 0
2| M9 BT | e o s s1r o1 ¥ 0
2 N1 428 rgggzl 21CO6 51(\516 6(??1 281 0 0
2 N3 421 ggizl 21C()3 51(\;5 6(2)9 281 0 0
2 N9 421 rggizl 21%3 52]5 6(2)9 281 0 0
2 NT 421 rggﬁl 21003 52]5 6(2)9 281 0 0
2 N9 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 Ol 421 ggtlzl 21(2)3 5125 6(2)9 281 0 0
2 03 421 ggtlaé%l 21(5)3 5125 6(2)9 281 0 0
2 05 421 rggtlaél 21(5)3 5125 6(2)9 281 0 0
2 o7 431 1?:251&01 21014 51;5]9 6(3)6 281 0 0
2 09 421 ggtlaél 21%3 51;5]5 6(2)9 281 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
2 P3 427 ggtlzl 21C(j)3 516\315 629 281 0 0
2 P5 436 gg;%l 21C36 51;15 624 281 0 0
2 P 427 ggtlaSI 21(2)3 516\;5 629 281 0 0
2 P9 436 gg;%l 21(;56 51;15 651)4 281 0 0
2 Q1 427 gg;zl 21%3 5125 6(2)9 281 0 0
2] 27| s s 60 21 ¥ ¥
2] @ 27|y s s 620 21 0 ¥
2 27| s s 620 21 0 ¥
2| R 27| s s 620 21 ¥ 0
2| R 25| oo see 632 21 0 0
2| B 86|yt on s su o1 ¥ 0
2 R7 421 ggizl 21C03 516\315 6(2)9 281 0 0
2 R9 436 gg;%l 21C36 51;15 6(24 281 0 0
2 51 429 gg g?’)l 2 1Cl 1 5127 624 281 0 0
2 55 421 gg;zl 21003 5125 6(2)9 281 0 0
2 57 436 rggt?%l 21(?36 51;15 6(24 281 0 0
2 59 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 Tl 427 rggtlaé; 21%3 5125 6(2)9 281 0 0
2 T3 427 ggtlaél 21(5)3 5125 6(2)9 281 0 0
2 19 427 ggtlaél 21(3)3 51(\5]5 6(2)9 281 0 0
2 17 427 ggtlaél 21%3 5125 6(2)9 281 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
2 Ul 427 ggtlaé%l 21C(j)3 51(\315 629 281 0 0
2 U3 427 TB‘gtlzl 21C()3 51(\515 629 281 0 0
2 Us 427 riI%‘gtlaSI 21(2)3 516\;5 629 281 0 0
2 ur 427 ggtlzl 21(2)3 512515 6(2)9 281 0 0
2 U9 427 ggtlaSI 21(2)3 5125 6(2)9 281 0 0
2| Vi 27| s s 60 21 ¥ ¥
21V 27|y s s 620 21 0 ¥
2| VT 27| s s 620 21 0 ¥
21V 27| s s 620 21 ¥ 0
2| Wi 27| s s 620 21 0 0
2| W3 27| i s 620 21 ¥ 0
2 W5 421 ggif;l 21C()3 516\315 6(2)9 281 0 0
2 Wi 421 ggizl 21C()3 51(\;5 6(2)9 281 0 0
2 W9 421 ggizl 21%3 5125 6C2)9 281 0 0
2 X3 421 rggizl 21003 5125 6(2)9 281 0 0
2 X5 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 X7 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 X9 427 rggtlaégl 21(5)3 5125 6(2)9 281 0 0
2 Yl 427 ggtlaél 21(5)3 5125 6(2)9 281 0 0
2 Y3 427 ggtlaél 21(3)3 51(\5]5 6(2)9 281 0 0
2 Y5 427 ggtlaél 21%3 5125 6(2)9 281 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
2 Y9 427 ggtlaé%l 21C(j)3 51(\315 629 281 0 0
2 Z1 427 TB‘gtlzl 21C()3 51(\515 629 281 0 0
2 z3 427 riI%‘gtlaSI 21(2)3 516\;5 629 281 0 0
2 & 427 ggtlzl 21(2)3 512515 6(2)9 281 0 0
2 2 427 ggtlaSI 21(2)3 5125 6(2)9 281 0 0
2| B 27| s s 60 21 ¥ ¥
2| 0B 27|y s s 620 21 0 ¥
2| OF 27| s s 620 21 0 ¥
2| OH 27| s s 620 21 ¥ 0
2| o 27| s s 620 21 0 0
2| O 27| i s 620 21 ¥ 0
2 ON 421 ggif;l 21C()3 516\315 6(2)9 281 0 0
2 op 421 ggizl 21C()3 51(\;5 6(2)9 281 0 0
2 OR 421 ggizl 21%3 5125 6C2)9 281 0 0
2 oV 421 rggizl 21003 5125 6(2)9 281 0 0
2 0x 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 0z 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 1B 427 rggtlaégl 21(5)3 5125 6(2)9 281 0 0
2 1D 427 ggtlaél 21(5)3 5125 6(2)9 281 0 0
2 LF 427 ggtlaél 21(3)3 51(\5]5 6(2)9 281 0 0
2 1 427 ggtlaél 21%3 5125 6(2)9 281 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
2 1L 427 ggtlaé%l 21C(j)3 51(\315 629 281 0 0
2 IN 427 TB‘gtlzl 21C()3 51(\515 629 281 0 0
2 1P 427 riI%‘gtlaSI 21(2)3 516\;5 629 281 0 0
2 IR 427 ggtlzl 21(2)3 512515 6(2)9 281 0 0
2 1T 427 ggtlaSI 21(2)3 5125 6(2)9 281 0 0
2 W 27| s s 60 21 ¥ ¥
2| X 27|y s s 620 21 0 ¥
2| 12 27| s s 620 21 0 ¥
2| B 27| s s 620 21 ¥ 0
21 27| s s 620 21 0 0
2| 27| i s 620 21 ¥ 0
2 2H 421 ggif;l 21C()3 516\315 6(2)9 281 0 0
2 2J 421 ggizl 21C()3 51(\;5 6(2)9 281 0 0
2 2L 421 ggizl 21%3 5125 6C2)9 281 0 0
2 2N 421 rggizl 21003 5125 6(2)9 281 0 0
2 2P 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 2R 421 rggizl 21(2)3 5125 6(2)9 281 0 0
2 2T 427 rggtlaégl 21(5)3 5125 6(2)9 281 0 0
2 2V 427 ggtlaél 21(5)3 5125 6(2)9 281 0 0
2 2X 437 gg;a; 21(311 51;16 651)7 281 0 0
2 27 427 ggtlaél 21%3 5125 6(2)9 281 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
2 3B 437 gggl 2120 51;16 626 281 0 0
2 3D 421 ggtlzl 21CO3 51(\3]5 629 281 0 0
2 3K 421 rl?:gtlaSI 21(2)3 5125 629 281 0 0
2 sH 421 gg;zl 21%3 512515 6(2)9 281 0 0
2 3J 421 ggiaSI 21%3 5125 6(2)9 281 0 0
2| sk 27| s a6 0 21 ; 0
2| N 27| s a6 0 o1 ; 0
2| 3 27| s a6 0 21 ; 0
2| SR BT ot st o o1 0 0
2 3 27| s a6 0 21 0 0
e Molecule 3 is a protein called PACRG.

Mol | Chain | Residues Atoms AltConf | Trace
3 3V 291 ’gg;?; 14091 41(\)Il 4(2)8 S 0 0
s 3R 297 gg;zl 14091 41(\)Il 4(2)8 S 0 0
s 32 297 ggtzzl 143)1 41(\)I1 4(2)8 S 0 0
s 4B 297 ggt;;l 15)1 41(\)Il 4(2)8 S 0 0
3 4H 291 gg;zl 14C91 41(\)Il 4(2)8 g 0 0
3 4] 204 quggl 10060 2211 2(;6 2 0 0
e Molecule 4 is a protein called FAP20.

grDe
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Mol | Chain | Residues Atoms AltConf | Trace
4 W 184 llﬂgtla:’)l 9(731 2124 2?3 ? 0 0
4 3Y 184 ?gtla; 9(731 21;5]4 2(7)3 g 0 0
4 1A 184 ?gtla; 9?1 22]4 2C7)3 g 0 0
4 40 184 ?gtla; 9?1 21(\314 2(7)3 ? 0 0
4 Ak 184 ?gtla; 9C7?1 21(\314 2(7)3 g 0 0
4 4G 184 ?gtla; 9(711 21(\314 2(7)3 g 0 0
4 4l 184 ?gtlzl 9C731 21(\314 2(7)3 3 0 0
e Molecule 5 is a protein called FAP53.

Mol | Chain | Residues Atoms AltConf | Trace
g AL 238 ?g t;il 1 1%4 31(\516 3;)1 1SO 0 0
g M 316 g(()it;;l 15089 51114 583 186 0 0
e Molecule 6 is a protein called FAP127.

Mol | Chain | Residues Atoms AltConf | Trace
oW | s | 0 |
0 40 478 ggtgaél 243)7 71;18 781 189 0 0
0 4P 194 1;22381 9(516 31113 3?5 ASL 0 0
e Molecule 7 is a protein called RIB43a.

Mol | Chain | Residues Atoms AltConf | Trace
Tl e ey | 0|
7 4R 366 ggtSaQI 1519 5121 5(229 1S3 0 0
T | S s nm o | o

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
7 4t 194 f??il 921 21Sj5 3%)7 181 0 0
7 U 283 gg;zl 13(5)2 41;13 4%5)1 S 0 0
e Molecule 8 is a protein called FAP112.

Mol | Chain | Residues Atoms AltConf | Trace
S W 8 | G e e am g | 0|
8 AW 353 g(;g%l 16319 51212 5(3)8 181 0 0
s x| » | s mm s | 0|
e Molecule 9 is a protein called FAP210.

Mol | Chain | Residues Atoms AltConf | Trace
9 4 126 ?8811 6(235 116\3]7 1;)9 § 0 0
9 47 389 1;;?81 1555)8 61;I7 6(1)5 2 0 0

e Molecule 10 is a protein called FAP45.

Mol | Chain | Residues Atoms AltConf | Trace
10 SA 228 1113821 11054 312517 3(;2 S 0 0
10 oB 249 rggt?il 12057 31:9]1 4(1)() 1S6 0 0
10 5C 370 g(igzl 12%1 51:9]7 684 281 0 0
10 oD 106 rl;)OOt ?l 532 11?6 1(7)4 S 0 0

e Molecule 11 is a protein called RIB30.

Mol | Chain | Residues Atoms AltConf | Trace

1 oL 258 118;?1 1;215 SI;IQ 3(830 ZSL 0 0

e Molecule 12 is a protein called FAP363.
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Mol | Chain | Residues Atoms AltConf | Trace
12 oF 381 582861 1521 51;0 5(6)9 1SO 0 0
12 oG 141 ?it;?)l 7(111 21813 2(86 2 0 0
IREEE T T HIERE

e Molecule 13 is a protein called FAP126.

Mol | Chain | Residues Atoms AltConf | Trace
13 oH 135 rfgg;l 6?4 112\)10 2(52 § 0 0
13 ol 135 ?82)1 6(734 1130 2(82 § 0 0
13 5] 135 ?8?91 6(734 112\)10 282 § 0 0
13 oK 135 ?8?91 6(714 115\910 282 2 0 0

e Molecule 14 is a protein called FAP52.

Mol | Chain | Residues Atoms AltConf | Trace
14 oL 626 Z(;g;l 29(392 81;17 9(1)2 286 0 0
14 M 626 Z(;gé;l 29%2 81;7 9?2 286 0 0
14 N 626 Z?gil 29(5392 8157 9(1)2 286 0 0

e Molecule 15 is a protein called FAP67.

Mol | Chain | Residues Atoms AltConf | Trace
15 50 376 rggg;l 1562 51(\)13 5(27 1S5 0 0
15 op 376 rgg;l 18062 51(\)13 5(27 1S5 0 0

e Molecule 16 is a protein called FAPS85.

Mol | Chain | Residues Atoms AltConf | Trace

16 Q 191 quggl 9((;1 2127 283 g 0 0
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e Molecule 17 is a protein called FAP106.

Mol | Chain | Residues Atoms AltConf
AN T TR

17 55 199 r‘1th7a21 9?9 2131 228 ZSL 0 0
17| ot 195 | 1oy ot a0 25 4 0 0
17| U 199 | 12 o0 a1 o8 4 0 0
v |0 | s e o | 0|0

e Molecule 18 is a protein called FAP115.

Mol | Chain | Residues Atoms AltConf | Trace
18 X 221 rl;(;gzl 11053 31(\)IZ 3(-;() 2 0 0
18 oY 221 ilrgg?’)l 11053 31(\)IZ 3(?30 2 0 0
181 52 e B R 0 U
18| 6A I 0 0
18 6B N I 0 0
18 | 6C N 0 0
18 6D 21| o 1 e a0 s 0 0
e Molecule 19 is a protein called FAP143.

Mol | Chain | Residues Atoms AltConf | Trace
19 Ok 259 r‘1F(S;t5a21 12%8 311\115 380 S 0 0
e Molecule 20 is a protein called FAP161.

Mol | Chain | Residues Atoms AltConf | Trace
20 OF 394 ggg%l 1552 51118 526 1S4 0 0
e Molecule 21 is a protein called FAP166.
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Mol | Chain | Residues Atoms AltConf | Trace
21 6G 183 ?Z;aol 8;31 215\}1 229 g 0 0
21 OH 193 ?Zga?)l 9§7 21;5]5 2(;2 S 0 0

e Molecule 22 is a protein called FAP252.

Mol | Chain | Residues Atoms AltConf | Trace
22 o1 329 rg(gii&;l 1(?60 4122 5(81 184 0 0
22 6J 329 rg(()iig;l 1(?60 4122 581 184 0 0
22 0K 329 g‘gié;l 1(%0 4122 581 184 0 0
22 OL 329 g(()itla%l 1(%0 4122 581 1S4 0 0
22 oM 329 g‘gtla%l 1(%0 4122 581 1S4 0 0
22 ON 329 ggtf;l 16%0 4122 581 1S4 0 0
22 60 329 TQ‘(()itlz;l 1(%0 4112 581 1S4 0 0
22 6P 291 ggz%l 14899 3159 4?4 1S4 0 0

e Molecule 23 is a protein called FAP276.

Mol | Chain | Residues Atoms AltConf | Trace
28 6Q 5 ‘1 431 130 127 3 0 0
23 OR 85 rl;509t Z 1 4;]4 11;)10 1(2)7 § 0 0
23 65 85 T609t Z 1 4§4 11;)]0 1(2)7 2 0 0

e Molecule 24 is a protein called RIB72.

Mol | Chain | Residues Atoms AltConf | Trace
24 6T o64 Zgg%l 29028 71;2 8(5)4 1S6 0 0
24 U 569 Z(égl 29(319 71:9]8 8C6)O 186 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
24 oV 561 Zgg;l 29015 712\319 829 1S6 0 0
24 oW 566 Zgg?il 29?38 715\915 8?7 1S6 0 0
24 0X 569 ZZ’?SI 29C54 71;19 822 1S6 0 0
24 oY 062 Z‘;%l 29023 71;1 851)9 1S6 0 0
24 62 o63 Zgg? 29025 71;11 8(5)3 186 0 0
24| A 189 18 o6 27 o 3 0 0

e Molecule 25 is a protein called FAP141.

Mol | Chain | Residues Atoms AltConf | Trace

5| 1 | 98| N s ot 2| 0|0
e Molecule 26 is a protein called FAP222.

Mol | Chain | Residues Atoms AltConf | Trace
26 [ 132 ?gtlafil 6;37 115\3]3 129 s 0 0
26 [ 132 ?83?51 637 115\313 153)9 g 0 0
26 ¥ 132 ?83%1 6§7 116\313 129 g 0 0

e Molecule 27 is a protein called FAP95.

Mol | Chain | Residues Atoms AltConf | Trace

27 G 224 ???81 1(%3 31(\)15 3(??6 ZSL 0 0
e Molecule 28 is a protein called FAP182.

Mol | Chain | Residues Atoms AltConf | Trace
28 H 138 111851?31 6(531 115\;4 186 § 0 0
28 [RS 138 11182%1 6(5]1 115\;4 186 § 0 0
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e Molecule 29 is a protein called FAP129.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 i 228 1716 1065 311 334 6 0 0
Total C N O S
29 7] 362 2741 1691 505 535 10 0 0
e Molecule 30 is a protein called FAP21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 K 423 3276 2026 620 625 5 0 0
Total C N O S
30 7L 176 1333 819 254 257 3 0 0
e Molecule 31 is a protein called FAP273.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 ™ 85 662 411 123 125 3 0 0
Total C N O S
31 N 126 977 607 179 186 5 0 0
e Molecule 32 is a protein called FAP107.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
32 70 59 443 270 81 92 0 0
Total C N O S
32 P 182 1398 865 257 273 3 0 0
e Molecule 33 is a protein called RIB21.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
33 Q L 567 352 98 117 0 0
e Molecule 34 is a protein called DC1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
34 R 195 1619 988 308 317 6 0 0

Continued on next page...



Page 45

wwPDB EM Validation Summary Report

EMD-20631, 6U42

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace

34 7S 160 ?gﬁf;l 8(118 21(\510 2((?3 2 0 0
e Molecule 35 is a protein called DC2.

Mol | Chain | Residues Atoms AltConf | Trace
35 it 213 1;(;?3&81 10%8 3156 3(3)5 S 0 0
35 v 181 ?Zt%l 9%34 21;18 2;)5 S 0 0

e Molecule 36 is a protein called DC3.

Mol | Chain | Residues Atoms AltConf | Trace
36 A 89 1;);; 1 4?7 11;13 1(530 § 0 0
36 w 89 T7O3t§ 1 4?7 11;13 1(5)0 § 0 0

e Molecule 37 is a protein called FAPG6S.

Mol | Chain | Residues Atoms AltConf | Trace

37 [ 241 1113167?{1 12021 31;12 3(730 g 0 0
e Molecule 38 is a protein called FAP90.

Mol | Chain | Residues Atoms AltConf | Trace
38 8A 207 qugg;l 1(?58 31(\)15 3(2)2 2 0 0
38 | 88 2 s an s 0 0
38 8C 213 111(;?81 10C7 8 31111 3(??2 ? 0 0
38 8D 157 ?gﬁl 830 21§6 2(530 g 0 0

e Molecule 39 is GUANOSINE-5’-DIPHOSPHATE (three-letter code: GDP) (formula:
C10H15N5011P3).
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GDP
o
o e
T VG
S L D
HZN_."' "'::'N T \ .
ey (OH
I
o
oo
‘Ho o
Oon
- ~0
S
° oy
e
Mol | Chain | Residues Atoms AltConf
Total C N O P
39 2 1 28 10 5 11 2 0
Total C N O P
39 3 1 28 10 5 11 2 0
Total C N O P
39 g 1 28 10 5 11 2 0
Total C N O P
39 ) 1 28 10 5 11 2 0
Total C N O P
39 ) 1 28 10 5 11 2 0
Total C N O P
39 Al 1 28 10 5 11 2 0
Total C N O P
39 A3 1 28 10 5 11 2 0
Total C N O P
39 A5 1 28 10 5 11 2 0
Total C N O P
39 A7 1 28 10 5 11 2 0
Total C N O P
39 A9 1 28 10 5 11 2 0
Total C N O P
39 Bl 1 28 10 5 11 2 0
Total C N O P
39 B3 I 28 10 5 11 2 0
Total C N O P
39 B5 I 28 10 5 11 2 0
Total C N O P
39 B8 1 28 10 5 11 2 0

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

Mol | Chain | Residues Atoms AltConf
39 | Co 1 ol b2 B0 0
RN
RN IR
39 | C6 1 ol b2 B0 0
e | 1 LYot
AN
RN IR
RN
IEIEEE IR
IEIEE IR
NN
IR
IEIEEE IR
o m | 1 [ CYor]
w | o W ONOT
RN
RN IR
o w1 oot
o w1 oyt
o @ | oot
IR AR

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

Mol | Chain | Residues Atoms AltConf
» o | 1 [T
39 | G6 1 ol b2 B ) 0
39 | Gs 1 ol b2 B ) 0
IEAEELE S
o w1 LYot
w1 WY oT
IR
IR
RN
IR
IR
IR
RN
oW o [etor]
IR S
IEEEEE SR
o | 1 [ 0T
RN
KRN
RN
39 | L 1 ol b2 B ) 0

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

Mol | Chain | Residues Atoms AltConf
e | 1 oot
IR
39 | L6 1 ol b2 B ) 0
39 | Mo 1 ol b2 B0 0
o w1 LY or
s w1 YT
o w | WY oT
o w | YT
RN
TN
TN
IEIEEE IR
oo | 1 WY oT
w o | 1 [ eTor]
w o | o W CNOT
RN IR
IR IR
| oot
o w1 oot
o w1 oot
AN

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

Mol | Chain | Residues Atoms AltConf
2@ | 1 oot
RN IR
» e | oot
AN IR
IEEEEE S
RN
RN
RN
RN
IEEEEE SR
RN
IEEEEE SR
IEEEEE SR
| o oy or
w1 W CNOT
s m | 1 [yt
RN
o w1 oyt
RN
o w1 [ oot
o 0| oot

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

Mol | Chain | Residues Atoms AltConf
39 | UG 1 Tg;al 1% g ﬁg 0
39 | U8 1 Tg;al 1% 1; ﬁg 0
39 | Vo | ng‘“ 1% E ﬁg 0
I
IS S
IEIEEL -SRI
IEIEEE -SRI
b lw et
LS R
e et
ol et
b lw et
IEIEEL SR
IEINEE B
IEIEEE A
N
N I
I N
N
I
o e e

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

Mol | Chain | Residues Atoms AltConf
39 | Y8 1 ol b2 B0 0
39 | 70 1 ol b2 B ) 0
IAEELE ST
IAEELE S
o w | 1 LYot
IRIEEE IR
I
w1 N
IR
IR
w0 e oT
IR
oo | WY oT
w0 1 [ eTor]
w1 Yo
RN
s w | 1 [ o]
AL
o | [ 0T
RSN
39 | 1C 1 ngﬂ 100 1; 85 0

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

Mol | Chain | Residues Atoms AltConf
w1 [ CoNOT]
39 | 16 1 ol b2 B ) 0
RN
IR
w0 | 1 [Ty oT
IR
s 1 W eNoT
w w1 [N oT
w1 YT
NN
IR
w1 WY oT
AN
IEEEEE S S
IR T
| L oot
RN
RN
W | L [ oyt
o w1 oot
AR

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

Mol | Chain | Residues Atoms AltConf
w1 [ oNoT]
39 | 3C 1 ol b2 B ) 0
39 | 3G 1 ol b2 B ) 0
RN IR
o w | 1 LY or
IR
NN
| oY oT
RN

e Molecule 40 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms AltConf

10 9 1 Total Mg 0
1 1

A0 4 1 Total Mg 0
1 1

A0 6 1 Total Mg 0
1 1

m 3 1 Total Mg 0
1 1

40 | A0 1 Total - Mg 0
1 1

40 | A2 1 Total -~ Mg 0
1 1

40 | A4 1 Total -~ Mg 0
1 1

40 | A8 1 Total - Me 0
1 1

40 | Bo 1 Total - Mg 0
1 1

40 | B2 1 Toltal N{g 0

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

Mol | Chain | Residues Atoms AltConf

A0 B4 1 Total Mg 0
1 1

m B7 1 Total Mg 0
1 1

10 B9 1 Total Mg 0
1 1

m o1 1 Total Mg 0
1 1

m o5 1 Total Mg 0
1 1

m o7 1 Total Mg 0
1 1

m 9 1 Total Mg 0
1 1

40 D1 1 Total Mg 0
1 1

40 D3 1 Total Mg 0
1 1

40 D5 1 Total Mg 0
1 1

m D7 1 Total Mg 0
1 1

m Bl 1 Total Mg 0
1 1

40 B3 1 Total Mg 0
1 1

40 55 1 Total Mg 0
1 1

40 57 1 Total Mg 0
1 1

40 B9 1 Total Mg 0
1 1

40 o 1 Total Mg 0
1 1

40 73 1 Total Mg 0
1 1

40 o 1 Total Mg 0
1 1

40 o 1 Total Mg 0
1 1

10 | F9 | Toltal hgg 0

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

Mol | Chain | Residues Atoms AltConf

A0 a1 1 Total Mg 0
1 1

m a3 1 Total Mg 0
1 1

10 a5 1 Total Mg 0
1 1

m a7 1 Total Mg 0
1 1

m Q9 1 Total Mg 0
1 1

m o 1 Total Mg 0
1 1

m H3 1 Total Mg 0
1 1

40 H5 1 Total Mg 0
1 1

40 HSs 1 Total Mg 0
1 1

40 H9 1 Total Mg 0
1 1

m I 1 Total Mg 0
1 1

m I3 1 Total Mg 0
1 1

40 I5 1 Total Mg 0
1 1

40 I7 1 Total Mg 0
1 1

40 19 1 Total Mg 0
1 1

40 11 1 Total Mg 0
1 1

40 4 1 Total Mg 0
1 1

40 35 1 Total Mg 0
1 1

40 37 1 Total Mg 0
1 1

40 79 1 Total Mg 0
1 1

40 | K1 1 Toltal l\gg 0

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

Mol | Chain | Residues Atoms AltConf

A0 K3 1 Total Mg 0
1 1

m K5 1 Total Mg 0
1 1

10 K7 1 Total Mg 0
1 1

m K9 1 Total Mg 0
1 1

m L1 1 Total Mg 0
1 1

m 13 1 Total Mg 0
1 1

m L5 1 Total Mg 0
1 1

40 L7 1 Total Mg 0
1 1

40 L9 1 Total Mg 0
1 1

40 M1 1 Total Mg 0
1 1

m M3 1 Total Mg 0
1 1

m M5 1 Total Mg 0
1 1

40 M7 1 Total Mg 0
1 1

40 M9 1 Total Mg 0
1 1

40 N1 1 Total Mg 0
1 1

40 N3 1 Total Mg 0
1 1

40 NG 1 Total Mg 0
1 1

40 N7 1 Total Mg 0
1 1

40 00 1 Total Mg 0
1 1

40 o1 1 Total Mg 0
1 1

10 | 03 | Toltal hgg 0

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

Mol | Chain | Residues Atoms AltConf

0 | 05 | Total - Mg 0
11

10 | 08 | Total -~ Mg 0
11

10 | 09 | Total -~ Mg 0
11

40 | P4 1 Total -~ Mg 0
11

40 | P6 1 Total -~ Mg 0
11

40 | P 1 Total - Me 0
11

40 | P9 1 Total - Mg 0
11

40 Q1 1 Total Mg 0
11

40 Q3 1 Total Mg 0
11

40 Q5 1 Total Mg 0
11

m Q9 1 Total Mg 0
11

40 | RI1 1 Total - Mg 0
11

40 | R3 1 Total - Mg 0
11

40 | R6 1 Total - Mg 0
11

10 | R7 | Total Mg 0
11

40 | R9 1 Total Mg 0
11

40 | s1 1 Total - Mg 0
11

40 | S5 1 Total Mg 0
11

40 | s7 1 Total - Mg 0
11

40 | 9 1 Total - Mg 0
11

40 | TI1 1 Tolta‘l l\gg 0

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

Mol | Chain | Residues Atoms AltConf

A0 T3 1 Total Mg 0
1 1

m T 1 Total Mg 0
1 1

10 T7 1 Total Mg 0
1 1

m Ul 1 Total Mg 0
1 1

m U3 1 Total Mg 0
1 1

m Us 1 Total Mg 0
1 1

m U7 1 Total Mg 0
1 1

40 U9 1 Total Mg 0
1 1

40 Vo 1 Total Mg 0
1 1

40 V3 1 Total Mg 0
1 1

m V7 1 Total Mg 0
1 1

40 | V9 1 Total - Mg 0
1 1

40 | W2 1 Toltal N{g 0

40 | W3 1 Toltal l\gg 0

40 | W5 1 Toltal l\gg 0

40 | Ws 1 Toltal l\gg 0

40 | W9 1 Toltal l\gg 0

40 | X3 1 Total Mg 0
1 1

40 | X5 1 Total - Mg 0
1 1

40 | X7 1 Total - Mg 0
1 1

10 | X9 | Toltal hgg 0

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

Mol | Chain | Residues Atoms AltConf

A0 V1 1 Total Mg 0
1 1

m V3 1 Total Mg 0
1 1

10 V5 1 Total Mg 0
1 1

m Y9 1 Total Mg 0
1 1

m 79 1 Total Mg 0
1 1

m 73 1 Total Mg 0
1 1

m 75 1 Total Mg 0
1 1

40 77 1 Total Mg 0
1 1

40 0A 1 Total Mg 0
1 1

40 0B 1 Total Mg 0
1 1

m OF 1 Total Mg 0
1 1

m Ol 1 Total Mg 0
1 1

40 0J 1 Total Mg 0
1 1

40 oL 1 Total Mg 0
1 1

40 ON 1 Total Mg 0
1 1

40 0P 1 Total Mg 0
1 1

40 R 1 Total Mg 0
1 1

40 | ow 1 Toltal l\gg 0

40 | oX 1 Total - Mg 0
1 1

40 1A 1 Total Mg 0
1 1

10 | 1B | Toltal hgg 0

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

Mol | Chain | Residues Atoms AltConf

0 | 1D | Total - Mg 0
11

40 | 1F 1 Total -~ Mg 0
11

40 | 1| 1 Total -~ Mg 0
11

40 | 1L 1 Total -~ Mg 0
11

40 | IN 1 Total -~ Mg 0
11

40 | 1P 1 Total - Me 0
11

0 | 1R 1 Total - Mg 0
11

40 | 1T 1 Total - Mg 0
11

40 | 1v 1 Total - Mg 0
11

40 | 1x 1 Total - Mg 0
11

40 | 17 1 Total - Mg 0
11

40 | 2B 1 Total - Mg 0
11

40 | 2D 1 Total - Mg 0
11

40 | 9F 1 Total - Mg 0
11

40 | oH 1 Total Mg 0
11

40 | 23 1 Total Mg 0
11

40 | oL 1 Total - Mg 0
11

40 | 9N 1 Total Mg 0
11

40 | 2P 1 Total - Mg 0
11

40 | 2R 1 Total - Mg 0
11

40 | 9T 1 Tolta‘l l\gg 0

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

Mol | Chain | Residues Atoms AltConf

10 | 2v | Total - Mg 0
1 1

m X 1 Total Mg 0
1 1

10 97 1 Total Mg 0
1 1

m 3B 1 Total Mg 0
1 1

m D 1 Total Mg 0
1 1

m e 1 Total Mg 0
1 1

m Bt 1 Total Mg 0
1 1

40 3K 1 Total Mg 0
1 1

40 a, 1 Total Mg 0
1 1

40 aN 1 Total Mg 0
1 1

m ap 1 Total Mg 0
1 1

m SR 1 Total Mg 0
1 1

40 | 3T 1 Toltal N{g 0

e Molecule 41 is GUANOSINE-5-TRIPHOSPHATE (three-letter code: GTP) (formula:
C10H16N5014P3).
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GTP
e
HN 25 | .
ke
OH
Oom
R
e :
"o
2
Mol | Chain | Residues Atoms AltConf
Total C N O P
4l 3 1 32 10 5 14 3 0
Total C N O P
4l 4 1 32 10 5 14 3 0
Total C N O P
4l 7 1 32 10 5 14 3 0
Total C N O P
41 8 1 32 10 5 14 3 0
Total C N O P
4l Al 1 32 10 5 14 3 0
Total C N O P
4l A2 1 32 10 5 14 3 0
Total C N O P
41 Ad 1 32 10 5 14 3 0
Total C N O P
41 A9 1 32 10 5 14 3 0
Total C N O P
41 B0 1 32 10 5 14 3 0
Total C N O P
41 B2 1 32 10 5 14 3 0
Total C N O P
41 B5 1 32 10 5 14 3 0
Total C N O P
41 B7 I 32 10 5 14 3 0
Total C N O P
41 Co I 32 10 5 14 3 0
Total C N O P
41 Cl 1 32 10 5 14 3 0

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

Mol | Chain | Residues Atoms AltConf
41 | C5 1 Tg;al 1% 1; 1(1 5 0
41 | C8 1 Tg;al 1% 1; 12 g 0
| | T‘;g‘“ 1% E 1(31 5 0
41 | DI 1 Tg;al 1% E 1(31 5 0
41 | D3 1 Tg;al 1% g 81 5 0
41 | D5 1 Tg;al 1% 1; 81 5 0
41 | D7 1 Tg;al 1% 1; 31 g 0
wlm [ o [ over
lm [ o oY er
41 | E6 1 Tgt;‘l 1% 1;1 104 g 0
41 | ES 1 Tgtzal 1% 1;1 104 5 0
41 | Fo 1 Tgtzal 1% 1;1 81 5 0
w [ oYt
41 | F3 1 Tg;al 1% 1; 81 E 0
41 | F5 1 ngal 1% 1; 1?1 1; 0
41 | FS 1 Tg;al 1% 15\} 81 1; 0
41 | Qo 1 T‘;gal 1% 1; 81 1; 0
e | 4 oyt
wla | 4 [yt
41 | G5 1 Tgt;‘“l 100 1; 1(1 1; 0
41 | ar 1 Tgt;l 100 1; 81 1; 0

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

Mol | Chain | Residues Atoms AltConf
41 | Q9 1 Tg;al 1% 1; 1(1 5 0
41 | H2 1 Tg;al 1% 1; 12 g 0
41 | H3 1 Tg;al 1% g 12 g 0
41 | H6 1 Tg;al 1% E 1(31 5 0
41 | H8 1 Tg;al 1% g 81 5 0
41 10 1 Tg;al 1% 1; 81 5 0
[ n [ YT
[ oYt
41 15 1 Tg;al 1% 1; 81 g 0
41 I8 1 Tgt;‘l 1% 1;1 104 g 0
41 JO 1 Tgtzal 1% 1;1 104 5 0
[ m | [ ever
lw [ oYt
41 J6 1 Tg;al 1% 1; 81 E 0
41 J8 1 ngal 1% 1; 1?1 1; 0
41 | Ko 1 Tg;al 1% 15\} 81 1; 0
Wlw | o mey ety
w4 [meyeTy
41 | K6 1 Tgt;‘l 1C0 1; ﬁ 1; 0
41 | K7 1 Tgt;‘“l 100 1; 1(1 1; 0
41 | K9 1 Tgt;l 100 1; 81 1; 0

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

Mol | Chain | Residues Atoms AltConf
a1 1 Tg;al 1% g ﬁ 5 0
41 | 14 1 Tg;al 1% 1; 12 g 0
41 | L6 1 Tg;al 1% g 12 g 0
41 | L7 1 Tg;al 1% E 1(31 5 0
41 | Mo 1 Tg;al 1% g 81 5 0
e | 4 e CvOeT
[ oY
41 | M6 1 Tgtzal 1% 1; 81 Pg) 0
41 | M7 1 Tg;al 1% 1; 81 g 0
41 | NO 1 Tgt;‘l 1% 1;1 104 g 0
i w [ [ ever
41 | N3 1 Tgtzal 1% 1;1 81 5 0
41 | N6 1 ngal 1% 1; 81 5 0
41 | N8 1 Tg;al 1% 1; 81 E 0
41 | 00 1 ngal 1% 1; 1?1 1; 0
o | o ooy
o | & [ meyey
41 | 06 1 Tgt;‘l 1% 1; 1(1 1; 0
41 | 08 1 Tgt;‘l 1C0 1; ﬁ 1; 0
41 | 09 1 Tgt;‘“l 100 1; 1(1 1; 0
IR

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

Mol | Chain | Residues Atoms AltConf
1| P6 1 Tg;al 1% g ﬁ 5 0
1| P8 1 Tg;al 1% 1; 1(31 5 0
41 | P9 1 Tg;al 1% g 12 g 0
IRV
I
e[ 4 oY eT
41 | RO 1 Tg;al 1% 1; 31 g 0
lm | o [mEover
[ e over
41 | R6 1 Tgt;‘l 1% 1;1 104 g 0
41 | RS 1 Tgtzal 1% 1;1 104 5 0
41 S0 1 Tgtzal 1% 1;1 81 5 0
lw | oY er
41 S5 1 Tg;al 1% 1; 81 E 0
41 S8 1 ngal 1% 1; 1?1 1; 0
41 39 1 Tg;al 1% 15\} 81 1; 0
i w1 [ ot
i m | o [T
41 | T6 1 Tgt;‘l 1C0 1; ﬁ 1; 0
A1 | T8 1 Tgt;“l 100 1; 81 1; 0
w1 [T

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

Mol | Chain | Residues Atoms AltConf
n | v 1 Tg;al 1% g ﬁ 5 0
41 | U6 1 Tg;al 1% 1; 12 g 0
41 | U7 1 Tg;al 1% g 12 g 0
41 | U9 1 Tg;al 1% E 1(31 5 0
41 | V2 1 Tg;al 1% g 81 5 0
41 | V3 1 Tg;al 1% 1; 81 5 0
41 | V8 1 Tg;al 1% 1; 31 g 0
41 | Wo 1 Tgtzal 1% 1; 81 Pg) 0
| o oY er
| [ ever
41 | W5 1 Tgtzal 1% 1;1 104 5 0
41 | Ws 1 Tgtzal 1% 1;1 81 5 0
41 | X0 1 ngal 1% 1; 81 5 0
[w [ [ ever
41 | X6 1 ngal 1% 1; 1?1 1; 0
41 | X7 1 Tg;al 1% 15\} 81 1; 0
41 | YO 1 T‘;gal 1% 1; 81 1; 0
w4 [yt
I
41 | Y6 1 Tgt;‘“l 100 1; 1(1 1; 0
a |70 | ngal 100 1; 81 1; 0

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

Mol | Chain | Residues Atoms AltConf
a7 | Tg;al 1% g ﬁ 5 0
n |73 1 Tg;al 1% 1; 1(31 5 0
41 | 76 1 Tg;al 1% g 12 g 0
41 | 77 1 Tg;al 1% E 1(31 5 0
41 | 0A 1 Tg;al 1% g 81 5 0
41 | ocC 1 Tg;al 1% 1; 81 5 0
w1 oot
IS
w1 oo
[w [ oot
41 | 00 1 Tgtzal 1% 1;1 104 5 0
e[ oo
41 | 0S 1 ngal 1% 1; 81 5 0
41 | ov 1 Tg;al 1% 1; 81 E 0
e | o [meyeTy
IS
41 | 1C 1 Tg;al 1Co 1; ﬁ 1; 0
I
41 | 1C¢ 1 Tgt;‘l 1C0 1; ﬁ 1; 0
IS
IR

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

Mol | Chain | Residues Atoms AltConf
a1 | N | Tg;al 1% g ﬁ 5 0
IR
41 1S 1 Tg;al 1% g 1(31 5 0
41 | 1T 1 Tg;al 1% E 1(31 5 0
41 | 1w 1 Tg;al 1% g 81 5 0
i [ ey
IES LI
41 | 2cC 1 Tgtzal 1% 1; 81 Pg) 0
w1 oot
41 | 2@ 1 Tg;al 1% 1;1 104 g 0
IEEEE
w1 oot
LS
IEIEEE S
W m | o moyeTy
41 | 28 1 Tgt;‘l 1CO IE\I Sx 1; 0
41 | 2U 1 T‘;gal 1% 1; 81 1; 0
41 | 2w 1 Tgt;‘l 1% 1; 1(1 1; 0
i w | 1 [ ot
w4 [yt
41 | 3C 1 ngal 100 1; 81 g 0

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

Mol | Chain | Residues Atoms AltConf
41 | 3D 1 Tg;al 1% g ﬁ 5 0
41 | 3G 1 Tg;al 1% 1; 104 g 0
41 31 1 Tg;al 1% g 12 g 0
41 | 3K 1 Tg;al 1% E 81 5 0
41 | 3M 1 Tg;al 1% g 81 5 0
41 | 30 1 Tg;al 1% 1; 81 5 0
w4 oVt
41 | 38 1 Tgtzal 1% 1; 81 Pg) 0
m ] oYt
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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. Residues
are color-coded according to the number of geometric quality criteria for which they contain at
least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more
consecutive residues without any outlier are shown as a green connector. Residues present in the
sample, but not in the model, are shown in grey.
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