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The following versions of software and data (see references (1)) were used in the production of this report:

EMDB validation analysis : 0.0.1.dev50
MolProbity : 4.02b-467
Percentile statistics :  20191225.v01 (using entries in the PDB archive December 25th 2019)
MapQ : 1.9.9
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.34
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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 4.10 A.
There are no overall percentile quality scores available for this entry.

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
35%
e
1 0 478 100%
33%
I
1 4 478 96%
30%
I
2 1 740 73% 27%
35%
I
3 10 449 77% 23%
66%
.
4 11 822 75% 25%
32%
|
) 12 269 44% 56%
2%
-
) 13 269 51% 49%
38%
.
5} 14 269 52% 48%
6%
-
) 8 269 46% 54%
8%
6 1A 833 63% 37%
9%
6 1B 833 — 67% 33%
6 1C 833 bt 89%
7 1D 551 o 92%
7%
7 1E 551 — 69% 31%
20%
I
7 1F 551 82% 18%
7 1G 551 = 22% 78%
7%
7 1H 551 — 32% 68%

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

Mol | Chain | Length Quality of chain
24%
7 11 551 83% 17%
7%
7 1J 551 60% 40%
8 1L 620 - 98%
8 1M 620 . 98%
8 1N 620 = 98%
8 10 620 | ™ 5o
8 1P 620 = 98%
5%
8 1Q 620 |0 55%
5%
9 1R 514 - 36% 64%
2%
9 1S 514 — 90% 10%
9 1T 514 - 64% 36%
3%
10 Y 999 | M 77 —
2%
0 | 1W 99q | ME— 7 —
8%
11 1Y 194 | - m——
8%
11 17 194 — 89% 11%
39%
12 2 484 96%
13 2A 177 66% 34%
13 2B 177 66% 34%
13 2C 177 . 66% 34%
13 2D 177 . 66% 34%
13 2E 177 66% 34%
13 2F 177 66% 34%
13 | 2G 177 | " o =
5%
14 21 101 50% 50%
14 2] 01 | ™ o "

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

Mol | Chain | Length Quality of chain
15 | 2L s | — 5% 5
15 2M 301 — 92% 8%
15 2N 301 — 92% 8%
15 20 301 == 92% 8%
16 2Q 552 = 52% 48%
16 2R 552 == 92% 8%
16 2S 552 = 48% 52%
17 2U 169 n 66% 34%
17 2V 169 = 66% 34%
17 2W 169 - 66% 34%
17 2X 169 - 66% 34%
17 2Y 169 - 66% . 34%
17 | 2 | 160 |™ = =
12%
18 | 3 523 | 5%
19 3A 640 - 76% 24%
19 3B 640 n 76% 24%
19 3C 640 - 76% 24%
19 3D 640 n 76% 24%
19 3E 640 - 76% 24%
19 3F 640 = 76% 24%
10%
20 | 3G 749 | T 5% o
20 3H 749 — 94% 6%
20 31 749 —_— 94% 6%
20 3J 749 = 94% 6%
20 3K 749 = 94% 6%

Continued on next page...
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Mol | Chain | Length Quality of chain
73%
I —
20 3L 749 94% 6%
1%
20 3M 749 — 92% 8%
1%
21 30 256 — 62% 38%
3%
21 3P 256 | T 5T
7%
21 | 3Q 256 | 557
14%
21 3R 256 — 98%
6%
21 3S 256 —— 97%
5%
21 3T 256 | 557,
14%
21 3U 256 — 98%
10%
22 3W 495 r— 79% 21%
3%
22 3X qo5 | 5T
5%
22 3Y 495 | EE—— L
23 | 4A 975 | — —
76%
T —
23 4B 275 53% 47%
7%
23 4C 275 r— 53% 47%
35%
T —————————
23 4D 275 53% 47%
1%
23 | 4E o7y | — 7 —
50%
T —
23 4F 275 53% 47%
3%
23 4G 275 — 53% 47%
6%
I
23 4H 275 52% 47%
3%
23 AT oy | —— 7 e
28%
.
23 4] 275 52% 47%
73%
I
23 4K 275 53% 47%
53%
I
23 41, 275 53% 47%
19%
23 | 4M 75 | i

Continued

on next page...
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Mol | Chain | Length Quality of chain
0%
24 40 376 r— 99%
7%
24 | 4P 36 | =
1%
24 | 4Q 376 | 5o%
8%
24 4R 376 — 99%
7%
25 4S 136 83% 17%
8%
25 | 4T 136 | 5o -
23%
T —
26 4U 121 78% 22%
24%
e
26 4V 121 78% 22%
2 | AW 121 | ™ 7 o
58%
T
27 5 501 60% 40%
28 5A 382 = 70% 30%
28 5B 382 . 96%
28 5C 382 45% 55%
13%
29 5D 379 23% 77%
38%
29 5E 379 88% 12%
37%
29 5F 379 70% 30%
5%
30 5H 485 37% 63%
5%
30 51 485 37% 63%
30 5J 485 13% 87%
31 5L 150 - 59% 41%
31 5M 150 - 59% 41%
32 50 284 = 28% 72%
9%
32 5P 284 — 80% 20%
1%
32 5Q 284 r— 79% 21%
2%
32 5R 284 — 80% 20%

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

Mol | Chain | Length Quality of chain
5%
32 | 58 284 | 5% 5%
32 5T 284 &A) 79% 21%
32 5U 284 e 80% 20%
32 5V 284 i 23% 7%
33 | s5x | 147 |™ = =
33 oY 147 = 86% 14%
14%
I
34 6A 222 . 71% 29%
34 6C 222 e 71% 28%
34 6E 222 e 71% 29%
34 6G 222 e 71% 29%
34 61 222 o 70% 29%
34 6K 222 o 70% 29%
34 | 6L 222 | T 5%
33%
34 6N 222 72% 28%
7%
I
34 60 222 e 71% 29%
34 6Q 222 . 71% 29%
34 6R 222 o 71% 29%
34 6T 222 - 71% 29%
34 6V 222 - 71% 29%
35 7 874 . 69% 31%
36 | 7A 201 | T So% 7o
36 | 7B g1 | —— %
36 | 7C g | — %
36 7D 201 — 50% 50%
36 | 7E g1 | —— s

Continued on next page...
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Mol | Chain | Length Quality of chain
20%
I
36 F 201 51% 49%
28%
T —
36 7G 201 50% 50%
7%
37 71 134 — 83% 17%
0%
37 7J 134 — 83% 17%
38 SA 418 = 48% 52%
5%
38 8B 418 - 94% 6%
5%
38 &C 418 - 94% 6%
5%
38 8D 418 - 94% 6%
38 S8E 418 - 94% 6%
38 8F 418 - 94% 6%
5%
38 | s8G 1 | = 503 —
38 S8H 418 9% 91%
5%
39 8J 430 13% 87%
65%
S —
39 SK 430 89% 11%
65%
S —
39 8L 430 88% 12%
61%
—————
39 &M 430 89% 11%
76%
T ————————————
39 8N 430 89% 11%
55%
S —
39 80 430 89% 11%
59%
—
39 8P 430 84% 16%
39 | 8Q 430 | 5% o
27%
.
40 9 443 63% 37%
3%
41 A 309 — 68% 32%
16%
41 B 309 — 68% 32%
7%
41 C 309 r—— 68% 32%
41 D 309 | " = =

Continued on next page...
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Mol | Chain | Length Quality of chain
41 a 309 - 68% 32%
23%
41 b 309 68% 32%
21%
41 c 309 68% 32%
15%
41 d 309 — 68% 32%
42 AC 451 97%
42 AE 451 97%
42 AG 451 97%
42 Al 451 97%
42 AK 451 97%
42 AM 451 97%
42 AO 451 i 97%
42 AQ 451 97%
42 AS 451 97%
42 AU 451 i 97%
42 AW 451 97%
42 AY 451 97%
42 A7 451 97%
42 BA 451 n 97%
42 BC 451 i 97%
42 BE 451 96%
42 BG 451 97%
42 BI 451 96%
42 BK 451 i 97%
42 BM 451 96%
42 BO 451 97%

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

42 | BQ 451 | ® 5T

42 BS 451 97%

42 | BU 451 | ™® 5T

42 | BW 451 | " 5T

42 BY 451 96%

42 CC 451 97%

42 CE 451 . 95% 5%
42 CcG 451 97%

42 Cl 451 . 96%

42 CK 451 97%

42 CM 451 95%

42 CO 451 97%

2 | cQ 451 | " =

42 CS 451 97%

42 | CU 451 | ™ 5T

42 | CW 451 | " 37

2 | Cy 451 | ® 5T

42 DC 451 95% 5%
42 | DE 451 | ® 5o,

42 DG 451 95% 5%
42 DI 451 95% 5%
42 DK 451 95% 5%
42 | DM 451 | " 37

42 DO 451 96%

42 DQ 451 95% 5%

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

Mol | Chain | Length Quality of chain
42 DS 451 96%
42 DU 451 95% 5%
42 DW 451 95% 5%
42 DY 451 95% 5%
42 EC 451 n 97%
42 EE 451 n 97%
42 EG 451 n 97%
42 El 451 n 97%
42 EK 451 - 97%
42 EM 451 i 97%
42 EO 451 i 97%
42 EQ 451 n 97%
42 ES 451 A 97%
42 EU 451 - 97%
42 EW 451 = 97%
42 EY 451 n 97%
42 FC 451 n 96%
42 FE 451 - 95% 5%
42 FG 451 - 95% 5%
42 FI 451 - 95% 5%
42 FK 451 & 95% 5%
42 FM 451 95% 5%
42 FO 451 i 95% 5%
42 FQ 451 i 96%
42 FS 451 n 96%

Continued on next page...
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Mol | Chain | Length Quality of chain
492 FU 451 - 95% 5%
42 | FW 451 | ™= — o
42 FY 451 | & o =
42 | ac 451 | " —
42 CE 451 | & —
42 GG 451 k 95% 5%
42 GI 451 = 96%
42 GK 451 = 96%
42 GM 451 95% 5%
42 GO 451 = 95% 5%
2 | cQ 451 | ® 55% ™
42 GS 451 | ® —
42 | QU 451 | ™ o
42 | GW 451 | = p—
42 GY 451 k 95% 5%
42 HA 451 95% 5%
42 | HC 451 | & —
42 HE 451 96%
42 HG 451 . 95% 5%
42 HI 451 95% 5%
42 | HK 451 | ® m— =
42 | HM 451 | ® — m—
42 | HO 451 | ® — o
42 HQ 451 " 96%
42 HS 451 | " g

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

Mol | Chain | Length Quality of chain
42 HU 451 95% 5%
42 HW 451 95% 5%
42 HY 451 95% 5%
42 IA 451 97%
42 IC 451 96%
42 IE 451 97%
42 IG 451 97%
42 II 451 96%
42 IK 451 95% 5%
42 IM 451 97%
42 10 451 96%
42 IQ 451 97%
42 IS 451 96%
42 U 451 96%
42 Iw 451 96%
42 IY 451 97%
42 JC 451 95% 5%
42 JE 451 96%
42 JG 451 96%
42 JI 451 96%
42 JK 451 95% 5%
42 JM 451 95% 5%
42 JO 451 95% 5%
42 JQ 451 95% 5%
42 JS 451 96%

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

Mol | Chain | Length Quality of chain
42 JU 451 95% 5%
42 JW 451 A 96%
42 JY 451 A 95% 5%
42 KC 451 i 96%
42 KE 451 96%
42 KG 451 95% 5%
42 KI 451 95% 5%
42 KK 451 95% 5%
42 KM 451 i 95% 5%
42 KO 451 95% 5%
42 KQ 451 i 96%
42 KS 451 i 95% 5%
42 KU 451 96%
42 KW 451 95% 5%
42 KY 451 A 95% 5%
42 LC 451 96%
42 LE 451 96%
42 LG 451 96%
42 LI 451 96%
42 LK 451 96%
42 LM 451 i 97%
42 LO 451 = 97%
42 LQ 451 i 97%
42 LS 451 i 97%
42 LU 451 96%

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

Mol | Chain | Length Quality of chain
42 LW 451 96%
42 LY 451 97%
42 MA 451 95% 5%
42 MC 451 96%
42 ME 451 96%
42 MG 451 95% 5%
42 MI 451 95% 5%
42 MK 451 95% 5%
42 MM 451 95% 5%
42 MO 451 95% 5%
42 MQ 451 96%
42 MS 451 96%
42 MU 451 95% 5%
42 MW 451 95% 5%
42 MY 451 95% 5%
42 NA 451 - 96%
42 NC 451 - 97%
42 NE 451 = 96%
42 NG 451 - 95% 5%
42 NI 451 - 96%
42 NK 451 & 97%
42 NM 451 - 96%
42 NO 451 - 96%
42 NQ 451 - 96%
42 NS 451 = 96%

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

Mol | Chain | Length Quality of chain
5%
492 NU 451 96%
42 | NW 451 | ™ o
42 | OA 451 | ™ T
42 | ocC 451 | & —
49 OE 451 | & —
12 | oG 451 | ™ —
42 Ol 451 - 96%
42 OK 451 - 97%
42 | OM 451 | = "
42 00 451 . 96%
2 | 0Q 451 | " 565
49 0S 451 | ® —
42 | OU 451 | = o
42 | OW 451 | ™ g
42 | OY 451 | ™ —
42 PA 451 | ™ —
49 PC 451 | & —
42 PE 451 | ® T
42 PG 451 = 95% 5%
49 PI 451 | = o =
49 PK 451 | ® m— =
42 | PM 451 | ® — m—
49 PO 451 | ® — o
42 PQ 451 " 96%
42 PS 451 | ™ g

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

Mol | Chain | Length Quality of chain
42 PU 451 - 95% 5%
42 PW 451 n 95% 5%
42 PY 451 A 95% 5%
42 QA 451 - 96%
42 QC 451 n 96%
42 QE 451 - 97%
42 QG 451 i 95% 5%
42 QI 451 - 96%
42 QK 451 - 97%
42 QM 451 - 96%
42 QO 451 n 96%
42 QQ 451 n 96%
42 QS 451 i 96%
42 QU 451 - 95% 5%
42 QW 451 n 96%
42 QY 451 i 96%
42 RA 451 - 96%
42 RC 451 - 96%
42 RE 451 n 96%
42 RG 451 - 95% 5%
42 RI 451 & 95% 5%
42 RK 451 - 95% 5%
42 RM 451 n 95% 5%
42 RO 451 n 95% 5%
42 RQ 451 . 96%

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

Mol | Chain | Length Quality of chain
42 RS 451 = 96%
6%
42 RU 451 95% 5%
7%
42 RW 451 95% 5%
42 RY 451 u 95% 5%
5%
42 SC 451 | = —
42 SE 451 | = —
5%
42 SG 451 - 97%
5%
42 SI 451 - 96%
5%
42 | SK 451 | = 57
7%
42 SM 451 | —
42 | SO 451 | ® 555, 7
42 | sQ 451 | S6%
42 | SS T 7
42 SU 451 | ™= g
7%
42 | SW 451 | —
42 SY 451 | ™ —
5%
2 | TC 451 | = —
42 TE 451 | ™= T
42 TG 451 - 95% 5%
49 TI 451 | ®= o =
9%
49 TK 451 | m— =
42 | T™ 451 | ™= — m—
5%
42 TO 451 | = — o
5%
42 TQ 451 - 96%
42 TS 451 | ™= g

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

Mol | Chain | Length Quality of chain
7%
492 TU 451 95% 5%
8%

42 T™™W 451 95% 5%
12 | TY 451 | = o =
42 | UC 451 | & —

49 UE 451 | ™ —

12 | UG 451 | & —

42 UI 451 | ™= T

42 | UK 451 | ™= T

42 | UM 451 | ® " e
42 UoO 451 . 96%

42 | UQ 451 | ® 565

49 US 451 | ® —

42 | UU 451 | ™ o

42 | UW 451 | ™= g

42 | UY 451 | ™ —

12 | vC 451 | ™ —

12 | VE 451 | & —

42 VG 451 . 95% 5%
42 VI 451 95% 5%
42 | VK 451 | ® o e
42 VM 451 95% 5%
42 VO 451 . 95% 5%
42 | vQ 451 | ® S6%

492 VS 451 i 96%

42 | VU 451 | " 5 o

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

Mol | Chain | Length Quality of chain
42 VW 451 n 95% 5%
42 VY 451 95% 5%
42 WA 451 = 97%

42 WC 451 i 96%

42 WE 451 n 97%
42 WG 451 i 96%

42 WI 451 n 97%
42 WK 451 - 97%
42 WM 451 = 97%
42 WO 451 96%

42 WQ 451 n 97%
42 WS 451 i 96%

42 WU 451 n 97%
42 WW 451 = 97%
43 AB 445 98%
43 AD 445 i 98%
43 AF 445 98%
43 AH 445 97%
43 AJ 445 98%
43 AL 445 i 98%
43 AN 445 i 98%
43 AP 445 98%
43 AR 445 98%
43 AT 445 98%
43 AV 445 98%

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

Mol | Chain | Length Quality of chain
43 AX 445 98%
43 BB 445 96%
43 BD 445 96%
43 BF 445 96%
43 BH 445 96%
43 BJ 445 i 97%
43 BL 445 96%
43 BN 445 96%
43 BP 445 96%
43 BR 445 96%
43 BT 445 96%
43 BV 445 n 96%
43 BX 445 A 96%
43 CB 445 96%
43 CD 445 A 96%
43 CF 445 96%
43 CH 445 96%
43 CJ 445 96%
43 CL 445 i 96%
43 CN 445 i 96%
43 CP 445 96%
43 CR 445 96%
43 CcT 445 96%
43 CvV 445 n 96%
43 CcX 445 96%

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

Mol | Chain | Length Quality of chain
43 CZ 445 - 96%
43 DB 445 96%
43 DD 445 96%
43 DF 445 96%
43 DH 445 96%
43 DJ 445 96%
43 DL 445 i 96%
43 DN 445 96%
43 DP 445 96%
43 DR 445 96%
43 DT 445 96%
43 DV 445 - 96%
43 DX 445 96%
43 DZ 445 96%
43 EB 445 = 96%
43 ED 445 i 96%
43 EF 445 n 96%
43 EH 445 96%
43 EJ 445 - 96%
43 EL 445 i 96%
43 EN 445 i 96%
43 EP 445 i 96%
43 ER 445 i 96%
43 ET 445 i 96%
43 EV 445 . 96%

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

Mol | Chain | Length Quality of chain
43 EX 445 i 96%
43 EZ 445 A 96%
43 FB 445 A 96%
43 FD 445 i 96%
43 FF 445 - 96%
43 FH 445 n 96%

6%
43 FJ 445 96%
43 FL 445 k 96%
43 FN 445 = 96%
43 FP 445 i 96%
43 FR 445 n 96%
43 FT 445 n 96%
43 FV 445 - 96%
43 FX 445 i 96%
43 F7Z 445 96%
43 GB 445 i 96%
43 GD 445 96%
43 GF 445 i 96%
43 GH 445 n 96%
43 GJ 445 - 96%
43 GL 445 i 96%
43 GN 445 i 96%
43 GP 445 i 96%
43 GR 445 96%
43 GT 445 A 96%

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

Mol | Chain | Length Quality of chain
43 GV 445 - 96%
43 GX 445 = 96%
43 GZ 445 A 96%
43 HB 445 i 92% 8%
43 HD 445 96%
43 HF 445 i 96%
43 HH 445 i 96%
43 HJ 445 k 96%
43 HL 445 i 96%
43 HN 445 i 96%
43 HP 445 96%
43 HR 445 i 96%
43 HT 445 A 96%
43 HV 445 i 96%
43 HX 445 96%
43 HZ 445 96%
43 IB 445 96%
43 ID 445 i 96%
43 IF 445 96%
43 IH 445 i 96%
43 1J 445 i 96%
43 IL 445 i 96%
43 IN 445 96%
43 IP 445 n 96%
43 IR 445 A 96%

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

Mol | Chain | Length Quality of chain
43 IT 445 i 96%
43 v 445 A 96%
43 IX 445 96%
43 JB 445 96%
43 JD 445 96%
43 JF 445 i 96%
43 JH 445 96%
43 JJ 445 k 96%
43 JL 445 96%
43 JN 445 i 96%
43 JP 445 96%
43 JR 445 96%
43 JT 445 96%
43 JV 445 i 96%
43 JX 445 96%
43 JZ 445 96%
43 KB 445 96%
43 KD 445 96%
43 KF 445 96%
43 KH 445 96%
43 KJ 445 96%
43 KL 445 96%
43 KN 445 96%
43 KP 445 96%
43 KR 445 96%

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

Mol | Chain | Length Quality of chain
43 KT 445 96%
43 KV 445 96%
43 KX 445 96%
43 KZ 445 96%
43 LB 445 n 98%
43 LD 445 96%
43 LF 445 98%
43 LH 445 k 96%
43 LJ 445 98%
43 LL 445 96%
43 LN 445 98%
43 LP 445 96%
43 LR 445 98%
43 LT 445 96%
43 LV 445 98%
43 LX 445 96%
43 LZ 445 98%
43 MD 445 96%
43 MF 445 96%
43 MH 445 96%
43 MJ 445 96%
43 ML 445 96%
43 MN 445 96%
43 MP 445 96%
43 MR 445 96%

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

Mol | Chain | Length Quality of chain
43 MT 445 96%
43 MV 445 96%
43 MX 445 96%
43 MZ 445 96%
43 NB 445 n 96%
43 ND 445 n 96%
43 NF 445 n 96%
43 NH 445 - 96%
43 NJ 445 = 96%
43 NL 445 - 96%
43 NN 445 n 96%
43 NP 445 n 96%
43 NR 445 = 96%
43 NT 445 . 96%
3| N | oms |™ o
43 NX 445 n 96%
43 NZ 445 - 97%
43 OB 445 i 96%
43 OD 445 i 96%
43 OF 445 i 96%
43 OH 445 i 96%
43 0J 445 i 96%
43 OL 445 i 96%
43 ON 445 i 96%
43 oP 445 A 96%

Continued on next page...
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Mol | Chain | Length Quality of chain
43 OR 445 k 96%
43 | OT 445 | ® —
43 ov 445 = 96%
43 OX 445 96%
43 PB 445 | " —
43 | PD 145 | ® —
43 PF 445 | ® T
43 PH 445 | == T
43 PJ 145 | = "
43 PL 445 | ® —
43 PN 445 | ® —
43 PP 445 | " —
43 | PR 445 | = —
43 | PT 445 | ® =
43 | PV 445 | = —
43 | PX 445 | ® —
43 | QB 445 | " 5e%
43 | QD 445 | ® 56%
43 | QF 445 | F 56%
43 | QH 445 | ® 56%
43 QJ 445 - 96%
43 | QL 445 | ® 565
43 | QN 445 | ® S6%
43 QP 445 " 96%
43 QR 445 96%

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

Mol | Chain | Length Quality of chain
43 QT 445 i 96%
43 QV 445 mn 96%
43 QX 445 n 96%
43| RB | w5 |™ T
43 | RD | w5 | T
43 RF 445 n 96%
43 RH 445 - 96%
43 RJ 445 = 96%
43 RL 445 - 96%
43 RN 445 - 96%
43 RP 445 n 96%
43 RR 445 i 96%
43 RT 445 = 96%
43 RV 445 = 96%
43 | RX | w5 |™ =
43 SB 445 n 96%
43 SD 445 n 96%
43 SF 445 n 96%
43 SH 445 n 96%
43 SJ 445 = 96%
43 SL 445 - 96%
43 SN 445 - 96%
43 SP 445 n 96%
43 SR 445 n 96%
43 ST 445 = 96%

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

Mol | Chain | Length Quality of chain
43 SV 445 = 96%
43 SX 445 - 96%
43 TB 445 - 96%
43 TD 445 - 96%
43 TF 445 - 96%
43 TH 445 - 96%
43 TJ 445 = 96%
43 TL 445 & 96%
43 TN 445 % 96%
43 TP 445 - 96%
43 TR 445 n 96%
43 TT 445 - 96%
43 TV 445 == 96%
43 X 445 = 96%
43 TZ 445 = 96%
43 UB 445 96%
43 | up | w5 P T
43 UF 445 i 96%
43 UH 445 i 96%
43 UlJ 445 = 96%
43 UL 445 - 96%
43 UN 445 = 96%
43 UP 445 n 96%
43 UR 445 i 96%
43 UuT 445 A 96%

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

Mol | Chain | Length Quality of chain
43 uv 445 - 96%
43 UXx 445 = 96%
13| vz | ws P =
43 VB 445 96%
3| vb | w5 P T
43 VF 445 i 96%
43 VH 445 i 96%
43 VJ 445 96%
43 VL 445 i 96%
43 VN 445 96%
43 VP 445 i 96%
43 VR 445 i 96%
43 VT 445 96%
43 \AY 445 = 96%
13| vx | ws |P =
13| vz | ws P T
3| we | w5 |™ =
43 WD 445 - 98%
43 WF 445 n 98%
43 WH 445 - 98%
43 WJ 445 - 98%
43 WL 445 - 97%
43 WN 445 - 98%
43 WP 445 n 98%
43 WR 445 . 98%

Continued on next page...
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Mol | Chain | Length Quality of chain
43 WT 445 - 98%
43 | WV 445 | ™ =
43 | WX 445 | ™ 5o,
13%
44 E 560 _30% 70%
0%
44 560 — 39% 61%
13%
44 e 560 — 39% 61%
8%
44 f 560 r— 38% 62%
9%
45 G 716 r— 64% 36%
14%
I
45 H 716 65% 35%
9%
45 I 716 — 65% 35%
15%
I
45 J 716 66% 34%
32%
|
45 g 716 65% 35%
20%
I —
45 716 66% 34%
7%
45 1 716 r—— 65% 35%
7%
45 j 716 — 66% 34%
3%
46 K 151 | o "
7%
46 L 151 — 23% 77%
46 k 151 . 21% 79%
9%
46 1 151 _25% 75%
47 M 276 = 100%
32%
e
47 N 276 93% 7%
74%
I
47 O 276 100%
26%
I
47 P 276 95% 5%
29%
T —
47 m 276 100%
79%
—
47 n 276 95% 5%

Continued on next page...
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Mol | Chain | Length Quality of chain
28%
I
47 o) 276 100%
21%
I —
47 p 276 95% 5%
25%
I ——
48 Q 230 76% 24%
48 R 230 16% 84%
28%
T ————
48 q 230 90% 10%
48 r 230 18% 82%
31%
T —
49 S 311 93% 7%
19%
49 S 311 r— 93% 7%
15%
50 T g | 5T
27%
.
50 t 348 93% 7%
27%
I
51 U 316 94% 6%
53%
.
51 AV 316 94% 6%
37%
T —
51 u 316 94% 6%
33%
T —
51 v 316 94% 6%
51%
T ————
52 W 149 95% 5%
35%
T ————
53 X 212 91% 9%
50%
T ———————————
53 Y 212 91% 9%
18%
53 X 212 r— 91% 9%
39%
T —
53 y 212 91% 9%
54 XA 193 96%
54 | XB 193 | " T3
54 XC 193 . 96%
54 | XD 193 | " 37
54 | XE 193 | " o
54 XF 193 96%

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

Mol | Chain | Length Quality of chain
54 XG 193 96%
54 | XH 193 | " o
54 XI 193 | " Se%
54 XJ 193 . 96%
54 | XK 193 | " So%
54 XL 193 96%
54 XM 193 96%
55 YB 257 = 86% 14%
55 YC 257 = 86% 14%
55 YD 257 = 86% 14%
55 YF 257 . 86% 14%
55 YG 257 86% 14%
55 YH 257 86% 14%
55 | YI 257 | ® T —
55 YJ 257 86% 14%
55 YK 257 . 86% 14%
55 YL 257 . 86% 14%
55 YM 257 = 86% 14%
26%

e

56 y/ 228 94% 6%
10%
56 A 228 r— 92% 8%
1%
57 a0 72 — 100%
52%

I

58 al 89 93% 7%
79%

|

58 a2 89 94% 6%
75%

I

58 a3 89 93% 7%
70%

58 a4 89 99%

Continued on next page...
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Mol | Chain | Length Quality of chain
8%
58 ab 89 r— 94% 6%
5%
58 ab gg | 7 -
24%
T —
58 a7 89 96%
9%
58 a8 gy | — 5T
7%
T ———————
28 a9 89 96%
35%
T —
58 b0 &9 100%
40%
T — fr—
H& bl 89 94% -
85%
e
58 b2 &9 99% .
52%
.
58 b3 &9 98%
40%
.
58 b4 &9 94% 6%
7%
.
58 b5 &9 24% 6%
30%
I
o8 b6 89 93% 7%
31%
T —
28 b7 89 97%
2%
T —
58 b8 &9 98%
37%
T —
58 b9 &9 100%
73%
S ———
58 c0 89 96%
9%
58 11 &9 100%
58 12 &9 . 100%
58 13 g9 | " T
58 14 g9 | " T
58 15 &9 100%
58 16 g9 | " T
31%
58 nl 89 100%
5%
58 n2 89 100%
7%
58 n3 89 100%

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

Mol | Chain | Length Quality of chain
5%
58 n4 89 — 100%
36%
T —
58 nd 89 100%
9%
58 n6 89 100%
34%
T ——
58 pl 89 100%
2%
58 p2 89 100%
2%
58 p3 89 100%
9%
58 p4 89 100%
29%
e
58 po 89 100%
1%
58 6 gg |E— Too
74%
I
58 rl 89 100%
7%
58 r2 gy | T To0%,
35%
e
58 r3 89 100%
9%
58 r4 89 100%
7%
—
58 rd 89 100%
19%
58 16 gy | — Too%
25%
T —
59 cl 240 95% 5%
25%
——
60 c2 791 80% 20%
8%
61 c3 177 — 25% 75%
8%
61 c4 177 r— 31% 69%
9%
61 ch 177 r— 34% 66%
7%
61 cb 177 — 34% 66%
75%
.
62 do 1237 88% 12%
20%
I
63 dl 767 68% 32%
36%
I
64 d2 1149 79% 21%
54%
P —
65 d3 475 88% 12%

Continued on next page...



Page 37

wwPDB EM Validation Summary Report

EMD-35888, 8J07
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Mol | Chain | Length Quality of chain
53%
-
66 d4 365 98%
24%
.
67 d5 377 100%
7%
67 | d6 T s To0%
23%
I
67 d7 377 98%
66%
|
67 ds 377 100%
6%
.
67 d9 377 97%
28%
I
67 f1 377 98%
52%
'
68 el 258 81% 19%
28%
e
68 el 258 77% 23%
23%
e
68 e2 258 81% 19%
52%
'
68 e3 258 77% 23%
62%
-
68 ed 258 78% 22%
7%
68 €d 258 77% 23%
10%
68 e6 o5y | T — — —
39%
I
68 e’ 258 7% 23%
34%
.
68 e8 258 81% 19%
a7%
L
68 €9 258 7% 23%
22%
I
69 f2 172 85% 15%
39%
-
70 gl 3960 99%
10%
71 g2 4024 | =% 5T
8%
71 gl 4024 | = 5o
5%
72 g3 4116 | = 5o
60%
73 gb 4158 96%
0%
74 g6 4265 98%
75 | hl 941 | ™ s S

Continued on next page...
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Mol | Chain | Length Quality of chain
7%
75 h2 941 — 50% 50%
76 h3 1142 . 34% 66%
5%
76 h4 1142 | = w5 So
26%
. T —
7 il 555 55% 45%
51%
. T —————————
78 2 377
57%
. P —
79 i3 233 83% 17%
39%
. T —
80 4 1250 82% 18%
37%
. I
80 19 1250 84% 16%
8%
81 i6 1665 | T o 50%
21%
. e
81 18 1665 83% 17%
7%
82 i7 1854 | ™o 17
35%
. e
82 19 1854 72% 28%
70%
. T —
83 j1 872 53% 47%
39%
. T —
83 j2 872 54% 46%
31%
. T —
84 j3 308 82% 18%
1%
85 j4 611 r— 40% 60%
7%
86 k1 891 — 66% 34%
7 k2 848 - 59% 41%
88 k3 716 - 69% 31%
5%
89 k4 96 |0 To0%,
89 | md 96 | To0%,
89 od 96 | " Too%
8%
89 q4 96 99%
90 | k5 96 | T
8%
90 mb 96 100%

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

Mol | Chain | Length Quality of chain
5%
90 05 96 100%
8%
0 | 9 g6 |F o
29%
T —
91 k8 4589 97%
58%
T —
92 k9 4427 98%
93 17 142 - 74% 26%
56%
P —
93 n7 142 80% 20%
54%
P —

93 p7 142 80% 20%
51%
.

93 r7 142 80% 20%
94 18 113 90% 10%
67%
.

94 n8 113 91% 9%
65%
T
94 p8 113 91% 9%

70%
T
94 r8 113 80% 20%
1%
T —
95 m0 211 100%
2%
T —
95 q0 211 100%
37%
T —
95 s0 211 100%
40%
T ——————————
95 u0 211 100%
8%
96 ml 699 75% 25%
8%
96 ol 699 75% 25%
2%
96 ql 699 75% 25%
8%
96 sl 699 | so
15%
97 | m2 605 | 5T A
14%
97 02 605 | T D
20%
I
97 q2 605 87% 13%
5%
97 s2 605 | T So v
100%
|
98 m3 190 100%

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

Mol | Chain | Length Quality of chain
T00%
98 03 190 100%
T00%
98 q3 190 100%
25%
I ——
99 mb6 670 52% 48%
16%
99 | o6 670 | T en T
27%
T ——————
99 q6 670 52% 48%
24%
T —
99 s6 670 52% 48%
13%
99 u6b 670 _32% 68%
21%
I
100 mY7 1044 57% 43%
21%
e
100 q7 1044 57% 43%
19%
100 | 87 1044 | T — e
21%
I
100 u’7 1044 57% 43%
34%
I
101 m8 595 70% 30%
24%
I
101 08 595 40% 60%
38%
T —
101 q8 595 70% 30%
33%
T ——
101 s8 595 70% 30%
3%
101 ul 595 — 39% 61%
5%
102 | m9 672 | T oo
5%
102 q9 672 - 30% 70%
102 s9 672 - 30% 70%
5%
102 u9 672 - 30% 70%
51%
I
103 n0 4624 99%
51%
I
103 pO 4624 99%
55%
I
103 r0 4624 99%
103 t0 4624 - 18% 82%
75%
—
104 n9 4486 100%

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

Mol | Chain | Length Quality of chain
75%
1
104 P9 4486
76%
P —
104 r9 4486
104 t9 4486 16% 84%
70%
———
105 vl 330 40% 60%
70%
——
105 v2 330 40% 60%
70%
T ——————————
105 v3 330 40% 60%
76%
T —
106 w 464 89% 11%
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2 Entry composition (i)

There are 109 unique types of molecules in this entry. The entry contains 3163608 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 Dynein regulatory complex subunit 4.

Mol | Chain | Residues Atoms AltConf | Trace
L0 WS | gt s T 1 0 0
1 4 459 gggil 2?331 71(\)IQ 7(3)1 1S7 0 0
e Molecule 2 is a protein called Dynein regulatory complex protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
2 1 540 Zg??l 2&%3 71§2 8(5)6 186 0 0

e Molecule 3 is a protein called Dynein regulatory complex protein 10.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 10 346 2851 1772 519 546 14 0 0

e Molecule 4 is a protein called Dynein regulatory complex protein 11.

Mol | Chain | Residues Atoms AltConf | Trace
4 1 616 Zgg;l 32026 815\)18 8(30 284 0 0
e Molecule 5 is a protein called Dynein regulatory complex protein 8.

Mol | Chain | Residues Atoms AltConf | Trace
s e s o e s a | 0| O
IEEEF-E T Y HEEE
| L P 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5 8 124 1009 644 167 194 4 0 0

e Molecule 6 is a protein called EF-hand domain-containing family member B.

Mol | Chain | Residues Atoms AltConf | Trace
6 1A 2| om e T 0 13 0 0
0 1B 554 Zzga?)l 2550 712\;7 8;)0 186 0 0
0 1C %0 T;)thl 4?7 11;19 1C2)1 2 0 0

e Molecule 7 is a protein called Cilia- and flagella-associated protein 45.

Mol | Chain | Residues Atoms AltConf | Trace
T s gy | 0|
7 1k 382 g(z)g%l 19075 6154 622 189 0 0
T | e s g | 0|
7 1G 121 r{ggzl 6(216 21112 185 ? 0 0
7 1H 176 ?Zgil 9(134 21;13 2(834 180 0 0
7 1 456 ggft)%l 2?352 7?6 7(5)1 281 0 0
7 1J 332 ggtg 17023 5128 5?7 183 0 0

e Molecule 8 is a protein called Cilia- and flagella-associated protein 52.

Mol | Chain | Residues Atoms AltConf | Trace
8 1L 610 Z(;tla%l 29078 81;7 8;)2 380 0 0
8 IM 610 Z(;tla%l 2578 81;7 8;)2 380 0 0
8 IN 610 Z(;tla%l 29078 81;7 8;)2 380 0 0
8 10 610 Z(;tlz;l 2578 81;7 8(832 3S() 0 0
Continued on next page...
BPDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 1P 610 4717 2978 827 882 30 0 0
Total C N O S
8 1Q 610 4717 2978 827 832 30 0 0

e Molecule 9 is a protein called Cilia- and flagella-associated protein 53.

Mol | Chain | Residues Atoms AltConf | Trace
9 IR 186 ?g;a%l 9(739 21;)]7 3(84 ? 0 0
) 15 463 ggt;;il 2§)3 7114 7(6)1 1S8 0 0
9 T 330 g(;ft)zl 1 7C()3 51§1 551)6 1S4 0 0

e Molecule 10 is a protein called Cilia- and flagella-associated protein 95.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 1V 146 1197 757 206 230 4 0 0
Total C N O S
10 1W 146 1197 757 206 230 4 0 0

e Molecule 11 is a protein called Cilia- and flagella-associated protein 107.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 Y 174 1470 945 263 259 3 0 0
Total C N O S
1 1Z 173 1463 940 262 258 3 0 0

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
1Y 191 PHE LEU conflict UNP Q8N1D5
17 191 PHE LEU conflict UNP Q8N1D5

e Molecule 12 is a protein called Dynein regulatory complex subunit 2.

Mol

Chain | Residues Atoms AltConf | Trace
Total C N O S
12 2 464 3869 2435 679 740 15 0 0

WO RLDWIDE
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e Molecule 13 is a protein called Protein Flattop.

Mol | Chain | Residues Atoms AltConf | Trace
13 2A 116 TS;O()tg l 5?2 11;8 1((?7 2 0 0
13 2B 116 r‘go()tg l 532 1128 1%)7 2 0 0
3] 2 6| g0 s s 6 s ; ;
13 2b 116 ’I;)Otg l 5(;2 11;8 1(6)7 g 0 0
13 2k 116 T;)Otg l 5(732 11;)]8 1(6)7 g 0 0
R I T O R
26 | | e s awoams s | 0 | O

e Molecule 14 is a protein called Cilia- and flagella-associated protein 141.

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

14 2 50 423 269 75 76 3 0 0
Total C N O S

14 2] o0 423 269 75 76 3 0 0

e Molecule 15 is a protein called Cilia- and flagella-associated protein 161.

Mol | Chain | Residues Atoms AltConf | Trace
15 2L 27t ggt;;l 140()3 31$j7 4(1)5 1S2 0 0
1o 2M 27t ggt;;l 1§)3 315317 4(1)5 1S2 0 0
1o 2N 21t gg;a; 1§)3 31;7 4(1)5 1S2 0 0
1o 20 27t r‘5(2%2&71 1§)3 31;7 4(1)5 1S2 0 0

e Molecule 16 is a protein called Cilia- and flagella- associated protein 210.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 2Q 289 2505 1552 480 463 10 0 0
Total C N O S
16 2R 506 4289 2667 796 810 16 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 25 265 2205 1373 400 423 9 0 0

e Molecule 17 is a protein called Cilia- and flagella-associated protein 276.

Mol | Chain | Residues Atoms AltConf | Trace
IR T HERE
IR T T HERE
IR T T HERE
IR T T HERE
IR T T HERE
IR E T T HERE

e Molecule 18 is a protein called Dynein regulatory complex subunit 3.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 3 516 4225 2648 719 833 25 0 0

e Molecule 19 is a protein called EF-hand domain-containing protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
19| 34 8 | o o5 aer T 11 0 0
19 3B 8 | 0w s oer T 11 0 0
19 3C i84 gg;il 25070 6126 7(??4 184 0 0
191 3D | o o5 aer T 11 0 0
19°] 3 8 | o o5 oer T 11 0 0
19 3K i84 gg;zl 25C70 61;5]6 7;)4 1S4 0 0

e Molecule 20 is a protein called EF-hand domain-containing family member C2.

WO RLDWIDE
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Mol | Chain | Residues Atoms AltConf | Trace
20 3G 613 Eggl 32063 8111 925 284 0 0
20 sH 7ol g(;ga%l 37(512 9124 1(?63 288 0 0
20 31 702 Eggaé%l 37(518 9128 1()064 288 0 0
20 3J 7ol E(;St;;l 37C42 9124 1()063 288 0 0
20 3K 7ol E(;St;;l 3722 91(\5]4 1()063 288 0 0
20 3L 702 EZE)ZI 3728 91(\518 1(?64 2S8 0 0
20 M 087 E(e)sst;;l 3(?7 5 914\114 1(215 288 0 0

e Molecule 21 is a protein called Enkurin.

Mol | Chain | Residues Atoms AltConf | Trace
21 30 159 ?ggil 829 21;17 223 ? 0 0
21 3P 248 g‘gtl%l 12(;3 314\118 3(7)0 S 0 0
21 3Q 250 gggl 1 2090 31§0 3?3 1S() 0 0
21 3R 250 gg;zl 1 2090 3120 3?3 1S() 0 0
21 35 248 g‘gtl?)l 1 2083 314\118 3C7)O S 0 0
21 3t 250 g(());zl 1 2(290 32]0 3?3 1S() 0 0
21 3U 250 gg;?’)l 1 2(390 31210 3(7)3 1SO 0 0

e Molecule 22 is a protein called Meiosis-specific nuclear structural protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
22 W 392 ggt;;l 20CG5 61f1 6(5)6 281 0 0
22 3% 18 |0 s 7 70s 2 0 0
22 3Y 143 ?gt;; 7C710 21;13 2(2)7 2 0 0

e Molecule 23 is a protein called Protein FAM166B.
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Mol | Chain | Residues Atoms AltConf | Trace
23 1A 80 goltgl 4(015 11(\)18 183 § 0 0
23 4B 145 ?8?01 6(938 115\317 1(;9 2 0 0
23 4C 145 ?8;?)1 638 115\317 129 2 0 0
23 4D 145 ?8;?)1 638 115\317 1(6?9 2 0 0
23 Ak 146 ?8?51 7%1 116\318 180 g 0 0
23 4x 145 ?(());E(L)l 638 116\317 1(6?9 2 0 0
23 4G 146 ?8?51 7%11 11;;8 1(9)() 2 0 0
23 4H 145 r‘1F(());E(L)l 658 115\%17 1(539 2 0 0
23 4l 145 ilrgg%l 638 11;17 129 2 0 0
2 4 15| ot eos 137 130 6 0 ;
25 | 4R 46| 0w o s 100 6 0 0
28 4L 15| ot eos 137 180 6 0 0
25| 4M 46| 0w o s 100 6 0 0
e Molecule 24 is a protein called Nucleoside diphosphate kinase 7.

Mol | Chain | Residues Atoms AltConf | Trace
24 40 371 rgg gl 1 57 3 51(\)IG 551)3 281 0 0
24 4P 371 rgg gl 1 SC7 3 51(\)I6 551)3 281 X 0
2014 1| i 1873 506 53 21 0 0
24 4R 1| i 1873 506 53 21 0 0

e Molecule 25 is a protein called Piercer of microtubule wall 1 protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 45 13 905 566 165 169 5 0 0

W

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 4T 13 905 566 165 169 5 0 0

e Molecule 26 is a protein called Piercer of microtubule wall 2 protein.

Mol | Chain | Residues Atoms AltConf | Trace
26 U o4 T705t§ 1 4(738 12]7 1(;9 ?5 0 0
26 v o4 T7O5t8L 1 4(718 11;17 1(??9 2 0 0
IGERN T HERE

e Molecule 27 is a protein called Dynein regulatory complex subunit 5.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20109 303 2377 1498 427 442 10 0 0

e Molecule 28 is a protein called RIB43A-like with coiled-coils protein 2.

Mol | Chain | Residues Atoms AltConf | Trace
28 SA 268 ggiaSI 13053 41?\32 4(2)3 1SO 0 0
28 oB 368 g(())ta%l 1 2%6 61(\)18 5(8)4 181 0 0
28 5C 170 112;?’)1 8?1 21;18 2C7)1 2 0 0

e Molecule 29 is a protein called RIB43A-like with coiled-coils protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
A T L
29 oL 335 g(;;aSI 1550 51?\30 5(??3 1S5 0 0
29 oF 266 gi)gaSI 1?%8 41113 4(2)4 183 0 0

e Molecule 30 is a protein called Sperm-associated antigen 8.

EMD-35888, 8J07




Page 50 wwPDB EM Validation Summary Report EMD-35888, 8J07
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 oH 179 1459 919 260 271 9 0 0
Total C N O S
30 ol 179 1459 919 260 271 9 0 0
Total C N O S
30 5] 63 511 317 92 98 4 0 0
e Molecule 31 is a protein called Uncharacterized protein CFAPGS.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 oL 89 763 481 135 143 4 0 0
Total C N O S
31 M 89 763 481 135 143 4 0 0

e Molecule 32 is a protein called Cilia- and flagella-associated protein 77.

Mol | Chain | Residues Atoms AltConf | Trace
32 50 80 gog ; 1 422 11;;1 1(1)8 g 0 0
32 oF 226 Iljgzlzl 1 1069 3129 3(2)3 Z 0 0
32 Q 224 1112?3?1 1 1C58 3125 3(2)() 2 0 0
32 oR 226 rfggl 1 1069 3129 3(;3 2 0 0
32 55 226 rfgﬁf;l 1 1069 3129 3(2)3 2 0 0
32 T 224 rfggall 1 1058 3125 3(2)0 2 0 0
32 U 226 1;22391 1 1%9 3129 3(2)3 2 0 0
2| W |6 | o sy | O |

e Molecule 33 is a protein called Uncharacterized protein CFAP90.

Mol | Chain | Residues Atoms AltConf | Trace
33 R 127 rfgﬁlzl 6?9 112\)]5 1(9)0 ? 0 0
33 oY 127 rfgﬁlzl 6?9 112\)]5 1(9)0 ? 0 0
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e Molecule 34 is a protein called Sperm acrosome-associated protein 9.

Mol | Chain | Residues Atoms AltConf | Trace
34 6A 1o7 ?gg 7§8 21;15 22() 180 0 0
34 6C 159 ?2)2381 739 21;17 251)2 180 0 0
4| OB 57| 5 s a5 90 10 0 !
34| 66 57| 5 s a5 910 10 0 !
s ol 57| 5 mss a5 90 10 0 !
34 Ok 57| 5 s a5 00 10 0 !
34| oL 57| 5 mss a5 90 10 0 !
34| ON 199 | 9% 10 a7 o 10 0 ;
34 60 157 111(2)2&;’)1 7(8]8 21;5 220 180 0 0
34 6Q 157 Iljggl 7(8]8 2215 220 180 0 0
34 OR 157 Iljggl 728 21;]5 220 180 0 0
34 6T 157 Iljggl 728 21;]5 220 180 0 0
34 oV 157 Iljggl 728 21;]5 22() 180 0 0
e Molecule 35 is a protein called Dynein regulatory complex subunit 7.
Mol | Chain | Residues Atoms AltConf | Trace
3 7 bul Zgg?’)l 31074 815\)14 9(??1 384 0 0
e Molecule 36 is a protein called Protein FAM166C.

Mol | Chain | Residues Atoms AltConf | Trace
6. TA o0 s o5 81 st o ; ;
6.1 78 00|08 G s 4 0 0
36 7c 102 T802t§ l 536 114\117 151)8 i 0 0

O RLDWIDE

Continued on next page...

PROTEIN DATA BANK




Page 52

wwPDB EM Validation Summary Report

EMD-35888, 8J07

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
36 [ 101 T801t§L l 5;11 114\1]6 127 ZSL 0 0
36 [ 102 T802t5a l 536 114\117 1(28 ZSL 0 0
36 ¥ 102 T802t5a l 526 114\117 128 ZSL 0 0
56 G 101 gofg l 521 114\116 127 ZSL 0 0

e Molecule 37 is a protein called Cilia- and flagella-associated protein 144.

Mol | Chain | Residues Atoms AltConf | Trace
37 L 1 Tf;oélt 5a l 534 11;19 1(7)0 2 0 0
37 7 1 Ti;oélt 5a l 534 11;19 1(7)0 2 0 0

e Molecule 38 is a protein called Tektin-1.

Mol | Chain | Residues Atoms AltConf | Trace
38 8A 202 r{gtlzl 1(%2 215\913 3(1)1 S 0 0
38 8B 391 g(igaé)l 1578 51;16 6(1)9 182 0 0
38 8C 391 ?iggl 1578 51;16 6(1)9 182 0 0
38 8D 391 g‘i;zl 1578 51;16 6(1)9 182 0 0
38 8k 391 giggl 19C78 51;16 6(1)9 182 0 0
38 8K 391 g(iggl 19C78 51;16 6(1)9 1S2 0 0
38 8G 340 g(;t%l 17023 415\913 524 1S() 0 0
38 | sH 36 B 0 0

e Molecule 39 is a protein called Tektin-2.

Mol | Chain | Residues Atoms AltConf | Trace

39 8J o8 T409t§ 1 3%10 11(\)IO E?? ? 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
39 8K 38l 1?:8;&81 18%1 51(\517 6(1)5 1S5 0 0
39 8L 378 g(())gl 1 8C7 7 51;5]1 6(1)0 1S5 0 0
39 sM 383 1?:23%1 19(2)7 51;10 6(1)7 1S5 0 0
39 8N 384 gi tf;l 19Cl 1 51;11 6(2)0 1S5 0 0
39 80 384 g(lj tlé;l 19Cl 1 51;11 6(2)0 1S5 0 0
39 sb 360 ’ggtlzl 17089 51;;1 5(831 185 ¥ 0
wlsa | s | W s | 0|0

e Molecule 40 is a protein called Dynein regulatory complex protein 9.

Mol | Chain | Residues Atoms AltConf | Trace

40 9 278 gggzl 14%6 41(\)I7 4(5)1 1S2 0 0
e Molecule 41 is a protein called Radial spoke head 1 homolog.

Mol | Chain | Residues Atoms AltConf | Trace
4 A 210 ?(;tl?)l 1(%6 31(\)18 3(3)4 2 0 0
4 B 210 ?;tl?)l 1(%6 31(\)18 3(3)4 2 0 0
4 ¢ 210 ??i%l 10C66 31(\)IS 324 2 0 0
4 b 210 ?;tl?)l 10%6 31(\)IS 324 2 0 0
i a 210 ?;tl%l 1OCG6 31(\)IS 3(:34 g 0 0
H b 210 ?;tlé(%)l 1(%6 31(\)IS 324 g 0 0
4 ¢ 210 ?;tl%l 1(%6 31(\)IS 3(3)4 g 0 0
H d 210 r‘1F(;t1?)l 10%6 31(\)IS 3(3)4 g 0 0

e Molecule 42 is a protein called Tubulin alpha-1A chain.

O RLDWIDE

PROTEIN DATA BANK
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Mol | Chain | Residues Atoms AltConf | Trace
12 1 AZ 439 32531 21070 513\313 6(5)4 282 0 0
421 AC 439 52531 21C70 515\3]3 6(5)4 282 0 0
42| AE 439 52231 21C70 515\3]3 6(5)4 282 0 0
421 AG 439 §2t551 21C70 512\3]3 6(5)4 282 0 0
42 1 Al 439 §Zt551 21070 512\3]3 6(5)4 282 0 0
42 AK 439 52531 21070 51;3 6(5)4 2S2 0 0
421 AM 439 52531 21070 515\313 6(5)4 2S2 0 0
421 A0 439 gZZagl 21070 515\;13 6(5)4 282 0 0
21 AQ 439 gZZZI 21C70 515\513 6(5)4 282 0 0
42| AS 439 gZZagl 21C70 515\413 6(5)4 282 0 0
42 | AU 439 1:;2;21 21070 51553 6(5)4 282 0 0
2 | AW 439 gztzzl 21070 51553 6(;4 282 0 0
2 AY 439 52?91 21C70 515\413 6(5)4 282 0 0
42 | BA 439 52?91 21C70 523 6(5)4 282 0 0
42 1 BC 439 gzgzl 21070 515\53 6(5)4 282 0 0
42 | BE 432 gggl 21043 51;15 6(23 282 0 0
21 BG 439 EEZZZI 21070 523 6(5)4 282 0 0
42 Bl 132 gggl 2513 51;15 6(23 282 0 0
42| BK 439 gZZZI 21C70 515\313 6(5?4 282 0 0
42 1 BM 433 rggta;l 21(315 51;6 624 282 0 0
421 BO 439 §ZZZI 21070 515\3]3 6(5?4 282 0 0
21 BQ 439 §ZZZI 21070 512\3]3 6C5)4 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 BS 439 gzgl 21C70 512\313 6?4 2S2 0 0
42 BU 439 gzgl 21C70 52]3 6?4 2S2 0 0
42 BW 439 gzgzl 21C70 52]3 6(5)4 2S2 0 0
42 BY 432 ggg?’)l 21(4313 51;15 651)3 282 0 0
42 cC 439 gzgzl 21C70 52]3 6(5)4 282 0 0
42 CE 430 ’ggt%l 21037 51;I3 6(3)9 282 0 0
42 ¢G 439 1?:2;&91 21C70 523 6(5)4 282 0 0
iz d B | o s en 0 ¥
42 CK 439 gzt;;l 21070 523 6(5)4 282 0 0
2] M B | o s an 0 0
12 ¢O 439 gztzzl 21C70 515\513 6(5)4 282 0 0
12 cQ 439 gztzzl 21C70 523 6(5)4 282 0 0
12 3 439 gzgzl 21C70 523 6(5)4 282 0 0
12 cu 439 gzgzl 21070 52]3 6(5)4 282 0 0
12 oW 431 rggt;;l 21040 51;14 6(21 282 0 0
12 CY 439 gzgzl 21070 515\3]3 6(5?4 282 0 0
12 be 430 rgg;?l 21(?37 5§3 6(??9 282 0 0
42 DE 431 gg%l 21(311 5§4 6(22 282 0 0
42 DG 430 rgggall 21(?%7 51;13 629 282 0 0
42 DI 430 rlZ;gt7al1 21(?’)7 51;13 6(3)9 282 0 0
42 DK 430 gg;all 21(?’)7 51;13 629 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 bM 431 gg%l 2121 51;14 622 2S2 0 0
42 bo 431 gg%l 2121 51;14 622 2S2 0 0
42 bQ 430 ggt;il 21(?37 51;13 629 2S2 0 0
42 D3 431 rlz;g%l 21(311 51;14 651)2 282 0 0
42 bu 430 gg;?l 21%7 51;13 6(3)9 282 0 0
42 bW 430 gg;all 21037 5?3 6(3)9 282 0 0
42 bY 430 ’ggt%l 2IC?>7 5?3 6(??9 282 0 0
42 EC 439 gztzzl 21C70 523 6(5)4 282 0 0
42 EE 439 gzgzl 21070 515\%13 6(5)4 282 0 0
2] EG 85|y o s g 0 0
12 kil 439 gzgzl 21070 515\513 6(5)4 282 0 0
12 EK 438 rgz;&;’)l 21067 522 6(’5?2 282 0 0
12 EM 438 g?lg?’)l 21067 522 6(532 282 0 0
12 EO 138 gzgzl 21(367 52]2 6(;2 282 0 0
12 EQ 439 gzgzl 21070 515\313 6(5?4 282 0 0
12 ES 439 gzgzl 21070 515\3]3 6(5?4 282 0 0
12 EU 438 gzgl 21%7 512\312 6(5)2 282 0 0
42 EW 439 13??221 21070 51§3 6(5)4 282 0 0
42 Y 438 thQa?)l 21(257 51§2 6(5)2 282 0 0
42 FC 431 rli;gt7a9l 21(311 51;14 651)2 282 0 0
42 FE 428 ggga%l 21(5’)0 51;11 624 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 FG 430 T3‘(§t7?l 21%7 51;13 6(;9 282 0 0
42 i 430 TB‘(;;?I 21%7 51;13 6(;9 2S2 0 0
42 FK 430 TB‘gg?l 21(?37 51;13 629 2S2 0 0
42 M 430 ggg?l 21(;37 51;13 6(?39 282 0 0
42 FO 430 gg;?l 21%7 51;13 6(3)9 282 0 0
42 FQ 431 ’ggt%l 21041 5154 622 282 0 0
42 FS 431 ?3)%1 21041 5154 622 282 0 0
42 kU 430 ?3);?1 21%)7 51;13 6(??9 282 0 0
42 bW 430 gg;?l 21(;)7 51;13 6(??9 282 0 0
12 by 430 gg;?l 21037 51;13 6(??9 282 0 0
12 GC 431 rgg%l 21C41 51;14 6(432 282 0 0
12 GE 132 rgg;zl 21044 51;15 6(24 282 0 0
12 GG 430 rgg%l 2lc38 51;13 6(20 282 0 0
12 GI 131 gg%l 21(211 51;14 651)2 282 0 0
12 GK 433 rggg%l 21051 51;17 6(26 282 0 0
12 GM 430 rgg%l 21(;)8 51;13 6(20 282 0 0
12 GO 430 gg%l 21(238 5§3 6(20 282 0 0
42 GQ 430 rgg;?l 21(?37 5§3 6(??9 282 0 0
42 GS 431 rgg%l 21(311 51;14 651)2 282 0 0
42 GU 432 1;;?31 21(313 51;15 651)3 282 0 0
42 GW 439 gzt;;l 21C70 512\3]3 6(5)4 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 GY 428 ggg;l 21%0 51;11 6(;4 282 0 0
42 HA 430 TB‘(;;?I 21%7 51;13 6(;9 2S2 0 0
42 He 431 TB‘(?T%I 21(311 51;14 622 2S2 0 0
42 HE 431 rlz;g;agl 21(511 51;14 651)2 282 0 0
42 HG 430 gg;?l 21%7 51;13 6(3)9 282 0 0
42 Hl 430 ’ggt;il 21C37 51;3 6(3)9 282 0 0
42 HK 430 ?3);?1 21C37 51;3 6(??9 282 0 0
42 HM 430 ?3);?1 21%)7 51;13 6(??9 282 0 0
42 HO 430 gg;?l 21(;)7 51;13 6(??9 282 0 0
12 HQ 431 gg%l 21041 51;14 6(22 282 0 0
12 1S 431 rgg%l 21C41 51;14 6(432 282 0 0
12 HU 430 rgg?ll 2lc37 51;13 6(??9 282 0 0
12 HW 430 gg?ll 2lc37 51;13 6(??9 282 0 0
12 HY 430 gg?ll 21(2%7 51;13 6(??9 282 0 0
12 IA 439 ?’:Z;Zl 21070 515\313 6(5?4 282 0 0
12 1c 432 rgggl 21(314 51;15 6(24 282 0 0
12 e 439 gzgzl 21070 512\313 6(5)4 282 0 0
42 1G 438 gzg?’)l 21067 512\;2 6(5)2 282 0 0
42 11 432 gg;zl 21(314 51;15 651)4 282 0 0
42 IK 430 ggga; 21(?’)8 51;13 651)0 282 0 0
42 M 438 thQa?)l 21%7 512\3]2 6(5)2 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 10 431 ggt;;l 21le1 51;14 622 282 0 0
42 1Q 439 gzgl 21070 515\513 6?4 2S2 0 0
42 15 432 gg;zl 2 1(314 51;15 624 282 0 0
42 v 432 ggg?;l 21(515 51;15 651)5 282 0 0
42 W 431 rl?:g%l 2511 51;14 661)2 282 0 0
2 Y 85|y i m a 0 0
42 € 430 ’ggtgl 2lc?>7 51;3 6(?39 282 0 0
42 JE 431 gg;zl 21(311 51;14 622 282 0 0
2 )6 85| g s 7 ok 2 0 0
12 . 431 ggt%l 21041 51;14 6(22 282 0 0
2] JK 2 | g s s e 0 0
12 M 429 gggzl 2lc34 51;12 6(??7 282 0 0
12 10 430 gg%l 2lc38 51;13 620 282 0 0
12 1Q 430 gg;éll 21(237 51;13 6(??9 282 0 0
42 IS 431 gg%l 21041 51;14 6(22 282 0 0
12 JU 429 ggt(gl 21(?34 51;12 6(3?7 282 0 0
42 TW 431 rgg;ﬁ? 2 1(310 5§4 6(21 282 0 0
42 TY 430 rgg;il 21(;)7 51;3 6(??9 282 0 0
42 KC 431 g‘gt;;l 21(311 51;14 651)2 282 0 0
42 KE 431 g‘gt;;l 21(311 51;14 651)2 282 0 0
42 KG 430 gggall 21(?%7 51;13 6;)9 282 0 0

Continued on next page...
$roe



Page 60

wwPDB EM Validation Summary Report

EMD-35888, 8J07

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
42 K 430 ggt;il 21%7 51;13 6(3)9 2S2 0 0
42 KK 430 ggt;il 21%7 51;13 6(3)9 2S2 0 0
42 KM 430 g(?))t??l 21(?37 51;13 6(-;9 2S2 0 0
42 KO 430 gggall 21(;37 51;13 6(?39 282 0 0
42 KQ 431 1?2?7&91 2511 51;14 651)2 282 0 0
42 K3 430 ’gg;all 21037 5?3 6(3)9 282 0 0
2 KU 18| 40 oi0 s ais 2 0 0
42 KW 430 gg;?l 21%)7 51;13 6(??9 282 0 0
42 kY 430 gg;?l 21%7 51;13 6(??9 282 0 0
2] 10 85| o ou 56 ot 2 0 0
2] LE 85| o ou w6 ot 2 0 0
12 LG 132 gggl 21C43 51;15 6(23 282 0 0
42 Ll 431 ggt;gl 21C41 51;14 6(22 282 0 0
42 LK 431 gg%l 2121 51;14 651)2 282 0 0
42 LM 438 gzgzl 2 1067 515\312 6(5?2 282 0 0
42 Lo 438 gzgzl 2 1067 515\312 6(;2 282 0 0
42 LQ 438 gzgl 2 1(257 51§2 6(5)2 282 0 0
42 LS 439 13:2;31 21070 512\;3 6(5)4 282 0 0
42 LU 432 g‘g ?51 2 1(314 51;15 651)4 282 0 0
42 LW 434 ggga%l 21050 51;17 651)8 282 0 0
42 LY 439 gzt;;l 21C70 516\313 6(5)4 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 MA 430 T3‘(§t7?l 21%7 51;13 6(;9 282 0 0
42 Me 431 TB‘E%I 2121 51;14 622 2S2 0 0
42 ME 431 TB‘(?T%I 21(311 51;14 622 2S2 0 0
42 MG 430 ggg?l 21(;37 51;13 6(?39 282 0 0
42 MI 430 gg;?l 21%7 51;13 6(3)9 282 0 0
42 MK 430 ’ggt;il 21C37 51;3 6(3)9 282 0 0
42 MM 430 ?3);?1 21C37 51;3 6(??9 282 0 0
42 MO 430 ?3);?1 21%)7 51;13 6(??9 282 0 0
42 MQ 431 ggt%l 21(311 51;14 6(22 282 0 0
12 MS 431 gg%l 21041 51;14 6(22 282 0 0
12 MU 430 rgg;?l 2lc37 51;13 6(??9 282 0 0
12 MW 430 rgg?ll 2lc37 51;13 6(??9 282 0 0
12 MY 430 gg?ll 2lc37 51;13 6(??9 282 0 0
12 NA 131 gg%l 21(211 51;14 651)2 282 0 0
12 NC 439 ?’:Z;Zl 21070 515\313 6(5?4 282 0 0
12 NE 434 rgggf;l 21050 51;17 6(28 282 0 0
12 NG 430 gg%l 21(238 5§3 6(20 282 0 0
42 NI 432 gggzl 21(314 5155 6(24 282 0 0
42 NK 438 ”gzt;él 21(257 512\312 6(5)2 282 0 0
42 NM 431 1;;;31 21(311 51;14 651)2 282 0 0
42 NO 432 ggga; 21(315 51;15 651)5 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 NQ 432 gg;a; 2 124 51;15 624 2S2 0 0
42 NS 439 1?:28%1 21%6 51;19 629 2S2 0 0
42 NU 433 1?:;;&61 21C51 51;17 626 2S2 0 0
42 NW 433 gggzl 21(318 51;16 651)7 282 0 0
42 OA 431 rl?:g%l 2511 51;14 651)2 282 0 0
42 0C 434 1:;2821 21C54 5158 628 2S2 0 0
2 OE 15| g ous w6 617 2 0 ¥
2] 06 82| o s ans 2 0 ¥
2 Ol B0 ot s ok 2 0 0
2] OR 85|y o s g 0 0
oM | s | e s e o ¥ 0
12 00 132 rggg;l 21045 51;15 6(25 282 0 0
12 0Q 433 ggg?’)l 21C48 51;16 6(27 282 0 0
42 O3 432 ggg;l 2 1(14 51;15 6(24 282 0 0
12 ov 433 rgggzl 21051 51;17 6(26 282 0 0
12 OW 439 gzgzl 21056 51;19 6(29 282 0 0
12 OY 432 ggg;l 21(315 51;I5 6(25 282 0 0
42 PA 431 rgg;?)l 21(311 5§4 6(22 282 0 0
42 PC 431 g‘gt;;l 21(311 51;14 651)2 282 0 0
42 PE 431 g‘gt;;l 21(311 51;14 651)2 282 0 0
42 PG 430 gg;all 21(5’)7 51;3 6;)9 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 Pl 430 ggt;il 21%7 51;13 6(3)9 2S2 0 0
42 PK 430 ggt;il 21%7 51;13 6(3)9 2S2 0 0
42 PM 430 ggt;il 21(?37 51;13 629 282 0 0
42 PO 430 r‘ggtgl 21(;37 51;13 6(3)9 282 0 0
42 PQ 431 gg%l 21(311 51;14 651)2 282 0 0
42 PS 431 ’ggt%l 21041 5?4 651)2 2S2 0 0
42 PU 430 ’ggt%l 21C37 51;I3 6(??9 282 0 0
42 PW 430 gg;?l 21%)7 51;13 6(??9 282 0 0
42 Py 430 gg;?l 21(;)7 51;13 6(??9 282 0 0
12 QA 431 gg%l 21041 51;14 6(22 282 0 0
127 QC I I 0 0
12 QF 439 ?’:Z;Zl 21070 523 6(5)4 282 0 0
12 QG 430 rgg%l 21C38 51;13 6(20 282 0 0
12 Qr 131 rgg%l 2121 51;14 6(22 282 0 0
12 QK 438 gzgzl 21067 515\312 6(5?2 282 0 0
12 QM 439 ?;Zg;l 21057 51;19 6(29 282 0 0
12 QO 434 gzg?)l 21053 51;18 6(27 282 0 0
42 QQ 432 gggzl 21(314 5§5 6(24 282 0 0
42 QS 431 ril’:gt%l 21(311 51;14 651)2 282 0 0
42 QU 429 zthaSl 21(?’)4 51;12 6(3)7 282 0 0
42 QW 431 ggt%l 21(511 51;14 651)2 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 QY 432 ggg;l 2125 51;15 625 282 0 0
42 RA 431 TB‘E%I 2121 51;14 622 2S2 0 0
42 RC 431 TB‘(?T%I 21(311 51;14 622 2S2 0 0
42 RE 431 rlz;g;agl 21(511 51;14 651)2 282 0 0
42 RG 430 gg;?l 21%7 51;13 6(3)9 282 0 0
42 Rl 430 ’ggt;il 21C37 51;3 6(3)9 282 0 0
42 RK 430 ?3);?1 21C37 51;3 6(??9 282 0 0
42 RM 430 ?3);?1 21%)7 51;13 6(??9 282 0 0
42 RO 430 gg;?l 21(;)7 51;13 6(??9 282 0 0
12 RQ 431 gg%l 21041 51;14 6(22 282 0 0
12 RS 431 rgg%l 21C41 51;14 6(432 282 0 0
12 RU 430 rgg?ll 2lc37 51;13 6(??9 282 0 0
12 RW 430 gg?ll 2lc37 51;13 6(??9 282 0 0
12 RY 430 gg?ll 21(2%7 51;13 6(??9 282 0 0
12 SC 434 gzgan 21054 51;18 6(28 282 0 0
12 SE 432 rgggl 21(314 51;15 6(24 282 0 0
12 SG 438 gzgl 21067 512\312 6(5)2 282 0 0
42 ol 434 13:28&21 21(?)4 5§8 6(28 282 0 0
42 SK 438 ”gzt;él 21(257 512\312 6(5)2 282 0 0
42 SM 438 1?2;&31 21%7 5§2 6(5)2 282 0 0
42 50 430 ggt%l 21(5’)8 51;13 651)0 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 5Q 431 T3‘(§t7?91 2121 51;14 622 282 0 0
42 55 439 gzgl 21070 52]3 6?4 2S2 0 0
42 SU 432 TB‘(;;E;I 21(315 51;15 625 2S2 0 0
42 SW 439 gzgzl 21C70 515\513 6(5)4 282 0 0
42 SY 433 ggg?l 2517 51;16 651)6 282 0 0
42 TC 431 ’ggt%l 21041 5154 622 282 0 0
42 Tk 431 ?3)%1 21041 5154 622 282 0 0
42 TG 430 ?3);?1 21%)7 51;13 6(??9 282 0 0
42 11 430 gg;?l 21(;)7 51;13 6(??9 282 0 0
12 TR 430 gg;?l 21037 51;13 6(??9 282 0 0
12 ™M 430 rgg;?l 2lc37 51;13 6(??9 282 0 0
12 TO 430 rgg?ll 2lc37 51;13 6(??9 282 0 0
12 TQ 131 rgg%l 21C41 51;14 6(22 282 0 0
12 T3 131 gg%l 21(211 51;14 651)2 282 0 0
12 T 430 rgg?ll 21C?>7 51;13 6(??9 282 0 0
12 W 430 rggtgl 21(;)7 51;13 6(3?9 282 0 0
12 Y 430 rgg;il 21(237 5§3 6(??9 282 0 0
42 ue 434 ggg&}?l 21(?)0 5§7 6(28 282 0 0
42 UE 431 rgg%l 21(311 51;14 651)2 282 0 0
42 va 431 gg;a%l 21(310 51;14 651)1 282 0 0
42 Ul 431 ggt%l 21(311 51;14 651)2 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
42 UK 431 gg%l 2511 51;14 622 2S2 0 0
42 UM 430 gg%l 21%8 51;13 620 2S2 0 0
42 vo 431 gg%l 21(311 51;14 622 2S2 0 0
42 ue 431 132;&91 2511 51;14 651)2 2S2 0 0
42 Us 431 gg%l 2511 51;14 651)2 2S2 0 0
21 U 82| o s ans o ¥ ¥
I T S P 0 ¥
2 Uy I I 0 0
42 Ve 431 gg%l 21(311 51;14 6(22 282 0 0
12 VE 431 ggt%l 21041 51;14 6(22 282 0 0
12 va 430 rgg;?l 2lc37 51;13 6(??9 282 0 0
12 V1 430 rgg;?l 2lc37 51;13 6(??9 282 0 0
12 VK 430 rgg;?l 2lc37 51;13 6(??9 282 0 0
12 M 430 rgg;?l 21(237 51;13 629 282 0 0
12 Vo 430 rgggéll 21C?>7 51;13 6(??9 282 0 0
12 vQ 431 rgg%l 21(311 51;14 6(22 282 0 0
12 VS 431 gg%l 21(311 51;14 6(22 282 0 0
42 vu 430 rgg;?l 21(?%7 51;3 6(??9 282 0 0
42 vw 430 ril;ggall 21(?%7 51;13 629 282 0 0
42 VY 430 rli;ggall 21(?’)7 51;13 6(3)9 282 0 0
42 WA 439 gzt;;l 21C70 51§3 6(5)4 282 0 0
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Mol | Chain | Residues Atoms AltConf | Trace
42 Wwe 432 gg;a; 2124 51;15 624 282 0 0
42 WE 439 gzt;)l 21070 515\313 6?4 2S2 0 0
42 wa 432 gg;zl 21(313 51;15 623 2S2 0 0
42 Wi 439 thQ?)l 21C70 515\513 6(5)4 282 0 0
42 WK 439 thQ?)l 21C70 52]3 6(5)4 2S2 0 0
2WM a0 s g o ; 0
12 WO 431 gg%l 21041 51;4 622 282 0 0
12 wQ 439 gzt;;l 21C70 523 6(5)4 282 ¥ 0
2| ws || o 0 0
12 wu 439 gzgzl 21070 515\%13 6(’5?4 282 0 0
12 Ww 439 gztzzl 21070 515\513 6(’5?4 282 0 0

e Molecule 43 is a protein called Tubulin beta-4B chain.

Mol | Chain | Residues Atoms AltConf | Trace
13 AB 437 gzg?’)l 21055 525 6((“?7 2S6 0 0
13 AD 437 gzg;’)l 21CSS 525 6(6)7 286 0 0
13 AF 437 gzgl 21C55 525 6(6)7 286 0 0
43 Al 433 gzg%l 21%4 515:11 6(539 286 0 0
13 AJ 437 gzg;)l 21055 515\§I5 6((?7 286 0 0
13 AL 131 gzgil 2lc36 515\512 6((30 286 0 0
13 AN 13 gzgzl 2lc36 5212 6((?0 286 0 0
13 AP 437 gzg?’)l 21CE)5 5215 6(6)7 286 0 0
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Mol | Chain | Residues Atoms AltConf | Trace
43 AR 437 gzgl 21C55 512\315 627 2S6 0 0
43 AT 437 gzgl 21%5 515\515 627 2S6 0 0
43 AV 437 gzg 21C55 52]5 627 2S6 0 0
43 AX 437 gzg?’)l 21C55 515\515 6(637 286 0 0
43 BB 421 gggzl 21%9 51;15 651)6 286 0 0
4| BD 26| s ows s aas % 0 0
43 B 421 ’g(?)ag%l 21009 51;15 626 286 0 0
43 BH 426 ggg 21%5 51;14 623 286 0 0
43 BJ 430 gg%l 21019 51;18 6(5)O 286 0 0
13 BL 426 gggl 21005 51;14 6(23 286 0 0
13 BN 426 ggzzl 21005 51;14 6(23 286 0 0
13 BP 421 rggg%l 21009 51;15 6(26 286 0 0
13 BR 426 rgggl 21CO5 51;14 6(23 286 0 0
13 BT 421 ggg%l 21%9 51;15 6(26 286 0 0
13 BV 420 ggzazzl 21005 51;14 6(23 286 0 0
13 BX 430 rgg%l 21019 51;18 6(5?0 286 0 0
13 ¢B 428 gggil 21012 5§6 6(27 286 0 0
13 Cb 426 222381 21(5)5 5?4 6(23 286 0 0
43 CF 421 gggzl 21(5)9 51;15 651)6 286 0 0
43 CH 426 ggZaSI 21(5)5 51;14 651)3 286 0 0
43 CJ 421 gggaél 21(5)9 51;15 651)6 286 0 0
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Mol | Chain | Residues Atoms AltConf | Trace
43 CL 426 ggﬁlzl 21C(j)5 51;14 623 2S6 0 0
43 CN 426 TBEZ? 21CO5 51;14 623 2S6 0 0
43 P 428 TB‘(;ES?I 21Cl2 51;16 627 2S6 0 0
43 CR 426 ggﬁl?%l 21(2)5 51;14 651)3 286 0 0
43 CT 421 gggzl 21%9 51;15 651)6 286 0 0
B0V 26| s ows s aas % 0 0
43 X 421 ’g(?)ag%l 21009 51;15 626 286 0 0
43 ¢z 426 ggg 21%5 51;14 623 286 0 0
43 b