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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.dev113
Mogul : 2022.3.0, CSD asb43be (2022)
MolProbity : 4.02b-467

buster-report : 1.1.7 (2018)
Percentile statistics :  20231227.v01 (using entries in the PDB archive December 27th 2023)
MapQ : 1.9.13
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.39
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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 3.65 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 - 3
Ramachandran outliers W 2.0%
Sidechain outliers I 7.4%
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Motric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 210492 15764
Ramachandran outliers 207382 16835
Sidechain outliers 206894 16415

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
54%

T ——

1 1A 1048 55% 44%
2%
1 1B 1048 | = e 5o
23%

..

2 1C 685 30% . 69%
9%

| ...

2 1D 685 30% . 69%
5%

™,

3 1F 262 64% . 35%
5%

I

3 1G 262 32% 30% . 35%
9%

| ..

4 1H 711 26% . 73%
2%

4 11 711 12% . 88%

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

Mol | Chain | Length Quality of chain
5%
4 1J 711 % 84%
20%
=
5 1L 620 229% .. 75%
27%
-
5 1M 620 38% . 60%
2%
5 IN 620 | T 5
5%
6 | 1P 1456 | "o 5
5%
6 1Q 1456 5% 94%
1%
I —
7 1S 620 85% 13%
1 60/0
7 1T 620 47% 35% 15%
8%
7 1U 620 r—— 73% 25% -
%
ey
8 1W 549 45% 129% 42%
37%
Ty —
8 1X 549 30% 14% 5% 50%
9%
..
8 1Y 549 25% 5% 70%
7%
I
8 17 549 30% 5% 64%
39%
e
9 2B 552 52% 14% . 32%
5%
9 2C 552 12% . 86%
3%
I ——
10 2E 170 52% 15% 32%
28%
T ————
10 2F 170 51% 16% . 32%
25%
T —
10 2G 170 54% 12% - 3%
%
T — o me
11 21 256 64% 20% 12%
5%
I —
11 2J 256 79% 15%
3%
. ——
11 2K 256 65% 20% 7% 7%
35%
e ——
12 2M 257 71% 14% 15%

23%

12 2N 257 71% 14% 15%

25%

12 20 257 62% 21% . 15%

18%
12 2P 257 71% 14% 15%
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
0%
I ——
12 2Q 257 73% 12% 15%
76%
1y e— —
12 2R 257 66% 19% 15%
8%
e——
13 2T 193 38% 37% 19%
8%
13 2U 193 _40% 36% 18%
5%
13 2V 193 — 39% 36% 17%
6%
13 2W 193 e 39% 15%
7%
e
13 2X 193 32% 41% 21%
14 3A 177 & 51% 15% - 33%
1%
14 3B 177 r— 51% 15% . 33%
5%
14 3C 177 — 54% 12% - 33%
8%
I —
15 3E 418 83% 10% + 6%
9%
15 3F 418 r—— 78% 17% 5%
0%
15 3G 418 — 27% 6% 67%
7%
—
15 3H 418 60% 1% 29%
9%
— E—
16 3J 430 74% 17% . 8%
21%
—
16 3K 430 61% 13% 27%
8%
16 3L 430 — 73% 18% %
1%
|
16 3M 430 22% 5% 73%
57%
=
17 30 490 62% 15% . 20%
51%
o —
17 3P 490 41% 28% 10% - 20%
9%
17 | 30 190 |Fhe —
%
17 3R 490 ? 26% 1% - 46%
3%
= ——
18 3T 447 72% 16% . 1%
2%
. —
18 3U 447 72% 16% < 11%
34%
I
18 3V 447 32% 6% 62%

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

Mol | Chain | Length Quality of chain
75%
I
18 3W 447 48% 10% 42%
26%
T — —
19 3Y 377 82% 12% - 6%
19 | 37 3T | o s
%
I —
20 4A 379 20% 18% 8% - 52%
24%
e
20 4B 379 14% 9% 5% . 70%
26%
T —
21 4D 640 49% 16% 6% - 27%
25%
T —
21 4K 640 50% 17% 6% - 27%
28%
I —
21 4F 640 48% 18% 5% 27%
22%
I
22 4H 748 36% 1% . 53%
1%
N
22 41 748 59% 19% . 18%
39%
e
22 4] 748 57% 20% 5% « 18%
31%
I ——
22 4K 748 17% 9% 5% . 68%
35%
I —
23 4M 272 20% 25% 15% . 38%
32%
I ———
23 4N 272 21% 23% 15% . 38%
28%
o N
23 4P 272 7% 12% 8% 68%
4%
|
23 4Q 272 15% 19% 13% - 50%
4%
— —
23 4R 272 14% 29% 17% . 39%
7%
E—
24 40 252 10% 14% 9% - 65%
8%
| ..
25 4T 469 25% 9% - 65%
40%
. -
26 4V 377 72% 26%
64%
= -
26 4W 377 68% 29% ..
28%
e ——
27 4Y 314 67% 18% . 15%
25%
I —
27 47 314 64% 20% . 14%
3%
I e
28 5B 230 67% 17% o 13%
1%
I —
29 5D 136 51% 10% - 38%
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
7%
| W
29 5E 136 20% .. 76%
76%
I
30 5G 121 57% 19% . 23%
24%
e
31 51 879 39% 10% - 50%
0%
31 | 5J 879 | T . 57
39%
T ————————— —
32 5L 101 75% 16% 9%
51%
.=
33 5N 495 57% 10% 33%
7%
| ...
33 50 495 26% 5% 69%
28%
e
34 5Q 514 42% 8% 49%
9%
34 5R 514 Tm% 9% 61%
8%
T
35 5T 196 51% 17% 31%
2%
35 | 5U 196 | —
3%
e —
36 5W 282 60% 21% . 18%
8%
.. —
36 5X 282 60% 19% . 18%
39%
-
36 5Y 282 47% 17% . 34%
2%
36 57 282 + 79%
7%
e —
37 6A 135 63% 20% %
36%
..
38 6C 310 46% 19% . 32%
5%
38 6D 310 16% 5% 79%
7o°/°
1y —
39 oF 223 57% 11% 30%
70%
Ty ——
39 6G 223 60% 10% -« 30%
63%
T —
39 6H 223 50% 13% - 37%
69%
T —
39 61 223 57% 14% 30%
70%
T ——
39 6J 223 60% 1% 30%
69%
g ——
39 6K 223 58% 13% 30%
61%
1 —
39 6L 223 46% 12% . 39%

Continued on next page...
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Mol | Chain | Length Quality of chain
6%
40 AA 447 — 74% 24% N
6%
40 | AE gy | — — oo
4%
40 AF 447 — 79% 19% o
3%
40 | AG gy | T— T 5o -
5%
40 | AH qqy | T— 7 e —
8%
40 BA 447 r— 75% 23% n
5%
40 | BE Ay | 36% ———
5%
40 BF 447 — 69% 28% -
5%
40 | BG qgy | T — 7 7 -
2%
40 BH 447 — 45% 38% B VT7A——
24%
..
40 BI 447 31% 36% 14% 17%
20%
e
40 CA 447 35% 44% 17%
28%
T — -
40 CE 447 70% 28% =
23%
T — —
40 CF 447 74% 23% -
27%
—— -
40 CG 447 74% 23% ..
8%
L 0
40 CH 447 37% 42% 15% 5%
1%
T ———————— -
40 CI 447 72% 26% .
22%
I
40 DA 447 25% 47% 2%
29%
N
40 DE 447 30% 43% 20%
24%
e
40 DF 447 32% 42% 19%
29%
e -
40 DG 447 72% 25% .
24%
T
40 DH 447 33% 44% 17%
39%
T —
40 DI 447 28% 43% 22%
25%
I —
40 EA 447 70% 27% .
35%
T — —
40 EE 447 70% 26% ..
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
4%
I —
40 EF 447 70% 27%
1%
I — —
40 EG 447 70% 25%
6%
40 EH 447 . 38% 16%
3%
N
40 EI 447 33% 37% 22% 5% -
9%
I — -
40 FA 447 38% 35% 20%
0%
T — p—
40 FE 447 73% 24%
22%
T — p—
40 FF 447 75% 20%
23%
T — —
40 FG 447 74% 20%
23%
. -
40 FH 447 74% 23% .
34%
I —
40 FI 447 72% 24%
9%
40 | GA gy | T — . o -
3%
]
40 GE 447 32% 43% 20%
20%
I — -
40 GF 447 73% 23% .
8%
40 GG 447 E—— 71% 23% o
3%
40 GH 447 — 38% 40% 16%
1%
‘ 0
40 GI 447 37% 39% 17%
7%
40 | HA gy | T— 7 2 -
32%
.
40 HE 447 35% 37% 21%
7%
40 HF 447 r— 73% 24% -
5%
40 | HG qgy | — e m—
8%
40 HH 447 E—— 72% 24% -
21%
e -
40 HI 447 69% 28% .
9%
40 TA 447 —— 73% 24% -
%
T — —
40 1IE 447 72% 20% 6%
1%
I — -
40 IF 447 72% 24% .

Continued on next page...



Page 9 wwPDB EM Validation Summary Report EMD-45802, 9CPC

Continued from previous page...

Mol | Chain | Length Quality of chain
8%
40 1G 447 — 71% 25% -
6%
40 | IH qqy | — — 26, -
20%
I — p—
40 IT 447 67% 30%
20%
I — p—
40 JA 447 73% 24% .
57%
T —————— —
40 JD 447 69% 28%
23%
T — p—
40 JE 447 71% 26%
21%
I — —
40 JF 447 74% 21%
9%
40 | JG qy | T — — e —
21%
e -
40 JH 447 72% 25% .
5%
40 KA 447 — 74% 20% e
5%
40 KD 447 r— 73% 23% -
3%
40 KE 447 — 71% 26% -
6%
40 | KF qqy | — — o
5%
40 KG 447 — 73% 26% N
5%
40 KH 447 — 71% 27% N
4%
40 | LA gy | T— Z T -
1%
40 | LD qqy | Z o -
3%
40 | LE qqy | o o
5%
40 LF 447 - 49% 33% 13%
40 LG 447 - 44% 38% BT A
3%
40 | LH qqy | =7 T -
5%
40 MA 447 — 51% 35% BT
4%
40 | MD gy | — o
2%
40 ME 447 — 77% 19% e
5%
40 MF 447 - 47% 36% BT 7

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

Mol | Chain | Length Quality of chain
5%
40 MG 447 - 46% 38% BT 7
7%
40 MH 447 — 50% 30% sl e
26%
T —— p—
40 NA 447 70% 26%
24%
e
40 ND 447 39% 39% 15%
29%
T ———— —
40 NE 447 71% 25%
26%
T — -
40 NF 447 72% 24%
27%
T — p—
40 NG 447 71% 25%
30%
T — p—
40 NH 447 71% 26%
24%
e -
40 OA 447 72% 25% .
6%
e — -
40 OD 447 67% 27%
28%
. —
40 OE 447 71% 25% ..
3%
I -
40 OF 447 69% 29%
28%
T — -
40 oG 447 69% 28% .
7%
I
40 OH 447 30% 43% 20%
36%
T —— —
40 PA 447 68% 28%
3%
= —
40 PD 447 65% 26% 9%
39%
S —— p—
40 PE 447 71% 26%
39%
T — p—
40 PF 447 69% 28%
39%
T — —
40 PG 447 70% 26%
1%
| —
40 PH 447 68% 28% .
5%
] —
40 QA 447 68% 28%
52%
= —
40 QE 447 62% 34%
39%
e —
40 QF 447 71% 259%
3%
. —
40 QG 447 69% 26% ..

N
©
®

<

]

o~

)

]

o~

40 | QH 447

Continued on next page...
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Mol | Chain | Length Quality of chain
5%
. —
40 RA 447 69% 27% ..
51%
I, —
40 RE 447 67% 29% -
2%
T — —
40 RF 447 69% 26% ..
%
T ——— —
40 RG 447 66% 30% -
7%
T ————————— —
40 RH 447 71% 25% .
70%
1y ——
40 RI 447 62% 21% 16%
36%
T — —
40 SA 447 65% 28% ..
7%
e p—
40 SE 447 66% 31% .
%
| —
40 SF 447 66% 30% ..
36%
. —
40 SG 447 67% 29% -
39%
. —
40 SH 447 65% 31% ..
70%
== —
40 SI 447 74% 20% ..
3%
T — -
40 TA 447 72% 25% .
8%
— -
40 TE 447 72% 24% .
36%
T — —
40 TF 447 71% 25% ..
36%
T ————— p—
40 TG 447 72% 25% .
28%
T —— —
40 TH 447 70% 26% ..
52%
e —
40 TI 447 70% 26% ..
32%
T — p—
40 UA 447 73% 23% .
2%
I —
40 UE 447 68% 28% ..
26%
ey
40 UF 447 34% 41% 19%
34%
e —
40 UG 447 70% 26% ..
7%
. -
40 UH 447 72% 25% .
31%
.
40 Ul 447 29% 45% 21%
25%
T — -
40 VA 447 72% 25% =
Continued on next page...
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Continued from previous page...

Mol | Chain | Length Quality of chain
28%
I -
40 VF 447 71% 27% .
7%
40 VG 447 E—— 73% 23% b
20%
I — p—
40 VH 447 78% 19% .
24%
I — -
40 VI 447 75% 23% .
3%
—— —
40 V] 447 68% 28% ..
23%
T — -
40 WA 447 74% 24% ..
24%
T — -
40 WE 447 74% 24% .
6%
40 WF 447 — 71% 26% e
7%
40 WG 447 r—— 65% 31% -
9%
40 WH 447 E—— 73% 26% "
9%
40 WI 447 r—— 74% 23% -
8%
41 AB 449 — 71% 24% 5o
5%
41 AL 449 — 74% 21% 5o
4%
41 AM 449 — 73% 20% 5%
2%
41 AN 449 — 72% 22% 5%
8%
41 | AO 449 | T 7 38% T
7%
41 AP 449 — 75% 20% 5o
5%
41 BB 449 — 44% 35% 5% e 5%
23%
T — —
41 BL 449 71% 24% 5%
2%
41 BM 449 — 39% 39% 15% . 5%
20%
I
41 BN 449 70% 24% 59%
5%
41 BO 449 — 45% 34% T 7
3%
41 BP 449 — 40% 39% 14% . 5%
23%
I —
41 CB 449 65% 30% 5%
26%
...
41 CL 449 33% 40% 18% ~ 5%

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

Mol | Chain | Length Quality of chain
8%
41 CM 449 _41% 38% 3% . 5%
5%
L
41 CN 449 34% 40% 18% . 5%
8%
e
41 CO 449 34% 44% 16% . 5%
7%
e —
41 CP 449 35% 39% 18% . 5%
2%
...
41 DB 449 30% 44% 18% . 5%
53%
I
41 DL 449 27% 41% 22% 5% 5%
2%
..
41 DM 449 29% 41% 21% . 5%
20%
W=
41 DN 449 25% 44% 21% 6% 5%
28%
. —
41 DO 449 69% 26% . 5%
25%
I
41 DP 449 35% 38% 19% . 5%
20%
I —
41 EB 449 69% 25% . 5%
59%
=
41 EL 449 61% 20% 19%
8%
| ...
41 EM 449 30% 43% 20% . 5%
1%
I — —
41 EN 449 70% 25% 5%
8%
41 | EO 49 | Zz o T
8%
e —
41 EP 449 36% 41% 15% . 5%
20%
S —— —
41 FB 449 73% 21% . 5%
24%
T — —
41 FM 449 68% 27% 5%
1%
I —
41 FN 449 71% 24% 5%
9%
41 FO 449 r—— 67% 28% 5o
25%
. ——
41 FP 449 68% 26% . 5%
7%
41 GB 449 73% 22% . 5%
1%
I —
41 GM 449 67% 28% . 5%
3%
41 GN 449 36% 42% 15% Y 5%
5%
41 GO 449 70% 25% 5%

Continued on next page...
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Mol | Chain | Length Quality of chain
51%
I —
41 GP 449 67% 27% 5%
5%
41 HB 449 — 73% 20% 5%
8%
41 HM 449 E—— 68% 27% 5o
1%
41 HN 449 — 39% 39% 14% . 5%
2%
41 | HO 4 | T o 26 -
7%
41 HP 449 r—— 76% 19% 5%
37%
T — —
41 HQ 449 70% 24% . 5%
5%
41 IB 449 — 72% 23% 5o
21%
e —
41 IM 449 69% 26% 5%
9%
41 IN 449 E—— 69% 26% 5o
5%
41 10 449 r— 72% 209 5o
5%
41 1P 449 — 67% 28% 5o
2%
—— —
41 IQ 449 69% 25% . 5%
4%
41 JB 449 — 67% 28% 5%
20%
I — —
41 JL 449 69% 25% . 5%
1%
41 JM 449 — 33% 42% 18% . 5%
9%
41 JN 449 — 69% 26% 5o
7%
41 JO 449 — 75% 20% 5o
3%
41 KB 449 — 71% 23% 5%
8%
41 KL 449 r— 41% 39% 14% .« 5%
4%
41 | KM 4g9 | =7 T
5%
41 KN 449 — 73% 22% 5o
4%
41 KO 449 — 69% 26% 5o
26%
I
41 KP 449 65% 21% 14%
8%
41 LB 449 r— 72% 23% 5o
Continued on next page...




Page 15

wwPDB EM Validation Summary Report

EMD-45802, 9CPC

Continued from previous page...

Mol | Chain | Length Quality of chain
0%
41 LL 449 r— 73% 22% 5%
1%
41 | LM 449 |FE— = T
1%
41 LN 449 — 73% 22% 5o
0%
41 | 1O 449 | i 2% -
2%
41 | LP 449 | 7 T A
2%
41 | MB 449 | i 24% -
%
41 ML 449 r— 73% 22% 5o
1%
41 MM 449 — 76% 19% 5%
1%
41 MN 449 r— 69% 25% 5%
5%
41 MO 449 - 47% 36% o . 5%
1%
41 MP 449 — 71% 23% 5o
4%
I —
41 NB 449 69% 25% . 5%
31%
T — ——
41 NL 449 68% 26% . 5%
27%
T — —
41 NM 449 73% 20% . 5%
29%
T ——— —
41 NN 449 67% 28% 5%
28%
T ——— —
41 NO 449 72% 23% 5%
1%
T —————————— —
41 NP 449 64% 28% . 7%
24%
T — —
41 OB 449 66% 29% . 5%
32%
T — —
41 OL 449 67% 27% . 5%
26%
. —
41 oM 449 67% 27% 5%
27%
. —
41 ON 449 65% 30% . 5%
30%
. —
41 00 449 64% 31% 5%
5%
. ——
41 OP 449 68% 26% . 5%
39%
e — —
41 PB 449 63% 31% . 5%
4%
— —
41 PL 449 66% 29% 5%

=

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

Mol | Chain | Length Quality of chain
0%
I —
41 PM 449 67% 27% . 5%
37%
T — —
41 PN 449 71% 24% 5%
2%
T — —
41 PO 449 70% 24% 5%
7%
e —
41 PP 449 67% 27% . 5%
34%
I — —
41 QB 449 23% 43% 24% 5% 5%
54%
. ———— ——
41 QL 449 69% 25% . 5%
5%
T — —
41 QM 449 66% 28% . 5%
5%
T —— —
41 QN 449 67% 27% . 5%
8%
T —
41 QO 449 72% 209 . 5%
6%
I —
41 QP 449 23% 40% 27% 5% 5%
5%
. ——
41 RB 449 69% 25% . 5%
64%
= —
41 RL 449 71% 23% . 5%
3%
P — —
41 RM 449 66% 28% . 5%
7%
T — —
41 RN 449 68% 27% 5%
2%
T —— —
41 RO 449 65% 29% . 5%
51%
e —
41 RP 449 67% 27% . 5%
37%
S — ——
41 SB 449 66% 26% . 5%
57%
. ——
41 SL 449 58% 27% 15%
39%
T — —
41 SM 449 70% 25% 5%
34%
e —
41 SN 449 71% 23% . 5%
24%
=
41 SO 449 28% 46% 17% 5% 5%
2%
. —
41 SP 449 67% 27% . 5%
30%
. —
41 TB 449 71% 23% . 5%
3%
== —
41 TL 449 66% 20% 14%
33%
T — —
41 T™ 449 65% 30% . 5%

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

Mol | Chain | Length Quality of chain
7%
I —
41 TN 449 71% 23% . 5%
26%
T — —
41 TO 449 66% 28% . 5%
3%
T —— —
41 TP 449 65% 29% . 5%
29%
T —— —
41 UB 449 68% 26% . 5%
3%
T —————— —
41 UM 449 69% 26% 5%
29%
T — ——
41 UN 449 64% 30% . 5%
23%
T — —
41 Uuo 449 68% 26% . 5%
9%
e
41 UuPp 449 32% 41% 20% . 5%
8%
41 VB 449 r—— 69% 26% 5%
9%
41 VN 449 E—— 71% 23% 5%
9%
41 VO 449 r—— 68% 27% 5o
23%
I —
41 VP 449 68% 27% 5%
1%
— —
41 VQ 449 73% 22% . 5%
8%
41 WB 449 E—— 67% 28% 5%
2%
41 WM 449 — 39% 37% 16% . 5%
1%
41 WN 449 — 37% 39% 16% . 5%
22%
T — —
41 WO 449 69% 26% 5%
7%
41 WP 449 — 73% 22% 5o
29%
T — —
41 WQ 449 73% 21% 6%

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-
ria:

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
42 | GTP MB 502 - - X -
42 | GTP MN 501 - - X -
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2 Entry composition (i)

There are 43 unique types of molecules in this entry. The entry contains 1114625 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 Armadillo repeat-containing protein 4 isoform 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 1A 587 4498 2806 817 843 32 0 0
Total C N O S
1 1B 149 1135 698 212 217 8 0 0

e Molecule 2 is a protein called Outer dynein arm-docking complex subunit 4.

Mol | Chain | Residues Atoms AltConf | Trace
2| 1€ S P 0 0
2 1D M| 0 o 207 317 9 0 0
e Molecule 3 is a protein called EF-hand calcium binding domain 1.

Mol | Chain | Residues Atoms AltConf | Trace
3 ¥ I 1112%1 8;]7 211]9 2(5)5 1S4 0 0
3 1G I 1112%1 827 QTQ 2(5)5 1S4 0 0

e Molecule 4 is a protein called Coiled-coil domain-containing protein 114 isoform X2.

Mol | Chain | Residues Atoms AltConf | Trace
4 A 195 | 08 0w 200 7 0 0
1 i 7 o 150 131 4 0 0
1 L L5 T;)O;; 1 6%1 1219 1(8)0 2 0 0

e Molecule 5 is a protein called Outer dynein arm docking complex subunit 3.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
o 1L 155 1306 801 247 253 5 0 0
Total C N O S
o IM 248 2086 1287 392 402 5 0 0
Total C N O
o IN 103 865 539 164 162 0 0

There are 72 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
1L 478 ALA - insertion | UNP AOA5G2RIE6
1L 479 ASP - insertion | UNP AOA5G2RIE6
1L 480 SER - insertion | UNP AOA5G2RIE6
1L 481 ALA - insertion | UNP AOA5G2RIE6
1L 482 PRO - insertion | UNP AOA5G2RIE6
1L 483 GLU - insertion | UNP AOA5G2RIE6
1L 484 GLU - insertion | UNP AOA5G2RIE6
1L 485 ALA - insertion | UNP AOA5G2RIE6
1L 486 PRO - insertion | UNP AOA5G2RIE6
1L 487 PRO - insertion | UNP A0OA5G2RIE6
1L 488 ARG - insertion | UNP AOA5G2RIE6
1L 489 ALA - insertion | UNP AOASG2RIE6
1L 490 PRO - insertion | UNP AOA5G2RIE6
1L 491 GLN - insertion | UNP AOA5G2RIE6
1L 492 ASP - insertion | UNP AOA5G2RIEG6
1L 493 VAL - insertion | UNP AOA5G2RIEG6
1L 494 ARG - insertion | UNP AOA5G2RIE6
1L 495 GLY - insertion | UNP AOA5G2RIE6
1L 496 SER - insertion | UNP AOA5G2RIE6
1L 497 SER - insertion | UNP AOA5G2RIE6
1L 498 THR - insertion | UNP AOA5G2RIE6
1L 499 ILE - insertion | UNP AOA5G2RIE6
1L 500 THR - insertion | UNP AOA5G2RIE6
1L 501 GLN - insertion | UNP AOA5G2RIE6
1M 478 ALA - insertion | UNP AOA5G2RIE6
1M 479 ASP - insertion | UNP AOA5G2RIE6
1M 480 SER - insertion | UNP AOA5G2RIE6
1M 481 ALA - insertion | UNP AOA5G2RIE6
1M 482 PRO - insertion | UNP AOA5G2RIE6
1M 483 GLU - insertion | UNP AOA5G2RIE6
1M 484 GLU - insertion | UNP AOA5G2RIE6
1M 485 ALA - insertion | UNP AOASG2RIE6
1M 486 PRO - insertion | UNP AOA5G2RIE6

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

Chain | Residue | Modelled | Actual | Comment Reference
1M 487 PRO - insertion | UNP AOA5G2RIE6
1M 488 ARG - insertion | UNP AOA5G2RIE6
1M 489 ALA - insertion | UNP AOA5G2RIE6
1M 490 PRO - insertion | UNP AOA5G2RIE6
1M 491 GLN - insertion | UNP AOA5G2RIE6
1M 492 ASP - insertion | UNP AOA5G2RIE6
1M 493 VAL - insertion | UNP AOA5G2RIE6
1M 494 ARG - insertion | UNP AOA5G2RIE6
1M 495 GLY - insertion | UNP AOA5G2RIE6
1M 496 SER - insertion | UNP AOA5G2RIE6
1M 497 SER - insertion | UNP AOA5G2RIE6
1M 498 THR - insertion | UNP AOA5G2RIE6
1M 499 ILE - insertion | UNP AOASG2RIE6
1M 500 THR - insertion | UNP AOASG2RIE6
1M 501 GLN - insertion | UNP AOA5G2RIE6
1N 478 ALA - insertion | UNP AOA5G2RIE6
1IN 479 ASP - insertion | UNP AOA5G2RIEG6
1IN 480 SER - insertion | UNP AOA5G2RIEG6
1N 481 ALA - insertion | UNP AOA5G2RIE6
1N 482 PRO - insertion | UNP AOA5G2RIE6
1N 483 GLU - insertion | UNP AOA5G2RIE6
1N 484 GLU - insertion | UNP AOA5G2RIE6
1IN 485 ALA - insertion | UNP AOA5G2RIE6
1IN 486 PRO - insertion | UNP AOA5G2RIE6
1IN 487 PRO - insertion | UNP AOA5G2RIE6
1N 488 ARG - insertion | UNP AOA5G2RIE6
1N 489 ALA - insertion | UNP AOA5G2RIE6
1N 490 PRO - insertion | UNP AOA5G2RIE6
1N 491 GLN - insertion | UNP AOA5G2RIE6
1IN 492 ASP - insertion | UNP AOA5G2RIE6
1IN 493 VAL - insertion | UNP AOA5G2RIE6
1IN 494 ARG - insertion | UNP AOA5G2RIE6
1N 495 GLY - insertion | UNP AOA5G2RIE6
1N 496 SER - insertion | UNP AOASG2RIE6
1N 497 SER - insertion | UNP AOA5G2RIE6
1IN 498 THR - insertion | UNP AOA5G2RIE6
1IN 499 ILE - insertion | UNP AOA5G2RIE6
1IN 500 THR - insertion | UNP AOA5G2RIE6
1IN 501 GLN - insertion | UNP AOA5G2RIE6

e Molecule 6 is a protein called EFCABG.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
6 1P 84 704 456 126 119 3 0 0
Total C N O S
6 1Q 81 675 436 122 114 3 0 0

e Molecule 7 is a protein called Cilia- and flagella-associated protein 52.

Mol | Chain | Residues Atoms AltConf | Trace
7 15 611 Z(;tla; 29(333 811]7 8(233 289 0 0
7 1T 611 ;l;tlzl 29(533 811]7 8(2:3)3 289 0 0
7 v 611 Z(;tlaél 29(533 81117 823 289 0 0

e Molecule 8 is a protein called Cilia- and flagella-associated protein 45.

Mol

Chain | Residues Atoms AltConf | Trace
8 W 316 g%a; 1513 51?\39 5(2)8 1S2 0 0
8 1X 275 rgggzl 1?3)8 4157 4(5?2 1S6 0 0
8 Y 162 r{ggjl 8(1]9 214\112 2(6)0 ISO 0 0
8 12 196 rfgg?)l 10016 3218 3(2)3 g 0 0
e Molecule 9 is a protein called Cilia and flagella associated protein 210.
Mol | Chain | Residues Atoms AltConf | Trace
9 2B 373 gggzl 19094 61(\)16 5(36 S 0 0
9 2C 80 1;306;? 1 4(133 1§2 1(2)7 2 0 0
e Molecule 10 is a protein called Cilia and flagella associated protein 276.
Mol | Chain | Residues Atoms AltConf | Trace
R W L.
o | o | s |G g | 0|0

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

Mol | Chain | Residues Atoms AltConf | Trace

10 2G 115 TQO;(? l 5C717 11;13 1(7)7 2 0 0
e Molecule 11 is a protein called Enkurin.

Mol | Chain | Residues Atoms AltConf | Trace
1 21 247 1;8;11 1 2094 31§0 3(7)3 g 0 0
1 2] 241 ggga%l 1 2096 31§0 3(7)3 g 0 0
1 2K 231 ?ng;l 1 2044 31§6 3(5)9 2 0 0

e Molecule 12 is a protein called Parkin coregulated.

Mol | Chain | Residues Atoms AltConf | Trace
12 2M 219 ?2?71 1 1(314 21:9]7 3?6 180 0 0
12 2N 219 rf(;t(;;l 1 1(314 215\;7 3(1)6 ISO 0 0
12 20 219 1;(;23741 1 1(314 215\;7 3(1)6 180 0 0
12 2P 219 1;(;23%1 1 1(314 215\;7 3(1)6 1SO 0 0
12 2Q 219 ?(;g;l 1 1(314 215\;7 3(1)6 1SO 0 0
12 2R 219 ?;g;l 1 1(314 215\;7 3(1)6 1S() 0 0

e Molecule 13 is a protein called Cilia- and flagella-associated protein 20.

Mol | Chain | Residues Atoms AltConf | Trace
13 2T 185 rfgﬁl?)l 930 21;5]9 2(;4 s 0 0
13 2U 185 q;gzaol 930 2129 2?4 s 0 0
13 2V 185 llﬂgzaol 930 2129 2?4 s 0 0
13 2W 185 ?gzaol 9(910 21;519 2(7)4 g 0 0
13 2X 185 ?(;Z%l 930 2219 2C7)4 g 0 0
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e Molecule 14 is a protein called Protein Flattop.

Mol | Chain | Residues Atoms AltConf | Trace
14 3A 118 TS;OQtZ l 5?6 11;IO 1((?6 2 0 0
14 3B 118 T;Qtj l 5?6 11;IO 1%)6 2 0 0
14 3C US| gn s 10 166 2 0 0

e Molecule 15 is a protein called Tektin.

Mol | Chain | Residues Atoms AltConf | Trace
15 3k 394 ggtlzl 15%9 515\911 627 S 0 0
15 3K 397 23531 2(%6 5155 6(3)1 S 0 0
IR Ty Y HERE
1o SH 298 rgzt;ll 15017 411\117 4(831 2 0 0

e Molecule 16 is a protein called Tektin.

Mol | Chain | Residues Atoms AltConf | Trace
16 3J 397 gggzl 15%0 5159 6(2)9 1S6 0 0
16 3K 316 gg f’)?)l 1 5C7 8 41(\313 583 1S5 0 0
16 SL 397 gggzl 15%0 52]9 629 1S6 0 0
16 M 14 TS;O; gl 5(712 11;;4 1(5?1 2 0 0

e Molecule 17 is a protein called Tektin.

Mol | Chain | Residues Atoms AltConf | Trace
17 30 391 g(i;?)l 1557 51§1 6(2)7 1S5 0 0
17 3P 391 g(i;%l 19C57 51§1 6(2)7 1S5 0 0
17 3Q 131 ?8?81 6?4 115\9]2 2(37 ? 0 0
17 3R 264 gﬁ?)l 13019 31g3 4C2)8 S 0 0

WO RLDWIDE
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e Molecule 18 is a protein called Tektin.

Mol | Chain | Residues Atoms AltConf | Trace
18 3T 398 gggil 2(%4 61(\)I5 6(3)7 188 0 0
18 U 399 ggg 2(?27 61(\)I6 6(3)8 188 0 0
18 sV 170 ?Zgzl 8(633 21;5 220 § 0 0
18 sW 259 ’g(i;all 13C10 31;8 4(0)2 181 0 0

e Molecule 19 is a protein called RIB43A domain with coiled-coils 2.

Mol | Chain | Residues Atoms AltConf | Trace

19 Y 356 ggt;;l 18C15 515\510 5?1 181 0 0
e Molecule 20 is a protein called RIB43A-like with coiled-coils protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
20 4A 181 ?Zga; 831 215\;4 226 184 0 0
20 4B 115 Tﬁ;oi ; l 5%1 116\;5 1(33 ésl 0 0
e Molecule 21 is a protein called EF-hand domain containing 1.

Mol | Chain | Residues Atoms AltConf | Trace
21 4D 468 gg Elil 257 8 614\1]8 782 186 0 0
21 4L 468 132 ZZI 257 8 614\58 782 186 0 0
21 Ax 468 gg ZZI 257 8 614\58 782 186 0 0

e Molecule 22 is a protein called EF-hand domain-containing family member C2.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 4H 354 2895 1866 483 532 14 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
22 41 612 5027 3227 847 926 27 0 0

Total C N O S
22 4] 615 5055 3247 851 930 27 0 0

Total C N O S
22 K 242 1983 1268 340 363 12 0 0

e Molecule 23 is a protein called Ciliary microtubule inner protein 2B.

Mol | Chain | Residues Atoms AltConf | Trace
23 M 170 ?gg?)l 8?9 21;19 225 g 0 0
23 AN 170 ?gt;)l 8?3 21;18 224 ? 0 0
23 4P 87 T7055a l 4?7 11;11 1(2)4 2 0 0
23 1Q 136 ??)t?%l 657 11;16 183 ZSL 0 0
23 4R 167 ?gtlzl Sgl 21;9 2(?32 g 0 0

There are 10 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
4M 271 ALA - insertion | UNP AOA8D1CRMS3
4M ? - SER deletion UNP AOA8DICRM3
4N 271 ALA - insertion | UNP AOA8D1CRMS3
4N ? - SER deletion UNP AOASD1ICRM3
4P 271 ALA - insertion | UNP AOASD1CRM3
4P ? - SER deletion UNP AOASD1CRM3
4Q 271 ALA - insertion | UNP AOASD1CRMS3
4Q ? - SER deletion | UNP AOASD1CRM3
4R 271 ALA - insertion | UNP AOA8D1CRMS3
4R ? - SER deletion UNP AOA8DICRM3

e Molecule 24 is a protein called Ciliary microtubule inner protein 2B.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 10 87 702 455 121 124 2 0 0

There is a discrepancy between the modelled and reference sequences:

WO RLDWIDE
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Chain

40

Residue

271

Modelled

Actual | Comment

Reference

ALA

msertion

UNP AOASDIQCIS

e Molecule 25 is a protein called Sperm-associated antigen 8 isoform 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 | 4T 162 1320 825 245 243 7 0 0

e Molecule 26 is a protein called Nucleoside diphosphate kinase homolog 7.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 v 373 2946 1876 500 548 22 0 0
Total C N O S
26 W 373 2946 1876 500 548 22 0 0

e Molecule 27 is a protein called Cilia and flagella associated protein 161.

Mol | Chain | Residues Atoms AltConf | Trace
27 4 267 g(iﬁla; 1?%9 31;18 385 183 0 0
27 42 270 rg(l)g?)l 13069 32]0 388 183 0 0
e Molecule 28 is a protein called Chromosome 1 C9orf135 homolog.

Mol | Chain | Residues Atoms AltConf | Trace

28 oB 200 ?2?51 1(%0 21;18 3(1)1 2 0 0
e Molecule 29 is a protein called Piercer of microtubule wall 1.

Mol | Chain | Residues Atoms AltConf | Trace

29 oD 84 T(;O;;’l 45132 11;15 1(2)7 § 0 0

0 | B | e war g | 0|0

e Molecule 30 is a protein called Chromosome 1 C150rf65 homolog.

EMD-45802, 9CPC
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 G 93 708 445 123 136 4 0 0

e Molecule 31 is a protein called EF-hand domain family member B.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
81 ol 443 3576 2284 630 653 9 0 0
Total C N O S
31 5] 12 898 563 161 172 2 0 0

e Molecule 32 is a protein called Cilia and flagella associated protein 141.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 oL 92 736 460 140 130 6 0 0

e Molecule 33 is a protein called Meiosis-specific nuclear structural protein 1.

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

33 ON 334 2883 1791 520 556 16 0 0
Total C N O S

33 | 50 151 1277 783 242 245 7 0 0

e Molecule 34 is a protein called Cilia- and flagella-associated protein 53.

Mol | Chain | Residues Atoms AltConf | Trace
34 5Q 262 g‘gtlzl 13061 411]2 4(?33 1SO 0 0
3 ok 198 W 100 80 w6 7 0 0
e Molecule 35 is a protein called CFAP107/Clorf158.

Mol | Chain | Residues Atoms AltConf | Trace
35 5T 135 rf(itlaél 7?2 112\)16 128 g 0 0
35 | 5U 28 EO;;I 121 i 4?1 0 0

There are 2 discrepancies between the modelled and reference sequences:
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Chain | Residue | Modelled | Actual | Comment Reference
5T 40F UNK THR conflict UNP AOASD1IWDB49
5U 46 UNK THR conflict UNP AOASD1IWB49

e Molecule 36 is a protein called Cilia and flagella associated protein 77.

Mol | Chain | Residues Atoms AltConf | Trace
36 oW 231 rAIF(S)tGZI 11(386 3129 3(2)5 g 0 0
36 R 231 ?8)221 11%6 3129 3(2)5 g 0 0
361 5 185 L ot ot 0 ¢ 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
37 | 64 16 092 626 184 180 2 0 0

e Molecule 38 is a protein called Cilia-and flagella-associated protein 96.

Mol | Chain | Residues Atoms AltConf | Trace

38 6C 212 ?23;;1 1(%6 21S;IO 3(1)5 g 0 0
e Molecule 39 is a protein called Sperm acrosome associated 9.

Mol | Chain | Residues Atoms AltConf | Trace
39 OF 157 ?(Q)tGZI 759 21;19 226 180 0 0
39 6G 157 ?ggil 759 21;19 226 180 0 0
39 OH 141 ?fgil 7?0 21(\)12 2(1)3 S 0 0
39 o1 157 ggj 7;19 21;19 2(?36 180 0 0
39 6J 17 ?ggzl 7;39 21;9 2(?36 180 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
39 6K 157 gg 7;19 21;19 2(?36 180 0 0
39 oL 137 ngzl 634 11;O 2%)4 5 0 0

e Molecule 40 is a protein called Tubulin alpha chain.

Mol | Chain | Residues Atoms AltConf | Trace
40 AA 440 gZZan 21C77 515\315 6(5)8 282 0 0
40 AE 440 gzgl 21C77 512\315 6(5)8 282 0 0
40 AF 440 gzgl 21C77 512\315 6(5)8 282 0 0
40 AG 440 gzgl 21C77 512\3]5 6?8 282 0 0
40 AH 440 gzgl 21C77 52]5 6?8 282 0 0
40 BA 440 gzgl 21C77 52]5 6(5)8 2S2 0 0
40 BE 440 gZZaZI 21C77 515\515 6(5)8 282 0 0
40 B 433 gggzl 21C51 51;17 651)8 282 0 0
0 BG 82| 0 s a6 o6 2 ¥ ¥
40| BH MY i s e 0 0
40 Bl 373 ggg;l 18C55 51(\)11 5(;5 281 0 0
10 CA R s ; 0
0| CB M0 i s e 2 0 0
0] CF WY 7 s s 2 0 0
40 ¢G 440 rgzgl 21077 515\315 6(’;8 282 0 0
40 c 440 rgzgl 21077 51§5 6(5?8 282 0 0
40 = 440 gZZan 21C77 5215 6(538 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
40 DA 432 ggft)%l 21le7 51;16 625 2S2 0 0
40 DE 439 1?:2;%1 21%7 51;19 6?2 2S2 0 0
40 b 432 ggg%l 21(317 51;16 625 2S2 0 0
40 ba 433 gggzl 21C51 51;17 651)8 282 0 0
40 bH 433 535381 21C51 51;17 651)8 2S2 0 0
40 Dl B2 | o s ok 2 ¥ ¥
0] BA BU |6 i s a1 2 0 ¥
0| EE 8|S e 0 o 2 0 ¥
40| BF 8|S e 0 o 2 ¥ 0
0] EG B |6 o s a1 2 0 0
0| EH 5| o ot ok 2 ¥ 0
40 kil 434 gzgzl 21C55 51;18 6(5)1 282 0 0
40 FA 434 gzg%l 21C55 51;18 6(5)1 282 0 0
40 FE 13 gzg%l 21CE)5 51;18 6(5)1 282 0 0
40 FE 434 gzgzl 21055 51;18 6(5?1 282 0 0
40 FG 433 ggg&él 21051 51;17 6(28 282 0 0
40 FH 434 gzgzl 21055 51;18 6(;1 282 0 0
40 Fl 434 gzgzl 2 1%2 5157 6(5)1 282 0 0
40 GA 434 gzgzl 21055 51;18 6(5)1 282 0 0
40 GE 434 gzgaél 21055 51;18 6(5)1 282 0 0
40 GF 433 gg;aél 21051 51;17 651)8 282 0 0

Continued on next page...
sPrpe
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Mol | Chain | Residues Atoms AltConf | Trace
40 GG 433 ggft)zl 21C51 51;17 628 282 0 0
40 GH 433 1?:3;21 21C51 51;17 628 282 0 0
40 Gl 434 1?:23?31 21C55 51;18 6(5)1 2S2 0 0
40 HA 439 gz;%l 21C57 51;19 6(5)2 282 0 0
40 HE 433 335381 21C51 51;17 651)8 2S2 0 0
0 HF B2 |0 ous s ois 2 ¥ ¥
40 HG 434 ’gzga; 21053 51;8 629 282 0 0
40 | HH BU |6 i s a1 2 0 0
40 Hl 18|y ol s e 2 0 0
0 Ia B |6 o s a1 2 0 0
40 e 420 2(2);%1 2007 4 515\)17 6(??3 282 0 0
40 ¥ 434 gzgzl 21055 51;18 6(5)1 282 0 0
40 1G 433 gggaé?)l 21051 51;17 6(28 282 0 0
40 11 13 gzg%l 21055 51;18 6(5)1 282 0 0
40 11 434 gzgzl 21055 51;18 6(5?1 282 0 0
40 A 434 gzgzl 21055 51;18 6(5?1 282 0 0
40 D 434 gzgzl 21055 51;18 6(5)1 282 0 0
40 JE 434 gzgzl 21055 51;8 6(5)1 282 0 0
40 ¥ 433 gggaél 21051 51;17 651)8 282 0 0
40 G 440 12;251&21 21077 516\315 6(5)8 282 0 0
40 JH 433 gggaél 21C51 51;17 651)8 282 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
40| Ka 434 132821 21C55 51;18 6(5)1 282 0 0
40 KD 433 1?:3;21 21%1 51;17 628 2S2 0 0
40| KE 434 132331 21%3 51;8 629 282 0 0
401 KF 434 52821 21(335 51;8 6(5)1 282 0 0
40 | KG 440 gZZZl 21C77 515\515 6(5)8 282 0 0
40| KH 440 13221 21C77 51;5 6(5)8 282 0 0
40| LA 440 giiff%l 21077 51555 6(538 282 0 0
40 LD 433 gggasl 21C51 51;17 628 282 0 0
40| LE 440 gZZZl 21C77 525 6(5)8 282 0 0
40 LF 433 gggasl 21051 5§7 6(28 282 0 0
0 16 434 giﬁ%l 21055 5§8 6(5)1 282 0 0
40| LA 434 gﬁi?fél 21055 51;18 6(5)1 282 0 0
40| MA 132 gg?f%l 21048 51;16 6(26 282 0 0
40 MD 13 gif%l 21055 51;18 6C5)1 282 0 0
40 ME 434 gﬁif%l 21055 51;8 6(5?1 282 0 0
40 MF 433 gggasl 21(351 51;7 628 282 0 0
40| MG 433 gggasl 21(351 51;7 628 282 0 0
40 MH 433 gggasl 21%1 51;7 628 282 0 0
40| NA 432 ggtgaél 21(318 51;16 626 282 0 0
401 ND 433 1?:?9&81 21051 51;17 651)8 282 0 0
40 NE 434 52831 21C53 51;18 629 282 0 0
Continued on next page...
gPDB
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Mol | Chain | Residues Atoms AltConf | Trace
40 NF 433 ggft)zl 21C51 51;17 628 282 0 0
40 NG 432 ggft;;l 2128 51;16 626 2S2 0 0
40 NH 433 533381 21C51 51;17 628 2S2 0 0
40 OA 436 gzgzl 21(255 515\511 6(5)4 2S2 0 0
40 oD 434 gzgzl 21C55 51;18 6(5)1 282 0 0
0} OE BU |6 o s a1 2 0 0
40 OF 436 ’gztlzl 21C63 521 6(5)3 282 0 0
40 0G 436 thI? 21(330 5210 6(5)3 282 0 0
40 OH 436 ”gztlzl 21(233 521 6(;3 282 0 0
01 PA 82| 0 ous s ok 2 0 0
40 PD 408 g(l)g%l 2(%3 5123 6(1)O QSO 0 0
40 PE 433 gggaSI 21051 51;17 6(28 282 0 0
40 PE 433 gggzl 21C51 51;17 6(28 282 0 0
40 PG 131 gg;zl 2124 51;15 651)3 282 0 0
40 PH 431 gg;zl 21044 51;15 6(23 282 0 0
40 QA 432 gggzl 21(318 51;16 6(26 282 0 0
40 QF 431 g‘;gil 21(314 51;15 6(23 282 0 0
40 QF 431 gggil 21(314 51;5 6(23 282 0 0
40 QG 432 gggzl 21(317 51;16 651)5 282 0 0
40 QH 433 gggaél 21051 51;17 651)8 282 0 0
40 RA 432 gggaol 21(317 51;16 651)5 282 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
40 RE 431 gg;zl 2 124 51;15 623 282 0 0
40 RE 431 gg;il 2 1C44 51;15 623 2S2 0 0
40 RG 432 ggg%l 21(317 51;16 625 2S2 0 0
40 RH 431 gg;il 2 1(514 51;15 651)3 282 0 0
40 RI 376 rgg ?21 1 SC7 5 51(\)IS 5%)2 2SO 0 0
01 54 B2 | o s ok 2 ¥ ¥
0] 5B BU |6 i s a1 2 0 ¥
0] SF 82| o s ok 2 0 ¥
01 86 BU | e o s a1 2 ¥ 0
0} SH 85| o s s ok o 0 0
01 8l 5| o ot ok 2 ¥ 0
40 TA 132 ggg%l 21C47 51;16 6(25 282 0 0
40 T 132 ggtgzl 21C48 51;16 6(26 282 0 0
40 T 132 gggzl 21(218 51;16 6(26 282 0 0
40 TG 434 gzgzl 21055 51;18 6(5?1 282 0 0
40 TH 433 ggg&él 21051 51;17 6(28 282 0 0
40 T 433 gggzl 21C51 51;17 6(28 282 0 0
40 UA 433 ggg&él 21(?)1 51;7 6(28 282 0 0
40 UE 434 gzgzl 21055 51;18 6(5)1 282 0 0
40 UF 434 gzgaél 21055 51;18 6(5)1 282 0 0
40 va 434 gzgaél 21C55 51;18 6(5)1 282 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
40 Ut 433 ggft)zl 21C51 51;17 628 2S2 0 0
40 Ul 433 ggft)?%l 21051 51;17 628 2S2 0 0
40 VA 440 gzgl 21C77 5215 6(5)8 282 0 0
40 VE 440 gZZaZI 21C77 515\515 6(5)8 282 0 0
40 va 433 gggaSI 21C51 51;17 651)8 282 0 0
40 Vi B0 a5 a7 1 2 ; 0
0V MY i s s ; 0
0V B0 s 5 e 9 ; 0
0 WA a0 | S s g o 0 0
0 WE | a0 | 5 s g o 0 0
000 WE s gl ol o g o 0 0
40 wa 132 ggg%l 21047 51;16 6(25 282 0 0
40 WH 440 gzgl 21C77 525 6(5)8 282 0 0
40 Wi 433 gggzl 21C51 51;17 6(28 282 0 0

e Molecule 41 is a protein called Tubulin beta chain.

Mol | Chain | Residues Atoms AltConf | Trace
4 AB 428 ggﬁl 2(%8 51;17 6(??9 287 0 0
i AL 428 ggﬁl 20098 51;17 6(??9 287 0 0
i AM 428 ”-ggﬁl 2(%8 51;17 6(??9 2S7 0 0
i AN 428 ggﬁl 20098 51;17 6(??9 287 0 0
i AO 428 ggzl 2(%8 51;17 6(??9 287 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
4 AP 428 ggﬁil 20%8 51;17 6(;9 2S7 0 0
4 BB 428 TB‘(;EI 2(%8 51;17 6(;9 2S7 0 0
H BL 428 TB‘(;EI 2(%8 51;17 629 2S7 0 0
H BM 428 ggi?l 2(%8 51;17 6(?39 287 0 0
H BN 428 ggfl?l 20%8 51;17 6(3)9 2S7 0 0
4 BO 428 ’ggil 20C98 51;7 6(3)9 287 0 0
4 BP 428 ’ggfl?l 2(%8 51;7 6(??9 287 0 0
H B 428 iggﬁl 2(%8 51;17 6(??9 287 0 0
H CL 428 gg?l? 2(%8 51;17 6(??9 287 0 0
4 CM 428 ggﬁl 2(%8 51;17 6(??9 287 0 0
i CN 428 rggﬁl 20098 51;17 6(??9 287 0 0
4 ¢O 428 ggfl?ll 2(%8 51;17 6(??9 287 0 0
4 cP 428 rggﬁl 2(%8 51;17 6(??9 287 0 0
4 bB 128 gg?ll 2(%8 51;17 6(??9 287 0 0
4 bL 428 rggzl 2(%8 51;17 6(??9 287 0 0
4 bM 428 rggﬁl 2(%8 51;17 6(3?9 287 0 0
4 DN 428 ggﬁl 2(%8 51;I7 6(??9 287 0 0
4 bo 428 ggﬁl 2(%8 5§7 6(??9 287 0 0
4 bp 428 rgg;l 2(%6 51;17 627 2S7 0 0
4 kB 428 ggflall 2(%8 51;17 6(3)9 287 0 0
4 EL 364 ggt;él 17C75 412\319 528 284 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
4 EM 428 ggﬁil 20%8 51;17 6(;9 2S7 0 0
4 EN 428 TB‘(;EI 2(%8 51;17 6(;9 2S7 0 0
H EO 428 TB‘(;EI 2(%8 51;17 629 2S7 0 0
H kP 428 ggi?l 2(%8 51;17 6(?39 287 0 0
H B 428 ggfl?l 20%8 51;17 6(3)9 2S7 0 0
4 M 428 ’ggil 20C98 51;7 6(3)9 287 0 0
4 N 428 ’ggfl?l 2(%8 51;7 6(??9 287 0 0
H Fo 428 iggﬁl 2(%8 51;17 6(??9 287 0 0
H P 428 gg?l? 2(%8 51;17 6(??9 287 0 0
4 GB 428 ggﬁl 2(%8 51;17 6(??9 287 0 0
i GM 428 rggﬁl 20098 51;17 6(??9 287 0 0
4 GN 428 ggfl?ll 2(%8 51;17 6(??9 287 0 0
4 GO 428 rgggzl 2(%5 51;14 6(??9 287 0 0
4 GP 128 gg?ll 2(%8 51;17 6(??9 287 0 0
4 HB 428 rggzl 2(%8 51;17 6(??9 287 0 0
4 HM 428 rggﬁl 2(%8 51;17 6(3?9 287 0 0
4 HN 428 ggﬁl 2(%8 51;I7 6(??9 287 0 0
4 HO 428 ggﬁl 2(%8 5§7 6(??9 287 0 0
4 Hp 428 ril’:gzall 2(%8 51;17 629 2S7 0 0
4 HQ 428 ggflall 2(%8 51;17 6(3)9 287 0 0
4 1B 428 ggflall 2(%8 51;17 629 287 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
4 M 428 ggﬁil 20%8 51;17 6(;9 2S7 0 0
4 N 428 TB‘(;EI 2(%8 51;17 6(;9 2S7 0 0
H 10 428 TB‘(;EI 2(%8 51;17 629 2S7 0 0
H 1P 428 ggi?l 2(%8 51;17 6(?39 287 0 0
H 1Q 428 ggfl?l 20%8 51;17 6(3)9 2S7 0 0
4 B 428 ’ggil 20C98 51;7 6(3)9 287 0 0
4 L 428 ’ggfl?l 2(%8 51;7 6(??9 287 0 0
H M 428 iggﬁl 2(%8 51;17 6(??9 287 0 0
H N 428 gg?l? 2(%8 51;17 6(??9 287 0 0
4 10 428 ggﬁl 2(%8 51;17 6(??9 287 0 0
i KB 428 rggﬁl 20098 51;17 6(??9 287 0 0
4 KL 428 ggfl?ll 2(%8 51;17 6(??9 287 0 0
4 KM 428 rggﬁl 2(%8 51;17 6(??9 287 0 0
4 KN 128 gg?ll 2(%8 51;17 6(??9 287 0 0
4 KO 428 rggzl 2(%8 51;17 6(??9 287 0 0
4 kP 380 ggg;l 12592 5?9 5(7)3 283 0 0
4 LB 428 ggﬁl 2(%8 51;I7 6(??9 287 0 0
4 LL 428 ggﬁl 2(%8 5§7 6(??9 287 0 0
4 LM 428 ril’:gzall 2(%8 51;17 629 2S7 0 0
4 LN 428 ggflall 2(%8 51;17 6(3)9 287 0 0
4 Lo 428 ggflall 2(%8 51;17 629 287 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
4 LP 428 ggﬁil 20%8 51;17 6(;9 2S7 0 0
4 MB 428 TB‘(;EI 2(%8 51;17 6(;9 2S7 0 0
H ML 428 TB‘(;EI 2(%8 51;17 629 2S7 0 0
H MM 428 ggi?l 2(%8 51;17 6(?39 287 0 0
H MN 428 ggfl?l 20%8 51;17 6(3)9 2S7 0 0
4 MO 428 ’ggil 20C98 51;7 6(3)9 287 0 0
4 MP 428 ’ggfl?l 2(%8 51;7 6(??9 287 0 0
H NB 428 iggﬁl 2(%8 51;17 6(??9 287 0 0
H NL 428 gg?l? 2(%8 51;17 6(??9 287 0 0
4 NM 428 ggﬁl 2(%8 51;17 6(??9 287 0 0
i NN 428 rggﬁl 20098 51;17 6(??9 287 0 0
4 NO 428 ggfl?ll 2(%8 51;17 6(??9 287 0 0
4 NP 418 rgggzl 20052 51(\315 6(2)1 286 0 0
4 OB 128 gg?ll 2(%8 51;17 6(??9 287 0 0
4 OL 428 rggzl 2(%8 51;17 6(??9 287 0 0
4 OM 428 rggﬁl 2(%8 51;17 6(3?9 287 0 0
4 ON 428 ggﬁl 2(%8 51;I7 6(??9 287 0 0
4 00 428 ggﬁl 2(%8 5§7 6(??9 287 0 0
4 oP 428 ril’:gzall 2(%8 51;17 629 2S7 0 0
4 PB 428 ggflall 2(%8 51;17 6(3)9 287 0 0
4 PL 428 ggflall 2(%8 51;17 629 287 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
H PM 428 ggil 20ij)8 51;17 6(;9 2S7 0 0
H PN 428 g‘;ﬁl 2(%8 51;17 6(;9 2S7 0 0
4 PO 428 ?;El 2(%8 51;17 629 2S7 0 0
4 PP 428 ggﬁlall 2(%8 51;17 6(3)9 2S7 0 0
4 QB 428 ggi?l 20%8 51;17 6(3)9 2S7 0 0
i QL 428 ’ggzl 2(%8 51;I7 6(3)9 287 ¥ 0
i M 428 ’ggzl 2(%8 51;I7 6(??9 287 ¥ 0
4 QN 428 ggi?l 2(%8 51;17 6(??9 287 ¥ 0
H QO 428 ggfl?l 2(%8 5§7 6(??9 287 0 0
i QP 428 gg;?l 2(%0 51;15 6(??6 286 0 0
i RB 428 ggﬁl 20098 51;17 6(??9 287 0 0
i RL 428 ggﬁl 2(%8 51;17 6(??9 287 0 0
i RM 428 ggil 2(%8 51;17 6(??9 287 0 0
i RN 428 ggﬁl 2(%8 51;17 6(??9 287 0 0
i RO 428 rggzl 20098 51;17 6(;9 287 0 0
i RP 428 rggﬁl 20(398 51;17 6(3?9 287 0 0
i 5B 428 ggil 2(%8 51;I7 6(??9 287 0 0
4 SL 381 gggil 1&%1 511]2 5(637 284 0 0
H SM 428 ril;gzall 20(5398 51;17 629 287 0 0
4 SN 428 1?:;51&11 20(5398 51;17 6(3)9 287 0 0
H 50 428 ggzall 20(5398 51;17 629 287 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
H SP 428 ggil 20ij)8 51;17 6(;9 2S7 0 0
H B 428 g‘;ﬁl 2(%8 51;17 6(;9 2S7 0 0
4 L 387 g(())tf;l 1§99 Egl 5?6 283 0 0
4 M 428 ggﬁlall 2(%8 51;17 6(3)9 2S7 0 0
4 IN 428 ggi?l 20%8 51;17 6(3)9 2S7 0 0
i TO 428 ’ggzl 2(%8 51;I7 6(3)9 287 ¥ 0
i P 428 ’ggzl 2(%8 51;I7 6(??9 287 ¥ 0
4 uB 428 ggi?l 2(%8 51;17 6(??9 287 ¥ 0
H UM 428 ggfl?l 2(%8 5§7 6(??9 287 0 0
i UR 428 ggﬁl 2(%8 51;17 6(??9 287 0 0
i vo 428 ggﬁl 20098 51;17 6(??9 287 0 0
i up 428 ggﬁl 2(%8 51;17 6(??9 287 0 0
i VB 428 ggil 2(%8 51;17 6(??9 287 0 0
i VN 428 ggﬁl 2(%8 51;17 6(??9 287 0 0
i VO 428 rggzl 20098 51;17 6(;9 287 0 0
i VP 428 rggﬁl 20(398 51;17 6(3?9 287 0 0
i vQ 428 ggil 2(%8 51;I7 6(??9 287 0 0
i WEB 428 ggﬁl 2(%8 5§7 6(??9 287 0 0
H WM 428 ril;gzall 20(5398 51;17 629 287 0 0
4 WK 428 1?:;51&11 20(5398 51;17 6(3)9 287 0 0
H WO 428 ggzall 20(5398 51;17 629 287 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
41 WP 428 3341 2098 577 639 27 0 0
Total C N O S
41 wQ 421 3285 2065 569 625 26 0 0

e Molecule 42 is GUANOSINE-5-TRIPHOSPHATE (three-letter code: GTP) (formula:
Ci10H16N5014P3) (labeled as "Ligand of Interest" by depositor).

GTP
0
Lo e N
e | \
e N;’{ -
[ "ioH
-
HO o 5
. =3 b
O.P"OH
. o=g e
Ok OH,
2
Mol | Chain | Residues Atoms AltConf
Total C N O P
42 AA 1 32 10 5 14 3 0
Total C N O P
42 AE 1 32 10 5 14 3 0
Total C N O P
42 AF I 32 10 5 14 3 0
Total C N O P
42 AG 1 32 10 5 14 3 0
Total C N O P
42 AH 1 32 10 5 14 3 0
Total C N O P
42 BA 1 32 10 5 14 3 0
Total C N O P
42 | BF 1 32 10 5 14 3 0
Total C N O P
42| BG I 32 10 5 14 3 0
Total C N O P
42 | BH 1 32 10 5 14 3 0

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

Mol | Chain | Residues Atoms AltConf
12 | BI 1 Tg;al 1% g ﬁ 5 0
12 | BL | Tg;al 1% 1; 1(31 5 0
2 | CA | T‘;g‘“ 1% E 1(31 5 0
12 | CE | Tg;al 1% E 1(31 5 0
12 | CcF | Tg;al 1% E 81 5 0
2 | ca | Tg;al 1% 1; 81 5 0
w4 WMoV OT
wla | o oV er
wlm | o oY er
wloe | 4 WOV OT
w4 W ovOeT
42 | DG 1 Tgtzal 1% 1;1 81 5 0
w4 WOV OT
alm [+ oV er
wlwm| o [moior]
alw | 1 [V or
42 | EG 1 T‘;gal 1% 1; 81 1; 0
ol | 1 [V o
alm | 1 [V or
alm | 1 [T oT
42 | FB 1 ngal 100 1; 81 g 0

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

Mol | Chain | Residues Atoms AltConf
42 | FE 1 Tg;al 1% 1; 815 0
42 FI 1 Tg;al 1% 1; ﬁg 0
42 | FM 1 Tg;al 1% g ﬁg 0
42 | FN 1 Tg;al 1% E ﬁg 0
2 | FO | Tg;al 1% E 815 0
o 1 moyory
Wl | o [ moyoTy
Wl | 1 [ moyoTy
Wl | 1 [ moyoTy
Wl | o moyoTy
e | o ooty
wlm | o moyoty
wlm | o moyoTy
Wl | o [ moyoTy
| o oo
wlm | o mEoyoT
wlw | o | mEoroT
RN
wlw | o meoror
el | o meoror
42 | 1G 1 Tgt;l 100 1; 81? 0

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

Mol | Chain | Residues Atoms AltConf
2 | 1 Tg;al 1% g ﬁ 5 0
42 11 1 Tg;al 1% 1; 12 g 0
42 | JA 1 Tg;al 1% g 12 g 0
42 | JB 1 Tg;al 1% E 1(31 5 0
42 | JD 1 Tg;al 1% g 81 5 0
alm | 1 [V o
alw | 1 [V o
42 | JO 1 Tgtzal 1% 1; 81 Pg) 0
IR
ol | 1 oYt
alw| 1 [V o
ol | 1 [T oY ot
a o | 1 [V o
42 | KO 1 Tg;al 1% 1; 81 E 0
IR
w1 ool
wlw| o [moyor]
el o [moior]
| o [moorl
42 | LO 1 Tgt;‘“l 100 1; 1(1 1; 0
42 | MB 1 ngal 100 1; 81 g 0

Continued on next page...



Page 46

wwPDB EM Validation Summary Report

EMD-45802, 9CPC

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
2 | MD 1 Tg;al 1% g ﬁ 5 0
42 | MH 1 Tg;al 1% 1; 12 g 0
42 | ML 1 Tg;al 1% g ﬁg 0
42 | MM 1 Tg;al 1% E 1(31 5 0
12 | MN | Tg;al 1% g 815 0
w1 meyeTy
Wl | 1 [ moyoTy
42 | NG 1 Tgtzal 1% 1; ﬁg 0
e | o moyeTy
w1 ey ety
42 | NO 1 Tgtzal 1% 1;1 1042) 0
o | 1 moyoTy
Wl | ooy
oo | o [moyoTy
| o @Yo
o | o [ ool
2 | 00 | Tgt;‘l ICO 1; ﬁ 1; 0
Wm0 ool
wlm| o [moyorl
Wl o [moyorTl
IR

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

Mol | Chain | Residues Atoms AltConf
2 | PN | Tg;al 1% g ﬁg 0
2 | PO 1 Tg;al 1% 1; 1(315 0
IR
e[ [T
slw [ o WO
a1 OO
w1 oo
wlw | 1 oo
w1 oo
42 | RG 1 Tgt;‘l 1% 1;1 1045 0
w1 oo
42 | RO 1 Tgtzal 1% 1;1 1(315 0
w1 oo
2 | s 1 Tg;al 100 1; ng 0
wlm | o [ moyoTy
ala |+ oV er
w4 WOV OT
w2 oY er
e [ 2 oY er
alw | [ over
2 | TG 1 Tgt;l 100 1; 81? 0

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

Mol | Chain | Residues Atoms AltConf
2 | TH 1 Tg;al 1% g ﬁ 5 0
42 | TI 1 Tg;al 1% 1; 12 g 0
42 | TL 1 Tg;al 1% g 12 g 0
42 | TN 1 Tg;al 1% E 1(31 5 0
42 | UA 1 Tg;al 1% g 81 5 0
wlw | o moyoTy
wlw| o ooy
wlw | o moyory
wlw | o ooy
42 | UOo 1 Tgt;‘l 1% 1;1 104 g 0
el o [ moyery
42 | VB 1 Tgtzal 1% 1;1 81 5 0
wlw| & [meyery
42 | VN 1 Tg;al 1% 1; 81 E 0
wlw | o oo
ol | 1 moyor
w1 [moyorl
wlwe| o [moyorl
wlw | o [moorl
2 | Wa 1 Tgt;‘“l 100 1; 1(1 1; 0
wlw| o oo

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

Mol | Chain | Residues Atoms AltConf
Total C N O P
42 WO 1 32 10 5 14 3 0

e Molecule 43 is GUANOSINE-5-DIPHOSPHATE (three-letter code: GDP) (formula:

Ci10H15N5011P3) (labeled as "Ligand of Interest" by depositor).

GDP

Mol | Chain | Residues Atoms AltConf
I
RN
NN
I
43 | AO 1 Tg;al 1% E ﬁg 0
IEAEEE
W m | 1 mEoyor
IEAEELE
L
NN

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

Mol | Chain | Residues Atoms AltConf
43 | BO 1 ol b2 B0 0
AN
RN
a1 oy or
DI S
I S
ol | 1 MY oT
AL S
NN
IEAEEE
W o | 1 [Ty
oo | 4 [Ty
L S
o o oy
DI S ST
alm | o WOt ot
IR
DEIEEE
w1 [Nt
IEAEEN
N

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

Mol | Chain | Residues Atoms AltConf
w0 B OO
IEIEEE
43 | FO 1 Tg;al 1% g ﬁg 0
AR
ol | 1 [y oT
I S
DN S
oo | 1 Yo
AL S
NN
L
L
oo | 1 Yot
wlw | o oo
ol | 1 ToYol
RN
DN
RN
IR
AN
AN
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Page 52

wwPDB EM Validation Summary Report

EMD-45802, 9CPC

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
w1 [ oNOT]
RN
IR
NI
N
W w1 oo
RN IR
IR
IR
IR
w1 oy oT
IEIEEE IR
IR
w1 [ oYoT
ol | 4 ey ol
IR
AN
| o WO ot
lw | o W oN ot
I
EIEEEE R
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
43 | MO 1 ol b2 B0 0
EAEEE
NN
NN
IR
NN
L S
AN
w o | 1 Yo
AL S
o low | 1 Yo
w o | o Yo
oo | 1 oY oT
oo o mmoror
DI & S T
NN
NN
IEEEE
wr | 1 oot
NN
IR
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
wlo | 1 B oS00
NN
NN
| 1 oo
IR
o w1 o0
RN
RN
RN
IR
o w1 o ar
o w1 W ar
RN
w0 oY or
w0 oo
IEIEEE TR
IEAREE IR
IEEEE
IEEEEE
I
N
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
43 | TO 1 Tg;al 1% 1; ﬁg 0
EAEEE
W w1 oy oT
RN
IR
w w1 oY
wlw | ey
wlw | oY oT
w1 ey
w v | 1 Yo
o lw | ey oT
I
w w1 Yo
w w1 mmoroT
ol | o oo
B wo | oot
o w1 oot
v oot
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3 Residue-property plots (i)

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

e Molecule 1: Armadillo repeat-containing protein 4 isoform 1

54%

Q
=
e.
=

—_
>

55% 44%

A e e e e

¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
¢ ¢
‘ ’ M480
¢
¢
¢
¢
¢
¢

OV PPP0P P00 0 9000090900900 90909090 9090909990909 9099090909909090990909099099099%9%99090

—
0
©
[=}



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

Page 57 wwPDB EM Validation Summary Report EMD-45802, 9CPC

OO PPPPPP00PPPPPP00P0090 0900909099090 90909909909999999999999999999%9%99%99 90

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

K941

¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
¢
(4
¢
¢
¢
¢
¢
¢
04
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢*
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
‘ R985
¢
¢
¢

e Molecule 1: Armadillo repeat-containing protein 4 isoform 1

14%

Q
=
e.
=

—_
o

14% 86%



"
&

[0)<]
@D
(@]
co

wwPDB EM Validation Summary Report EMD-45802, 9CPC

OOV PPPP0 P00 P90 P009090909090909090990999990990990990990999999999999%999%9%99%99%9990

OO PPPPPPPPPPPPPPP0P 9090990900999 PPPP9P99999999990990 & 2909990990 20

R985

A e e e

e Molecule 2: Outer dynein arm-docking complex subunit 4

23%

. ...
Chain 1C: 30% . 69%

COOPPO & GOPPPP O G900 VPP PP V0000 90 090 O 9909990 200

R10
P14




"
&

[0)<]
@D
(@)
Nej

wwPDB EM Validation Summary Report EMD-45802, 9CPC

e Molecule 2: Outer dynein arm-docking complex subunit 4

19%

. .
Chain 1D: 30% . 69%

OO & V0 GO O G0 O V0 G O VO G G G O OO O 990999900

o N
- o
‘“H":

OO S0 & 00O G000 o

¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
¢
q256 @
¢
¢
I L205




Page 60 wwPDB EM Validation Summary Report EMD-45802, 9CPC
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e Molecule 4: Coiled-coil domain-containing protein 114 isoform X2
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e Molecule 22: EF-hand domain-containing family member C2
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39%

Chain 5L: 75% 16% %%
OO0 PO0OOPOOGO OO o L 2 B 2 2 4 <>

H30
L34
M37
T38
R42
R43
E58
N63
L66
L74

& 4 <>
=

w26

_Epmal alp

S O & & o o o

—
o
-
I'-I

e Molecule 33: Meiosis-specific nuclear structural protein 1

oo
o
=

E99

51%
. ——————
Chain 5N: 57% 10% 33%

WO RLDWIDE

PROTEIN DATA BANK



Page 104 wwPDB EM Validation Summary Report EMD-45802, 9CPC

COOPPOPPPO & V000000 OOOO o oo o d

Q@ © @ P90 PPPPO VPP PPG G V90 90 990 O 999990 %0990 %90
£ g
COOPPPP VPP PPPPPPPPPPPPP O 9909909099090 & 290 200 2909090 SO oo
g (D l\ 0)
PO COPPPP VPP G0 G0 9999999999999 9999999%0 290 2999 29999990 o 29
5 3

i PO & 00 PP PPPPPO 90000 o0 oo . A e aaa

O) U! O
>

00 006 0000 G000 oo o
©
2
e Molecule 33: Meiosis-specific nuclear structural protein 1

K239
T241

E373
1412

—
.Q‘-
=

V440
1444
E447
L449
L451
P464
V467
K470
D473
M476
K483

3] w
3 93
B4 = x

17%
Chain 50: 26% 5% 69%

&> oo

COO OO & & 00 O G0 O 9O O O %0 oo

g
=

COOPPPPPPO 00 G000 P0P0 99090000 00 o o o

D
=3 < ~ o
R ) @ =
m < = £




Page 105 wwPDB EM Validation Summary Report EMD-45802, 9CPC

e Molecule 34: Cilia- and flagella-associated protein 53

28%
. e
Chain 5Q: 42% 8% 49%

A . d

D60

COPPPPPPPPPPP VPP PPPPPPP0 9909090909000 29090 SOOP V00O OoO

®
00
H

Lios ¢
stor ¢
E108 @

L104

)
-
-
£

¢
L62
E65
W66
H69
R97

@D COPPP VO VPP PC O G0 O O VPG GO O O %% > e <>
[ 2] 5] = X — ~ O Mm = 5] =4 Mmoo o

<> ©® VGOPO & 900 O o oo ® © & 00 o0 o < <&

@  © 0O & oo @ 9O & V0O 9O O G000

< & <

E188
K194

L1204

K212

Q289

L1292 R215
E216
1234
1238
Q242
Q246
R249
Q265
V266
E269

e Molecule 34: Cilia- and flagella-associated protein 53

19%

Q
£
=
=

S
=

15% 13% 9% 61%



Page 106 wwPDB EM Validation Summary Report EMD-45802, 9CPC

PO®O OO0 oo L 4 L 4 S o L 4
o= o % 0w O~ © SN oYWOoN 09O - o © o [ - o o o © o9
IIIIIIIIIIIIIIIIIIII 28 EREEE v4|IIII| ; II ik II(\l II : NIIm II g3 IIIIII(n & IIII‘$ II($ e IIIIIIID G878 Lk
oo M mmmn ® Nm NmBN®n MO0 nM 0 0 PRy nmo ® I N ) ® ®m
== QB o =< 3 HEe HE =AM XXOXa & A [5R=4 =Eo < ST X R = X E A

<> 4 . 4 < A 4
<

PO COPPPPPPO & & 9000 G000

COOPPPO & & & 90O 000 o o

~ @
R 0
o o )

; II ..iii

¢
rats @

L364
E367
E369
K370
A373
E374
N391
K398
L399
Q400
Q406
Q419
R421
E424

Mas3 @

E428
1429
F437
$442
1455
Q459
Q460
1487

IIIIIiillliiiII II

COPOPPO V0090909000000

IIIii

®* & <

1490

~ [se] ~ o
[} [} o o o
< < ) TS RTe}
= = - A=

e Molecule 35: CFAP107/Clorf158

68%
. I
Chain 57T 51% 17% . 31%

oo oo d . .

OO0 P0O0S0OOOOOS COOPPPPPPPPPPPPPPPPPPPPPG 0900090909090 909000%0090
D ~ M ¢ o — wn oo O
COPPPPPPPPPPPPPPPPPPO 9909999999990 9909099999999
N <l‘ ﬁ'ﬁ’ LD

e A s o o o o o d

©
©
—
<

e Molecule 35: CFAP107/Clorf158

14%

. I
Chain 5U: 13%  os 86%

[

D100
H101
Y10
R104
L111
L114

- N
© ©
-
n =

L123
L134
E144
L1568
R159
E160
Y163

s
©
-
=

P183
P186

e e e e e e e e e s R 2 o
©
v
X

e Molecule 36: Cilia and flagella associated protein 77
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e Molecule 40: Tubulin alpha chain
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e Molecule 40: Tubulin alpha chain
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e Molecule 40: Tubulin alpha chain
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e Molecule 41: Tubulin beta chain
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e Molecule 41: Tubulin beta chain
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