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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 3.52 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 I 0.1%
Sidechain outliers D 10.1%
Worse Better

I 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
39%

...

1 1A 1044 46% . 53%
2%
2 1D 687 | 50
6%

| ..

2 1E 687 22% .. 73%
0%
2 1F 687 % 88%
3 1H 547 W 85%
29%

T ——

3 11 547 65% . 31%
39%

T ————

4 1K 196 74% 7% 19%
0%

4 1L 196 | e 77

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

Mol | Chain | Length Quality of chain
5%
5 1N 196 r— 51% 7% 42%
7%
5 10 196 | — o
8%
) 1P 196 r— 57% 40%
35%
T ————— —
6 1R 101 86% TA
7%
[—
7 1T 321 77% . 21%
6%
7 1U 321 — 74% 5% 21%
7%
8 1W 193 N 24% . 30%
7%
I —
8 1X 193 92% .t 5%
5%
8 1Y 193 — 91% 5% 5%
5%
I —
8 17 193 92% .. 5%
8%
8 2A 193 E— 83% 10% - 5%
7%
I —
8 2B 193 92% 5%
37%
.
9 2D 877 45% 6% 49%
1%
9 9F 877 | S
5%
10 2F 170 r— 43% 54%
5%
10 2G 170 e 54%
6%
10 | oH 170 | e — 5% "
7%
|-
11 2J 549 28% . 70%
32%
T —
11 2K 549 49% 46%
35%
e
11 2L 549 46% 50%
9%
I
11 2M 549 32% . 66%
3%
12 20 623 — 95% LT
12 | 2P by | Tm— 55 =
5%
12 2Q 623 _— 95% LT
28%
T —
13 2S 514 51% . 45%

Continued on next page...
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Mol | Chain | Length Quality of chain
9%
N
13 2T 514 31% 7% 61%
1%
14 | 2v 284 | e o
8%
T —
14 2W 284 71% 24%
3%
T ——
14 2X 284 68% 5% « 26%
31%
T ————
14 2Y 284 53% 5% 42%
38%
T —
15 3A 232 69% 9% 21%
28%
T —
16 3C 309 55% 12% 32%
5%
_
16 3D 309 21% . 77%
49%
T —
17 3F 212 49% . 50%
5%
18 3H 1410 7% 93%
20%
N
19 3J 640 57% 10% 33%
7%
I
19 3K 640 52% 17% 31%
29%
T —
19 3L 640 54% 16% 29%
20%
N,
20 3N 733 30% 8% 81%
35%
T —————
20 30 733 61% 18% 21%
75%
e ——
20 3P 733 64% 15% 21%
31%
=N
20 3Q 733 34% 5% 60%
7%
h
21 3S 259 22% 5% 73%
32%
T —
21 3T 259 76% 15% 9%
33%
- —
21 3U 259 77% 12% .« 9%
33%
e
21 3V 259 67% 12% 21%
4%
T
22 3X 274 39% 8% 53%
5%
S
22 3Y 274 35% 12% 48%
28%
...
22 37 274 37% 1% 51%
36%
Iy —
22 4A 274 30% 9% 61%
Continued on next page...

L)
g
B’

o
=|
o
3
m
k4
I
>
1
>
w
=
z
=




Page 5

Full wwPDB EM Validation Report

EMD-45801, 9CPB

Continued from previous page...

Mol | Chain | Length Quality of chain
57%
=
22 4B 274 31% 8% 62%
31%
I
22 4C 274 23% 8% 69%
30%
T — —
23 4D 135 64% 21% 14%
1%
24 | 4F 495 | T " s
3%
-
24 4G 495 55% 12% 32%
5%
1 e n
25 4] 377 84% 15%
8%
— -
25 4] 377 76% 23% .
4%
26 4K 621 e 79%
9%
e
26 41, 621 27% 9% 63%
3%
26 4M 621 ?5% 83%
8%
27 40 257 E— 68% 17% 15%
9%
27 4P 257 r—— 72% 1B s
6%
27 4Q 257 —— 66% 19% .
20%
I —
27 4R 257 40% 3% 13% 15%
9%
27 4S 257 E—— 75% 10% 15%
50%
== C Ee
27 4T 257 67% 16% .. 15%
8%
28 | 4V 136 | T % e
7%
28 4W 136 — 46% 10% 42%
2%
T
29 4Y 120 59% 19% 20%
31%
e —
30 5A 377 73% 19% A
30 | 5B 37 | 7
91%
e
31 5D 169 74% 19% 7%
75%
T y— e
31 5E 169 69% 20% . 7%
92%
T
31 5F 169 88% 7% 6%
85%
1 ee— —
31 5G 169 73% 19% A

Continued on next page...
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Mol | Chain | Length Quality of chain
5%
e e
31 S5H 169 80% 12% . 7%
57%
T
31 ol 169 87% 6% 7%
55%
1 ——
31 5J 169 73% 20% 7%
32 5L 418 | B 6% "
5%
32 | M 41y | 7 2% —
2%
32 5N 418 — 77% 17% 6%
1%
32 50 418 r— 33% 25% 10% . 30%
7%
h
33 5Q 430 20% 6% 75%
5%
33 | 5R 430 | — T
5%
33 5S 430 — 61% 21% T 7
5%
33 5T 430 - 32% 27% 10% 29%
54%
I
33 5V 430 45% 23% . 28%
85%
L —
33 5W 430 69% 25% . 5%
83%
1 — ——
33 5X 430 71% 20% . 5%
3%
| pa
33 5Y 430 19% 5% 75%
38%
e —
34 6A 490 20% 25% 9% . 44%
53%
e
34 6B 490 52% 22% 5% 20%
50%
1 —
34 6C 490 38% 28% 12% . 20%
7%
34 | 6D 490 | e T =
2%
34 6E 490 | Sn en . 7
72%
e,
34 oF 490 56% 16% . 27%
2%
e
34 6G 490 68% 17% 15%
70%
I
34 6H 490 58% 16% . 25%
3%
34 61 490 | o 7
3%
34 6J 490 | o —

Continued on next page...
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Mol | Chain | Length Quality of chain
75%
T —
34 6K 490 62% 14% 24%
83%
1
34 6L 490 66% 18% 15%
7%
1 e—
34 6M 490 57% 16% 26%
1%
34 | 6N 490 | T 5
50%
e
35 6P 447 36% . 60%
28%
T — —
35 6Q 447 77% 14% 8%
32%
T — —
35 6R 447 70% 17% . 8%
21%
e —
35 6S 447 38% 15% 43%
53%
I
35 67T 447 41% 1% 47%
92%
T o
35 6U 447 72% 21% . 6%
96%
T
35 | 6V 447 o7% 21% B
7%
1 —
35 oW 447 33% 12% . 50%
5%
.
36 6Y 683 25% . 72%
2%
e
36 67 683 26% . 7%
28%
I
37 7C 254 26% 19% 53%
3%
e
37 7D 254 24% 6% 69%
2%
]
37 E 254 22% 1% 67%
4%
37 | 7F 254 | T z
24%
I —
38 TH 274 18% 1% 69%
8%
38 71 274 8% 5% 88%
31%
]
39 7K 147 64% 9% 27%
8%
..
39 7L 147 25% 5% 69%
3%
40 TN 484 10% . 87%
8%
41 AB 445 —— 68% 30% o
2%
41 | AD 445 | o o T
Continued on next page...
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Mol | Chain | Length Quality of chain
7%
41 | AF 445 | — 7 -
5%
41 AH 445 — 48% 36% BT e
1%
41 Al 445 — 80% 18% N
7%
41 | AL 445 | = 7 319% —
20%
— —
41 BB 445 76% 19% .
0%
4 | BD 445 |FE oA “0% e
6%
41 BF 445 —— 74% 22% -
5%
41 BH 445 — 73% 22% v
22%
. —
41 BJ 445 72% 23% ..
4%
41 BL 445 — 72% 23% -
24%
I —
41 CB 445 69% 26% ..
3%
41 CD 445 — 41% 37% 15%
1%
41 CF 445 r— 39% 39% 17%
4%
41 | CH a5 |F o 20 -
1%
41 CJ 445 — 40% 38% 16%
3%
41 | CL 4qn | T— o T —
1%
e — —
41 DB 445 62% 32% -
22%
T — —
41 DD 445 66% 29% ..
8%
41 DF 445 E— 63% 30% P
6%
e
41 DH 445 28% 46% 18%
2%
h
41 DJ 445 29% 41% 24%
5%
41 DL 445 — 56% 35% T
5%
41 ED 445 — 31% 45% 17%
5%
41 EF 445 — 63% 32% -
5%
41 EH 445 65% 30% =

Continued on next page...
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Mol | Chain | Length Quality of chain
41 | EJ 445 —_— " 5o e
41 | EL 445 — SR o e
41 FD 445 7_/ 36% 38% 18%
41 | FF 445 — S S -
23% .
41 | FH 445 | 3o :
41 | FJ 445 —_— S 5 -
12%
41 | FL 45 | s 4% T
41 | GD 445 == 7 36% e —
41 | GF 445 m— 5o S -
41 | GH 445 e o T -
41 | GJ 445 = ree7 0% e
41 | GL 445 — A oo
41 | HB 445 m— T o2 m—
41 | HD 445 == 5 s T
41 HF 445 & 63% 32% P
41 HH 445 & 64% 31% P
41 HJ 445 = 39% 39% BT 7
41 | HL 445 == S o -
41 ID 445 — 5o 5 -
41 IF 445 = 5 S -
41 H 445 == o T -
41 1J 445 — T T -
41 IL 445 — 7 o -
41 IN 445 S ez 36% "
41 | JD 445 S s = e

Continued on next page...
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Mol | Chain | Length Quality of chain
41 JF 445 & 75% 20% e
41 | JH gy | — o 25% -
41 JJ 445 =S 69% 26% -
41 JL 445 == 50% 35% o .
41 KD 445 == 73% 229, P
41 KF 445 == 76% 20% -
41 KH 445 = 73% 23% -
41 KJ 445 == 75% 20% .
41 KL 445 = 73% 23% -
41 KN 445 S5 75% 20% o
41 LD 445 - 56% 31% e e
41 LF 445 & 81% 5% .
41 LH 445 = 79% 7% e
41 LJ 445 = 75% 21% -
41 LL 445 = 74% 21% o
41 LN 445 — 78% 18% -
41 MD 445 = 42% 37% 15%
41 MF 445 - 44% 38% 12%
41 MH 445 = 76% 20% -
41 MJ 445 e 1% 24% -
41 ML 445 == 60% 36% -

2%

41 MN 445 s 34% 17%
41 NB 445 & 50% 31% 12%
41 ND 445 == 42% 40% 1%
41 NF 445 S 49% 31% e e

Continued on next page...
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Mol | Chain | Length Quality of chain
0%
41 NH 445 r— 47% 36% S ET7
5%
41 | NJ 4y | qx 2st -
26%
T —— —
41 NL 445 62% 26% o 1%
0%
41 OB 445 — 35% 40% 18%
6%
41 OD 445 — 65% 30% 5%
7%
41 | OF Ap | — 77 2% e
1%
41 OH 445 — 45% 37% BRI
2%
41 0J 445 — 44% 38% BT 7
20%
I ——
41 OL 445 66% 28% . 5%
6%
L
41 PB 445 36% 41% 18%
7%
41 PD 445 r— 42% 36% 16%
20%
e o e
41 PF 445 38% 43% 13% . .
4%
| ...
41 PH 445 22% 42% 25% 7%
3%
| ..
41 PJ 445 24% 43% 25%
2%
..
41 PL 445 34% 39% 19%
32%
T ———— —
41 QB 445 62% 33% .
27%
T — —
41 QD 445 60% 35% -
29%
T — —
41 QF 445 64% 31% ..
23%
e
41 QH 445 36% 40% 16%
25%
T
41 QJ 445 34% 40% 19%
33%
I —
41 QL 445 33% 389% 20%
39%
. S——— —
41 RB 445 60% 35%
8%
e
41 RD 445 34% 41% 18%
8%
..
41 RF 445 25% 49% 19%
24%
T — f—
41 RH 445 63% 33% .
Continued on next page...
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Mol | Chain | Length Quality of chain
8%
e ——
41 RJ 445 38% 38% 19%
35%
T — —
41 RL 445 66% 29% -
8%
41 SD 445 E—— 629% 33% .
8%
41 SF 445 E—— 42% 37% 15%
54%
—— —
41 SH 445 60% 33% R
9%
41 SJ 445 r— 68% 27% P
54%
e
41 SL 445 38% 39% 16%
8%
41 | TD ggn | — e 5 —
6%
41 | TF gyp | — e S -
20%
I ———
41 TH 445 64% 29% ..
6%
41 TJ ggp | — — = -
7%
41 | TL gyp | — " 3200 —
5%
41 | UD gqn | — — 209, —
2%
41 | UF 4qn | — — o7 -
3%
41 UH 445 — 64% 31% v
1%
41 | Ul 445 | 77 ™ -
4%
41 UL 445 — 61% 33% .
3%
41 | VD g5 | G 2o -
0%
41 VF 445 65% 29% D
1%
41 | VvH 445 | — 25% -
2%
41 V] 445 | — 7 —
1%
41 VL 445 — 67% 29% -
5%
41 WD 445 — 76% 20% -
5%
41 WF 445 - 47% 33% YT/
5%
41 WH 445 — 50% 35% 10%

L)
g
B’

Continued on next page...
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Mol | Chain | Length Quality of chain
5%
41 | WJI 445 | o = rore
7%
41 | WL 445 | — 249, -
5%
41 WN 445 — 73% 2% .
0%
42 | AC 450 | 5 T
1%
42 | AE 450 | T — oo T
0%
42 AG 452 r— 75% 21% e
8%
42 Al 452 r— 50% 34% 12%
5%
42 AK 452 — 47% 37% 13%
7%
42 BC 452 r—— 69% 28% -
3%
42 BE 452 — 74% 21% v
3%
42 | BG g | — — 7 o
5%
42 BI 452 — 44% 34% 16% 59%
4%
42 | BK gpo | — — wn T
3%
42 CC 452 — 37% 4% 16%
6%
42 CE 452 — 69% 27% o
5%
2 | ca 450 | T —— “6% S —
6%
42 CT gpo | T— 7 = -
3%
42 | CK g5y | o T -
29%
T — —
42 CM 452 65% 29% -
23%
. —
42 DC 452 63% 31% . 5%
8%
42 DE 452 E—— 64% 31% 59%
9%
42 DG 452 E—— 67% 28% 5%
8%
42 DI 452 E— 62% 31% 7
5%
e
42 DK 452 34% 43% 16% 59%
7%
T — —
42 DM 452 65% 29% . 5%
Continued on next page...
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Mol | Chain | Length Quality of chain
5%
I —— —
42 EC 452 62% 34%
1%
42 EE 452 — 40% 40% 15%
5%
42 EG 452 — 36% 4% 17%
2%
42 EI 4o | T 77 319% -
2%
L
42 EK 452 31% 42% 21%
7%
e
42 EM 452 34% 39% 19% . 5%
23%
..
42 FC 452 30% 45% 18% . 5%
3%
42 FE 452 — 61% 32% T
6%
42 FG 452 — 59% 34% 7
9%
42 FI 452 E—— 56% 38% 7
7%
42 FK 452 — 33% 38% 19% . 6%
29%
. ——
42 FM 452 53% 40% . 5%
31%
T — -
42 GC 452 72% 25%
6%
42 GE 452 — 72% 209% 5%
7%
42 | cc gno | T— T 29 -
1%
42 GI 450 | s 2% -
7%
42 | cK gho | T— . 2% -
3%
42 GM 452 — 37% 41% 18%
5%
. —
42 HC 452 33% 42% 18% . 6%
2%
42 HE 452 — 63% 31% 5%
7%
42 HG 452 — 41% 39% T 7
5%
42 HI 452 - 40% 40% B VT
2%
42 HK 452 — 60% 35% 5%
7%
42 HM 452 — 46% 329% B VT
30%
42 1C 452 75% 20% 5o

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

Mol | Chain | Length Quality of chain
42 IE 452 & 50% 32% TS
42 IG 452 & 73% 23% o
42 II 452 —_— 71% 25% -
2 | IK iy | — T 6% T
42 IM 452 — 71% 24% 5%
42 | JC i | — T S
42 JE 452 11_/ 70% 25% 5%
42 JG 452 & 73% 21% 5%
42 | JI iy | — 7o R
42 JK 452 & 40% 38% 17%
42 JM 452 & 51% 30% T2 5%
42 KC 452 % 82% 4% .
42 KE 452 & 80% 15% 5%
42 KG 452 & 75% 19% 5%
42 KI 452 = 75% 20% 5%
42 KK 452 = 75% 19% 5%
2 | KM | 452 |™ o - ——
42 LC 452 == 78% 17% -
42 LE 452 & 78% 19% -
42 LG 452 & 79% 6% .
42 LI 452 & 77% 19% -
42 LK 452 & 79% 17% -
42 LM 452 & 77% 17% 5%
42 MC 452 & 69% 27% e
42 ME 452 & 74% 21% 5%

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

Mol | Chain | Length Quality of chain
5%
42 MG 452 54% 33% 8% 5%
5%
42 MI 452 74% 21% 5o
1%
I — —
42 MK 452 62% 34% ..
0%
42 | MM 450 | o 3% -
1%
42 NA 452 — 45% 33% 15% . 5%
5%
42 NC 452 r— 42% 36% 15% . 5%
3%
42 NE 452 — 71% 23% 5%
0%
42 NG 452 r— 49% 33% 1%
1%
42 NI 452 r— 44% 35% 13%
0%
42 NK 452 r— 43% 37% 14% . 5%
23%
I —
42 OA 452 66% 28% . 5%
4%
42 | ocC gpo | — = o m——
3%
42 OE 452 63% 31% R
3%
42 oG 452 48% 33% 13%
2%
42 Ol 452 — 67% 27% v
4%
42 | OK gpo | T— = 2o -
29%
]
42 PA 452 29% 33% 16% 19%
7%
I ——
42 PC 452 37% 38% 19%
2%
42 PE 452 — 35% 40% 17% . 5%
2%
|-
42 PG 452 21% 46% 23% 6% 5%
2%
e
42 PI 452 23% 40% 26% 5% 6%
7%
42 PK 452 r—— 42% 36% 16% . 5%
27%
. —
42 QC 452 64% 29% . 5%
2%
—— —
42 QE 452 63% 31% . 5%
7%
T — ——
42 QG 452 62% 31% . 5%
Continued on next page...
SPDB
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Mol | Chain | Length Quality of chain
g y
7%
. e———
42 QI 452 38% 38% 16% . 5%
24%
e
42 QK 452 40% 39% 15% . 5%
30%
T — —
42 RC 452 61% 34% o
9%
42 | RE 4o | S 20 -
54%
—— —
42 RG 452 60% 33% . 5%
20%
I —
42 RI 452 59% 35% 5%
25%
T — —
42 RK 452 61% 33% . 5%
25%
T — —
42 SC 452 61% 34% . 5%
7%
42 SE 452 r—— 42% 36% 15% . 5%
20%
I —
42 SG 452 66% 28% . 5%
4%
42 SI 452 — 40% 35% 17% . 6%
21%
I —
42 SK 452 63% 31% -
57%
== —
42 SM 452 61% 33% . 5%
29%
T — —
42 TC 452 63% 32% . 5%
8%
42 TE 452 E—— 62% 33% v
5%
I —— ——
42 TG 452 62% 31% . 5%
7%
42 TI 452 — 41% 35% 17% . 5%
3%
42 TK 452 — 43% 35% 14%
0%
. ——
42 ™ 452 50% 43% . 5%
6%
42 ucC 452 — 44% 37% 12%
5%
42 | UE g | — s S -
2%
12 | UG gy | — = o e
6%
42 Ul gpo | — 5 o —
4%
42 | UK gpo | — 7 — —
9%
42 UM 452 — 64% 30% 5%

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

Mol | Chain | Length Quality of chain

42 | VC iy | — 7o T
42 VE 452 S 72% 24% -
42 VG 452 —_— 72% 25% o
42 VI 452 — 71% 25% -
42 VK 452 — 51% 32% e .
42 VM 452 —_— 68% 26% 5%
42 WC 452 —_— 78% 19% -
42 WE 452 = 56% 30% % - 5%
42 WG 452 S5 74% 23% o
42 WI 452 = 53% 32% 0% - 5%
42 WK 452 == 72% 24% -
42 WM 452 = 70% 25% 5%
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2 Entry composition (i)

There are 45 unique types of molecules in this entry. The entry contains 1132145 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 4.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
1 1A 493 2437 1451 493 493 0 0

e Molecule 2 is a protein called Coiled-coil domain containing 114.

Mol | Chain | Residues Atoms AltConf | Trace
2 1D 134 ?igzl 6(7]5 21115 2(1)6 § 0 0
2 1 187 rfgg;l 9?5 31114 2(9)4 2 0 0
IR HIEEE
e Molecule 3 is a protein called Coiled-coil domain containing 173.

Mol | Chain | Residues Atoms AltConf | Trace
3 1H 83 1;50;2 1 436 11;11 126 g 0 0
3 1 377 rgggil 20(2)7 61(\)15 6(1)2 18() 0 0

e Molecule 4 is a protein called Uncharacterized protein Clorf158 homolog.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 IK 159 1348 877 241 229 1 0 0
Total C N O
4 32 269 170 48 51 0 0

e Molecule 5 is a protein called Protein Flattop.
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Mol | Chain | Residues Atoms AltConf | Trace
IR T HIEEE
g 10 116 T901t(§Ll 5;10 11;5]5 1((?3 2 0 0
g 1P 118 T902t§L 1 530 1129 1%)7 2 0 0
e Molecule 6 is a protein called CFAP141.

Mol | Chain | Residues Atoms AltConf | Trace
0 IR o1 T;)St; 1 435 llgl 1(??3 2 0 0

e Molecule 7 is a protein called Cilia and flagella associated protein 161.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 T 255 2055 1302 369 373 11 0 0
Total C N O S
7 v 255 2055 1302 369 373 11 0 0

e Molecule 8 is a protein called Cilia- and flagella-associated protein 20.

Mol | Chain | Residues Atoms AltConf | Trace
8 | W 13| 0 7 06 a0 6 / ;

5 I* 80|10 g5 g o7 7 ; :

5 ¥ 80| 0 g5 g o7 7 0 0

8 12 18d ?ggzl 9(8]4 2128 2(7)3 g 0 0

8 2A 18d ?gg;l 9(834 2128 2(7)3 ? 0 0

8 2B 18d ?gg;l 924 21(\318 2(7)3 ? 0 0

e Molecule 9 is a protein called EF-hand domain family member B.

Mol | Chain | Residues Atoms AltConf | Trace
) 2b 451 ggf;;l 2?26 61’5\)10 6((20 183 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
o |2 | | NS Sy s e p | 0|
e Molecule 10 is a protein called CFAP276.

Mol | Chain | Residues Atoms AltConf | Trace
IR T INEE

o) 26 | e e e | 0|0
IR T IEEE

e Molecule 11 is a protein called Cilia and flagella associated protein 45.

Mol | Chain | Residues Atoms AltConf | Trace
1 2] 162 nggl 8?7 2125 228 S 0 0
1 2K 296 rgggil 1 5(313 51117 4;)5 S 0 0
1 2L 275 gggzl 1526 41?\}8 4(5)0 186 0 0
1 2M 186 112?91 9%]1 31;17 289 g 0 0

e Molecule 12 is a protein called Cilia and flagella associated protein 52.

Mol | Chain | Residues Atoms AltConf | Trace
12 20 609 Z(;gl 29085 81;2 8(7)4 382 0 0
12 2p 609 Z?izl 29(?35 81;2 8C7)4 382 0 0
12 2Q 609 Z?tl?’)l 29(535 8152 8(7)4 382 0 0

e Molecule 13 is a protein called Methyl-CpG binding domain protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
13 281 08 1267 A 405 0 0
13 2T 199 112;11 1OC?>2 31;1 3(2)9 182 0 0
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e Molecule 14 is a protein called Cilia and flagella associated protein 77.

Mol | Chain | Residues Atoms AltConf | Trace
14 2W 215 ilr(;gzl 11%9 31;3]5 3(53 S 0 0

2 20 |0 o0 w6 206 o 0 0

Moz 165 Lr s w0 2 0 0

e Molecule 15 is a protein called CFAP95.

Mol | Chain | Residues Atoms AltConf | Trace
15 3A 183 ?Zg;l 9?2 21;8 2(5?8 S 0 0

e Molecule 16 is a protein called Cilia-and flagella-associated protein 96.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 3C 211 1693 1077 291 318 7 0 0
Total C N O S
16 3D & 531 339 94 95 3 0 0

e Molecule 17 is a protein called EF-hand calcium-binding domain-containing protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
17 3F 105 520 310 105 105 0 0

e Molecule 18 is a protein called EF-hand calcium binding domain 6.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
18 | 3H 7 481 287 97 97 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
193 431 3563 2303 597 649 14 0 0
Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
19 3K 443 gggl 23%1 611]3 624 1S4 0 0
19 SL 452 g(;t;él 24CO6 61;I7 6?8 1S5 0 0

e Molecule 20 is a protein called EFHC2.

Mol | Chain | Residues Atoms AltConf | Trace
20 SN 286 gggaél 15034 41(\)16 428 1SO 0 0
20 30 579 Z(;gil 3(%7 811]0 8(7)8 286 0 0
20 3P 581 Z(;g;l 30C7 0 81(\)IS 8(834 2S5 0 0
20 3Q 290 gzg?)l 15C45 41(\)I4 425 1S5 0 0

e Molecule 21 is a protein called Enkurin, TRPC channel interacting protein.

Mol | Chain | Residues Atoms AltConf | Trace
28 | a0 | 0|0
21 st 235 1;8;31 12C42 31§6 3(5)4 g 0 0
21 3U 235 ?ggzl 12C42 31§6 3(5)4 s 0 0
21 3V 20 ?(())’St)%l 1(%7 215\;5 387 S 0 0

e Molecule 22 is a protein called Protein FAM166B.

Mol | Chain | Residues Atoms AltConf | Trace
22 3X 129 ?8 tlil 6%2 1152 1(;4 2 0 0
22 3Y 142 rf(itlaél 7;32 116\319 129 2 0 0
22 32 135 1;82391 650 116\311 122 2 0 0
22 1A 107 Téoélt (E)i1 55118 114\112 124 2 0 0
22 4B 105 T803t 3 1 5§8 114\113 151)3 2 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 4C 85 667 433 111 118 5 0 0

e Molecule 23 is a protein called Cilia- and flagella-associated protein 144.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 4D 16 992 627 186 177 2 0 0

e Molecule 24 is a protein called Meiosis-specific nuclear structural protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
24 4r 1ol Ilggl 7?2 214\1]1 224 481 0 0
24 4G 335 ggtszl 1%6 51;8 5(5)3 186 0 0

e Molecule 25 is a protein called Nucleoside diphosphate kinase 7.

Mol | Chain | Residues Atoms AltConf | Trace
25 4l 372 2(5);?’)1 15C89 415\)Il 4(8)1 182 0 0
25 4] 372 rggff;l 1?%0 41;9 5(26 282 0 0

e Molecule 26 is a protein called Outer dynein arm-docking complex subunit 3.

Mol | Chain | Residues Atoms AltConf | Trace
26 4K 132 ?28321 6§3 21(\114 2C1)2 § 0 0
26| AL 28| 100 1100 353 a64 4 0 0
26 M 104 1;30;2 1 55,59 1124 1(22 ? 0 0
e Molecule 27 is a protein called PACRG protein.

Mol | Chain | Residues Atoms AltConf | Trace
21 | 40 2| 2 a0 a6 o 0 v
27 | 4P 20| 2 i a0 a6 o 0 0

O RLDWIDE
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Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
27 1Q 219 ?;g;l 1514 22]8 3(1)6 S 0 0
27 4R 219 ?;g;l 1124 2158 3(1)6 S 0 0
27 45 219 ?;g;l 11(314 215318 3(1)6 S 0 0
27 4l 219 ??ga?l 11(314 21;8 3(1)6 S 0 0

e Molecule 28 is a protein called Piercel.

Mol | Chain | Residues Atoms AltConf | Trace

28 AW & T(;O;j l 4(1}5 11118 1(1)9 2 0 0
e Molecule 29 is a protein called Pierce2.

Mol | Chain | Residues Atoms AltConf | Trace

IR T TSINEE

e Molecule 30 is a protein called RIB43A-like with coiled-coils protein 2.

Mol | Chain | Residues Atoms AltConf | Trace
3 SA 350 rggﬁl 1;]75 51;14 5(5?3 183 0 0
30 | 5B 16 Tlo?f;l 51 21\; 2% 0 0
e Molecule 31 is a protein called Sperm acrosome associated 9.
Mol | Chain | Residues Atoms AltConf | Trace
31 5D L o 0 0
31 oL 157 111;;11 7(8]4 21;2 2(??7 181 0 0
31 oF 159 11131675;1 7(939 21;18 2(??9 181 0 0
3L} 56 L g Y 0 0
Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
31 oH 157 ?gg?)l 757 21;15 2(?37 181 0 0
31 ol 157 ?gg%l 737 21;15 2(??7 181 0 0
31 5J 157 ?gg%l 737 21;5 2(?37 181 0 0

e Molecule 32 is a protein called Tektin-1.

Mol | Chain | Residues Atoms AltConf | Trace
32 oL 116 T904t ?? 1 5§5 11;16 1(830 3 0 0
32 M 392 ?2)?3?1 2001 1 512\3]8 6(2)3 S 0 0
32 oN 392 g‘;?ﬁl 2001 1 512\3]8 633 S 0 0
32 50 291 gztﬂl 15CO5 41;]4 428 g 0 0

e Molecule 33 is a protein called Tektin-2.

Mol | Chain | Residues Atoms AltConf | Trace
33 Q 109 1;)05 fl 55138 11;16 1?5 g 0 0
33 SR 399 5(2)?3%1 2(%2 61(\)12 6(3)2 1S4 0 0
33 5 399 ?2);%1 2(%2 61(\)IQ 6(?32 1S4 0 0
33 oL 306 géolft)zl 15046 4?3 426 183 0 0
33 Vv 308 ggtf;l 15060 4?3 427 183 0 0
33 oW 408 ggg?il 20%5 611]8 629 1S4 0 0
33 R 408 g(?))g%l 2(%5 611]8 629 1S4 0 0
B v | W | g s s | O

e Molecule 34 is a protein called Tektin-3.
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Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
34 64 273 2240 1377 412 440 11 0 0

Total C N O S
34 68 392 3189 1962 583 629 15 0 0

Total C N O S
34 6C 393 3200 1968 587 630 15 0 0

Total C N O S
34 6D 123 992 612 180 197 3 0 0

Total C N O S
34 OF 59 487 301 91 93 2 0 0

Total C N O S
34 OF 358 2896 1786 526 569 15 0 0

Total C N O S
34 6G 416 3386 2084 618 667 17 0 0

34| OH 368 gg;agl 15510 51:1]5 5(339 1S5 0 0
4| ol 03 T503tfLl 334 11(\)11 1(34 2 0 0
34 ¢ 65 T505t§Ll 327 11510 1(35 ? 0 0
34| oK 371 1?:(());21 18069 5126 5(9)3 184 0 0

Total C N O S
34 | 6L 418 3411 2107 621 667 16 0 0

Total C N O S
34 M 361 2923 1804 532 572 15 0 0

Total C N O S
34 1 6N b4 445 275 83 85 9 0 0

e Molecule 35 is a protein called Tektin-4.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
35 6P 180 1491 915 272 298 6 0 0
Total C N O S
35 6Q 410 3364 2070 628 651 15 0 0

Total C N O S
35 OR 410 3364 2070 628 651 15 0 0

Total C N O S

3% | 65 254 2057 1269 390 389 9 0 0
Total C N O S

3 | 6T 236 1917 1184 365 359 O 0 0

Total C N O S
35 6U 419 3413 2097 638 663 15 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
35 oV 437 ggt;il 22C(j)1 61(\516 628 1S6 0 0
35 oW 215 ?%8(;1 10%8 31;14 351)7 s 0 0

e Molecule 36 is a protein called TTC25 protein.

Mol | Chain | Residues Atoms AltConf | Trace
36 oY 192 ?ggaol 8(112 212\’)12 229 g 0 0
36 62 192 ?gg?)l 8(;2 212\’)]2 251)9 g 0 0

e Molecule 37 is a protein called Ciliary microtubule associated protein 1A.

Mol | Chain | Residues Atoms AltConf | Trace
37 7c 119 1;30;;1 5?1 1?9 1(6?3 § 0 0
IR T HIEEE
IERF T KK

e Molecule 38 is a protein called Ciliary microtubule associated protein 1C.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 7H 8 637 409 108 114 6 0 0
Total C N O S
38 71 34 238 151 43 42 2 0 0

e Molecule 39 is a protein called Cilia and flagella associated protein 90.

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

39 7K 107 878 543 174 160 1 0 0
Total C N O S

39 L 46 382 249 65 67 1 0 0

e Molecule 40 is a protein called Sperm associated antigen 8.

WO RLDWIDE

PROTEIN DATA BANK




Page 29 Full wwPDB EM Validation Report EMD-45801, 9CPB

Mol | Chain | Residues Atoms AltConf | Trace
40 N 64 T502téiL 1 3(214 Sl)\; 1(84 2 0 0

e Molecule 41 is a protein called Tubulin beta-4B chain.

Mol | Chain | Residues Atoms AltConf | Trace
1] AB 86|y om0 s a0l 2 0 0
e 86| im0 s oot o 0 0
i) AF 86|l im0 s oot 2 0 0
4 AH 436 gzgil 21(?)0 51§4 6%)4 286 0 0
4 AJ 436 12;?211 21050 51§4 6(6)4 286 0 0
4 AL 436 gzgil 21050 51§4 6(6)4 286 0 0
4 BB 421 ggg;il 21%9 51;15 6(4)6 286 0 0
4 BD 421 ggt;(lil 21(5)9 51;15 651)6 286 0 0
4 BF 428 gg;l 21C12 51;16 627 2S6 0 0
4 BH 421 ggf’)%l 21C(j)9 51;15 626 286 0 0
4 BJ 421 ggf”)%l 21CO9 51;15 626 2S6 0 0
H BL 429 ggi%l 21(2)0 51;13 622 2S5 0 0
H CB 426 g‘;gl 21(2)5 51;14 651)3 286 0 0
H Cb 426 ggZaSI 21(2)5 51;14 651)3 286 0 0
i) CF 25|l o s ear % 0 0
4 cH 421 ’ggg&;il 21009 51;I5 626 286 0 0
) 25|l i s ear 2 0 0
H CL 425 ggfl%l 21%0 5§3 6(22 285 0 0
4| DB 26| N ows s a1 2 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
4 bD 426 ggﬁlzl 21C(j)5 51;14 623 2S6 0 0
4 DF 426 TBEZ? 21CO5 51;14 623 2S6 0 0
H bH 426 TB‘(;ELZI 21(2)5 51;14 623 2S6 0 0
H b 426 ggﬁl?%l 21(2)5 51;14 651)3 286 0 0
H bL 429 ggi%l 21%0 51;13 651)2 2S5 0 0
4 ED 26| s ows s aas % 0 0
4 = 426 ’g(?)aflaSI 21005 51;14 623 286 0 0
H EH 428 ggg?l 21(312 51;16 627 286 0 0
H £ 426 ggiasl 21%5 51;14 6(23 286 0 0
4 EL 425 ggzz(i)l 21000 51;13 6(22 285 0 0
i D 421 ggg%l 21009 51;15 6(26 286 0 0
4 FE 420 ?;31381 21005 51;14 6(23 286 0 0
4 FH 426 rgggl 21CO5 51;14 6(23 286 0 0
4 k) 426 rggzlzl 21%5 51;14 6(23 286 0 0
4 L 429 ggﬁl 21000 51;13 6(22 285 0 0
4 GD 421 rgggzl 21(2)9 51;15 6(26 286 0 0
4 GF 428 gggil 21012 5§6 6(27 286 0 0
4 GH 428 gggil 21012 5?6 6(27 286 0 0
4 GJ 428 rgggall 21012 51;16 651)7 286 0 0
4 GL 429 1?:;51&01 21(5)0 51;13 651)2 285 0 0
4 HB 426 ggiasl 21(5)5 51;14 651)3 286 0 0

Continued on next page...
$roe



Page 31

Full wwPDB EM Validation Report

EMD-45801, 9CPB

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
4 HD 421 ggf”)%l 21%9 51;15 626 2S6 0 0
4 HE 428 TB‘(;ESI 21012 51;16 627 2S6 0 0
H HH 421 ggg?sl 21(2)9 51;15 626 2S6 0 0
H HJ 428 ggg?l 21012 51;16 651)7 286 0 0
H HL 429 ggi%l 21%0 51;13 651)2 285 0 0
4 1D 421 ’ggt;él 21C()9 51;5 651)6 286 0 0
4 ¥ 428 ?3):3?1 21ClQ 51;6 627 286 0 0
H IH 421 ?3)2?31 21%9 51;15 626 286 0 0
H 1 428 gggil 21(312 51;16 6(27 286 0 0
4 IL 426 ggg;l 21005 51;14 6(23 286 0 0
i IN 428 rgggil 21012 51;16 6(27 286 0 0
4 D 421 rggg%l 21009 51;15 6(26 286 0 0
4 ¥ 426 ggizl 21005 51;14 6(23 286 0 0
4 JH 426 ggzzl 21%5 51;14 6(23 286 0 0
4 1] 420 rgggl 21005 51;14 6(23 286 0 0
4 L 426 rggﬁl 21(2)5 51;14 6(23 286 0 0
4 KD 428 ggtfil 21012 5§6 6(27 286 0 0
4 KE 421 ggg%l 21(5)9 5§5 6(26 286 0 0
4 KH 429 rggz)’a&; 21(?16 51;17 651)9 286 0 0
4 KJ 426 ggflaSl 21(5)5 51;14 651)3 286 0 0
4 KL 429 gggaél 21016 51;17 651)9 286 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
4 KN 428 gggil 21012 51;16 627 2S6 0 0
4 LD 421 ggg%l 21CO9 51;15 626 2S6 0 0
H LF 428 TB‘(;ES?I 21Cl2 51;16 627 2S6 0 0
H LH 428 gggall 21012 51;16 651)7 286 0 0
H LJ 428 ggg?l 21(312 51;16 651)7 286 0 0
4| LL 26| s ows s aas % 0 0
4 LN 428 ’ggg?l 21012 51;16 627 286 0 0
H MD 426 ggg 21%5 51;14 623 286 0 0
H ME 428 ggg?l 21012 51;16 6(27 286 0 0
4 MH 428 ggg?l 21012 51;16 6(27 286 0 0
i MJ 426 ggzzl 21005 51;14 6(23 286 0 0
4 ML 420 ?;31381 21005 51;14 6(23 286 0 0
4 MN 426 rgggl 21CO5 51;14 6(23 286 0 0
4 NB 128 rgggéll 21(?12 51;16 6(27 286 0 0
4 ND 421 rgggzl 21009 51;15 6(26 286 0 0
4 NF 421 rgggzl 21(2)9 51;15 6(26 286 0 0
4 NH 428 gggil 21012 5§6 6(27 286 0 0
4 NJ 428 gggil 21012 5?6 6(27 286 0 0
4 NL 396 rg(itlaél 19(256 51?\}3 587 282 0 0
4 OB 429 gggzl 21(5)0 51;12 651)1 286 0 0
4 oD 424 ggt;l 20(5391 51;11 629 286 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
4 OF 429 ggg;l 21%0 51;12 621 2S6 0 0
4 OH 428 TB‘(;ESI 21012 51;16 627 2S6 0 0
H 0J 428 TB‘(;ES?I 21Cl2 51;16 627 2S6 0 0
H OL 424 gg;a?l 2(%1 51;11 6(?39 286 0 0
H PB 421 ggg?sl 21%9 51;15 651)6 286 0 0
4 PD 421 ’ggt;él 21C()9 51;5 651)6 286 0 0
4 PE 428 ?3):3?1 21ClQ 51;6 627 286 0 0
H PH 428 ?3)2211 21(312 51;16 627 286 0 0
H P 428 gggil 21(312 51;16 6(27 286 0 0
4 PL 425 ggzz(i)l 21000 51;13 6(22 285 0 0
i QB 428 rgggil 21012 51;16 6(27 286 0 0
4 Qb 421 rggg%l 21009 51;15 6(26 286 0 0
4 QF 428 rggg?ll 21012 51;16 6(27 286 0 0
4 QH 128 gg?ll 21012 51;16 6(27 286 0 0
4 QJ 428 rgg?ll 21012 51;16 6(27 286 0 0
4 QL 426 rggﬁl 21(2)5 51;14 6(23 286 0 0
4 RB 428 ggtfil 21012 5§6 6(27 286 0 0
4 RD 421 ggg%l 21(5)9 5§5 6(26 286 0 0
4 RE 428 rgggall 21(?12 51;16 651)7 286 0 0
4 RH 428 gggall 21012 51;16 651)7 286 0 0
4 RJ 428 gggall 21012 51;16 651)7 286 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
4 RL 426 ggﬁlzl 21C(j)5 51;14 623 2S6 0 0
4 SD 421 ggg%l 21CO9 51;15 626 2S6 0 0
H SF 428 TB‘(;ES?I 21Cl2 51;16 627 2S6 0 0
H SH 428 gggall 21012 51;16 651)7 286 0 0
H > 428 ggg?l 21(312 51;16 651)7 286 0 0
) 8L 26| s ows s aas % 0 0
4 1D 421 ’g(?)ag%l 21009 51;15 626 286 0 0
H T 428 ggg?l 21(312 51;16 627 286 0 0
H TH 428 ggg?l 21012 51;16 6(27 286 0 0
4 T 428 ggg?l 21012 51;16 6(27 286 0 0
i T 426 ggzzl 21005 51;14 6(23 286 0 0
4 ub 421 rggg%l 21009 51;15 6(26 286 0 0
4 UK 428 ggg?ll 21012 51;16 6(27 286 0 0
4 Ut 128 rgggéll 21(?12 51;16 6(27 286 0 0
4 Ul 428 rgggéll 21012 51;16 6(27 286 0 0
4 UL 426 gggl 21(2)5 51;14 6(23 286 0 0
4 VD 421 gggzl 21(2)9 51;I5 6(26 286 0 0
4 VE 421 gggzl 21(5)9 5?5 6(26 286 0 0
4 vH 428 rgggall 21012 51;16 651)7 286 0 0
4 v 428 rli;th‘all 21012 51;16 651)7 286 0 0
4 VL 426 ggiasl 21(5)5 51;14 651)3 286 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
4 WD 421 ggf’)%l 2 1%9 51;15 626 286 0 0
4 WE 426 ggﬁlzl 2 1CO5 51;14 623 2S6 0 0
H WH 426 ggZaSI 2 1(2)5 51;14 623 2S6 0 0
H WJ 426 ggZaSI 2 1(2)5 51;14 651)3 286 0 0
H WL 426 ggZaSI 2 1%5 51;14 651)3 2S6 0 0
I I S 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
42 AC 440 gzg;l 2 1C75 52]4 6?5 283 0 0
42 AR 440 gzg;l 2 1C75 52]4 6(5)5 283 0 0
42 AG 440 gzg?;l 2 1C75 515\514 6(5)5 283 0 0
42 Al 440 1?:?1;1 2 1C75 52]4 6(5)5 283 0 0
42 AK 440 rl?:Zg;l 2 1C75 5214 6(5)5 283 0 0
42 BC 440 rl?:Zg;l 2 1C75 524 6(5)5 283 0 0
42 BE 433 gggzl 2 1C51 51;I6 626 283 0 0
42 BG 440 igzgz;l 2 1C75 524 6(5)5 283 0 0
42 Bl 430 gg;il 2 1%8 51;13 6(20 283 0 0
12 BR 439 gzg%l 2 570 515\53 6(;4 283 0 0
42 cC 438 gzgil 2 1067 515\312 6(5)2 283 0 0
42 CE 438 gzgzl 2 1067 5212 6(5)2 283 0 0
12 ¢G 439 gzg%l 2 1C70 5213 6(534 283 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
42 = 439 gzg%l 21C70 512\313 6?4 283 0 0
42 CK 439 gzg%l 21070 52]3 6?4 283 0 0
42 CM 439 gzg%l 21C70 52]3 6(5)4 283 0 0
42 be 429 ggg%l 21(;;4 51;12 6(3)7 283 0 0
42 bE 430 rl?:g%l 21%7 51;13 6(3)9 283 0 0
2] DG B | o o s ai 23 0 0
42 bl 429 ’gggil 2IC?>3 5?2 6(??6 283 0 0
42 bK 430 rl?:g%l 21%)7 5§3 6(??9 283 0 0
42 bM 430 gg;zl 21%7 5§3 6(??9 283 0 0
12 EC 439 gzg%l 21070 515:13 6(5)4 283 0 0
12 EE 441 rnglzl 21080 515\515 6(5)8 283 0 0
12 EG 434 gzgzl 21057 51;18 6(26 283 0 0
12 kil 436 g?lgzl 21C58 520 6(28 282 0 0
12 EK 440 r-il’:zg;l 21C75 52]4 6(5)5 283 0 0
12 EM 428 gggzl 21C?>0 51;11 6(;4 283 0 0
12 FC 431 rgg%l 21(312 51;14 6(20 283 0 0
12 FE 429 gggzl 21018 5128 6(??1 282 0 0
42 FG 426 ggzzl 21023 516\;9 6(??2 282 0 0
42 F 421 rggza%l 21021 51;10 623 283 0 0
42 FK 424 132;&61 21(5)9 51(\516 6(2)9 282 0 0
42 FM 429 ggga; 21(5’)2 51;12 628 283 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
42 GC 440 gzg;l 21C75 512\314 6?5 283 0 0
42 GE 430 TB‘(;;?I 21%8 51;13 6(;7 283 0 0
42 GG 433 ggg 21(319 51;16 625 283 0 0
42 Gl 429 gggaSI 21(;;5 51;12 6(?35 283 0 0
42 GK 429 gggil 21%3 51;12 6(3)6 283 0 0
42 GM 439 ’gzg%l 21070 5?3 6(5)4 283 0 0
42 HC 421 ’g(?)ag%l 21026 5?0 6(??1 283 0 0
42 HE 430 gg;il 21%)8 51;13 620 283 0 0
42 HG 430 gg;?l 21%8 5§3 6(??7 283 0 0
12 Hl 430 gg;?l 21038 51;13 6(??7 283 0 0
2| HK B | o o s ol 23 0 0
12 HM 429 rgggzl 2lc32 51;12 6(??8 283 0 0
12 1c 429 gggzl 21C?>5 51;12 6(??5 283 0 0
12 e 132 gg;zl 2127 51;15 6(23 283 0 0
12 1G 440 rgzg;l 21075 515\3]4 6(5?5 283 0 0
12 11 432 rggg;l 21(316 51;I5 6(23 283 0 0
12 IK 440 gzg;l 21075 512\314 6(5)5 283 0 0
42 M 431 1?:;;&81 21(310 5§4 6(21 283 0 0
42 1€ 432 gggil 21(313 51;15 651)3 283 0 0
42 JE 430 rl32?21 21(?’)7 51;13 6(3)9 283 0 0
42 G 428 gggaél 21(5’)0 51;11 624 283 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
42 I 429 ggg?il 21%4 51;12 6(3)7 283 0 0
42 K 440 1?:2;1 21075 515\514 6?5 283 0 0
42 M 430 ggt;;l 21(?37 51;13 629 283 0 0
42 KC 432 gg;il 21(513 51;15 651)3 283 0 0
42 KE 431 ggg%l 2511 51;14 651)2 283 0 0
42 KRG 430 ’ggt%l 21036 51;3 6(3)8 283 0 0
2| K 25|t om0 sm e 23 0 0
42 KK 430 gg;zl 21%)7 51;13 6(??9 283 0 0
2 KM | gl o en o ¥ 0
12 Le 433 ggg;l 21049 51;16 6(25 283 0 0
12 LE 440 rgzg;l 21075 515\514 6(’5?5 283 0 0
12 LG 433 rggg?’)l 21C49 51;16 6(25 283 0 0
12 L 434 rggg;l 21051 51;17 6(26 283 0 0
12 LK 439 rgzgéll 21C53 51;18 6(27 283 0 0
12 LM 431 rgg%l 21040 51;14 6(21 283 0 0
12 Me 439 rgzgél 21070 515\3]3 6(5?4 283 0 0
12 ME 429 gggzl 21(334 51;12 6(??7 283 0 0
42 MG 430 EI’E%I 21(?37 51;3 6(??9 283 0 0
42 MI 431 ril’:gt7a91 21(312 51;14 651)0 2S3 0 0
42 MK 440 1312;37“1 21C75 513\;4 6(5)5 283 0 0
42 MM 431 gggaél 21(5’)8 51;14 651)2 282 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
42 NA 430 ggt;;l 21%6 51;13 621 282 0 0
42 NC 429 ggg;l 21?35 51;12 625 283 0 0
42 NE 430 TB‘gt;Ll 21(310 51;13 628 283 0 0
42 NG 432 ggg?;l 21(516 51;15 651)3 283 0 0
42 N 432 gg;l 2516 51;15 651)3 283 0 0
42 NK 430 ’g(??;{jll 21038 51;3 620 283 0 0
2 0A 25|t i sm e 2 0 0
42 0C 429 ggtﬁzl 21(;)4 51;12 6(??7 283 0 0
42 OF 433 gggél 21C51 51;16 6(26 283 0 0
2] 06 85| g0 ous w6 ou 23 0 0
12 O 432 ggg;l 21046 51;15 6(433 283 0 0
12 OK 431 gg;%l 21041 51;14 6(22 283 0 0
12 PA 368 gg%l 18020 4217 525 QSO 0 0
12 PC 132 ggté%l 2124 51;15 6(24 283 0 0
12 PE 431 gg;%l 21043 51;14 6(20 283 0 0
12 PG 430 gg?ll 21(?38 51;13 6(3?7 283 0 0
12 Pl 421 ggflzl 21023 51;10 6(??4 282 0 0
42 PK 430 rgg;il 21(;)8 51;3 6(??7 283 0 0
42 Qe 430 rgg%l 21(?%7 51;13 629 2S3 0 0
42 QF 430 ggt?zl 21(?’)7 51;13 6(3)9 283 0 0
42 QG 431 g‘g;aol 21(311 51;14 651)2 283 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
42 Ql 429 1?23?61 21%4 51;12 6(3)7 283 0 0
42 QK 431 gg;%l 21C41 51;14 622 283 0 0
42 RC 432 ggg;l 21(316 51;15 623 283 0 0
42 RE 428 gggzl 21(;30 51;11 6(?34 283 0 0
42 RG 430 gg%l 21%7 51;13 6(3)9 283 0 0
2 K B | o o s ai 23 ¥ ¥
42 | RK B | o o s ai 23 0 0
42 SC 430 gg;zl 21%)7 51;13 6(??9 283 0 0
42 St 431 gg;?l 21(512 51;14 6(22 283 0 0
2] 86 B | o o s ai 23 0 0
12 ol 421 gggzl 21029 51(\519 6(??7 283 0 0
12 SK 132 ggg;l 21C46 51;15 6(23 283 0 0
42 SM 431 gg;zl 2 1C40 51;14 6(21 283 0 0
12 TC 430 gg;?l 21(2%8 51;13 6(??7 283 0 0
12 T 432 rggg?%l 21047 51;15 6(23 283 0 0
12 TG 430 rgg?ll 21(338 51;13 6(3?7 283 0 0
12 T 430 rggt??l 21(338 51;13 6(??7 283 0 0
42 TR 432 ”l?:gg;l 21(316 51;5 6(23 283 0 0
42 ™M 430 rgg%l 21(?%7 51;13 629 2S3 0 0
42 ve 433 1?:;;31 21(319 51;16 651)5 283 0 0
42 Uk 432 gggaél 21(517 51;15 651)3 283 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
42 va 433 ggft)zl 21le9 51;16 625 283 0 0
42 Ul 433 ggft)zl 21%19 51;16 625 283 0 0
42 Uk 433 ggg?l 21(318 51;16 624 283 0 0
42 UM 431 1313?81 2510 51;14 651)1 283 0 0
42 Ve 440 igzgé;l 21C75 52]4 6(5)5 283 0 0
2 VE B0 s 5 o s ; 0
12 va 440 ’gzga?l 21C75 524 6(5)5 283 ¥ 0
12 Vi 433 ggg 21(219 51;16 625 283 ¥ 0
12 VK 440 gzt;zl 21(?75 515\§I4 6(535 283 0 0
12 VM 430 ggt%l 21037 51;13 6(??9 283 0 0
12 we 440 gzg;l 21075 515\514 6(;5 283 0 0
12 WE 131 gg;%l 21041 51;14 6(22 283 0 0
12 wa 439 gzg%l 21C70 5213 6(534 283 0 0
12 Wi 131 gg;%l 2121 51;14 651)2 283 0 0
12 WK 438 gzgzl 21067 515\3]2 6(5?2 283 0 0
12 WM 131 rgg;&g 21(310 51;14 6(21 283 0 0

e Molecule 43 is GUANOSINE-5’-DIPHOSPHATE (three-letter code: GDP) (formula:
C10H15N501:P3) (labeled as "Ligand of Interest" by depositor).
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GDP
o
e
une \
Jdo L 0o
HZN.,,.— -\:::.N e \ .
ey (OH
F oo
\
o=
HO P o
“Ho
OH,
Mol | Chain | Residues Atoms AltConf
Total C N O P
43 AB 1 28 10 5 11 2 0
Total C N O P
43 AD 1 28 10 5 11 2 0
Total C N O P
43 AR 1 28 10 5 11 2 0
Total C N O P
43 Al 1 28 10 5 11 2 0
Total C N O P
43 AJ 1 28 10 5 11 2 0
Total C N O P
43 AL 1 28 10 5 11 2 0
Total C N O P
43 BB 1 28 10 5 11 2 0
Total C N O P
43 BD 1 28 10 5 11 2 0
Total C N O P
43 B 1 28 10 5 11 2 0
Total C N O P
43 BH 1 28 10 5 11 2 0
Total C N O P
43 BJ 1 28 10 5 11 2 0
Total C N O P
43 BL 1 28 10 5 11 2 0
Total C N O P
43 ¢B 1 28 10 5 11 2 0
Total C N O P
43 “b 1 28 10 5 11 2 0

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

Mol | Chain | Residues Atoms AltConf
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
wlw | 1 B O O]
AN
43 | KG 1 ol b2 B ) 0
43 | KJ 1 Tg;al 1% E ﬁg 0
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
IR
43 | NJ 1 Tg;al 1% 1; ﬁg 0
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o | 1 oy oT
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf
43 | VD 1 ol b2 B0 0
43 | VF 1 Tg;al 1% 1; 8 g 0
AL
43| VI 1 ol b2 B0 0
el | 1 T oroT
w1 Yo
w w1 Yo
o | 1 Yo
| Yo
w w1 Yo
o | e o

e Molecule 44 is MAGNESIUM ION (three-letter code: MG) (formula: Mg) (labeled as "Lig-
and of Interest" by depositor).

Mol | Chain | Residues Atoms AltConf

44 | AB 1 Total - Mg 0
1 1

44 | AE 1 Toltal N{g 0

44 | AG 1 Toltal N{g 0

m Al 1 Total Mg 0
1 1

44 | AK 1 Toltal N{g 0

m BC 1 Total Mg 0
1 1

m BE 1 Total Mg 0
1 1

44 | BG@ 1 Toltal N{g 0

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

Mol | Chain | Residues Atoms AltConf

m BI 1 Total Mg 0
1 1

m BK 1 Total Mg 0
1 1

m cC 1 Total Mg 0
1 1

m CE 1 Total Mg 0
1 1

m o1 1 Total Mg 0
1 1

m CK 1 Total Mg 0
1 1

4 | oM 1 Toltal N{g 0

44 | DM 1 Toltal N{g 0

m EK 1 Total Mg 0
1 1

m FC 1 Total Mg 0
1 1

m FD 1 Total Mg 0
1 1

m FG 1 Total Mg 0
1 1

m FI 1 Total Mg 0
1 1

m FK 1 Total Mg 0
1 1

m FL 1 Total Mg 0
1 1

m ae 1 Total Mg 0
1 1

m GE 1 Total Mg 0
1 1

14 | cc | Toltal hgg 0

44 | a1 1 Total - Mg 0
1 1

44 | CK 1 Tolta“l l\gg 0

44 | oM 1 Tolta‘l l\gg 0

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

Mol | Chain | Residues Atoms AltConf

m HC 1 Total Mg 0
1 1

m HE 1 Total Mg 0
1 1

4 | HG | Toltal N{g 0

m I 1 Total Mg 0
1 1

44 | HK 1 Toltal hgg 0

44 | HM 1 Toltal N{g 0

m Ic 1 Total Mg 0
1 1

m B 1 Total Mg 0
1 1

m e 1 Total Mg 0
1 1

m K 1 Total Mg 0
1 1

m I 1 Total Mg 0
1 1

m jC 1 Total Mg 0
1 1

m B 1 Total Mg 0
1 1

m e 1 Total Mg 0
1 1

m IT 1 Total Mg 0
1 1

m K 1 Total Mg 0
1 1

m M 1 Total Mg 0
1 1

m KC 1 Total Mg 0
1 1

m KE 1 Total Mg 0
1 1

44 | KG 1 Tolta“l l\gg 0

44 | KI 1 Toltal l\gg 0

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

Mol | Chain | Residues Atoms AltConf

M| KK | Toltal N{g 0

44 | KM 1 Toltal N{g 0

m LC 1 Total Mg 0
11

m LD 1 Total Mg 0
11

M | LG | Total -~ Mg 0
11

44 | LI 1 Total - Me 0
11

44 | 1K 1 Total - Mg 0
11

44 | LM 1 Total - Mg 0
11

44 | MC 1 Toltal N{g 0

m ME 1 Total Mg 0
11

44 | MH 1 Toltal N{g 0

44 | MK 1 Toltal N{g 0

44 | MM 1 Toltal N{g 0

m NA 1 Total Mg 0
11

44 | NB 1 Total Mg 0
11

44 | NE 1 Total Mg 0
11

44 | NG 1 Total - Mg 0
11

44 | NI 1 Total Mg 0
11

44 | NK 1 Total - Mg 0
11

44 | OA 1 Total - Mg 0
11

4 | oc 1 Toltal hgg 0

Continued on next page...



Page 52

Full wwPDB EM Validation Report

EMD-45801, 9CPB

Continued from previous page...

Mol | Chain | Residues Atoms AltConf

m OF 1 Total Mg 0
1 1

m Ol 1 Total Mg 0
1 1

44 | OK 1 Toltal N{g 0

m PC 1 Total Mg 0
1 1

m PE 1 Total Mg 0
1 1

m PG 1 Total Mg 0
1 1

m PI 1 Total Mg 0
1 1

m 5C 1 Total Mg 0
1 1

m sD 1 Total Mg 0
1 1

m SF 1 Total Mg 0
1 1

m SH 1 Total Mg 0
1 1

m 3] 1 Total Mg 0
1 1

m TC 1 Total Mg 0
1 1

m ™D 1 Total Mg 0
1 1

m TF 1 Total Mg 0
1 1

m TI 1 Total Mg 0
1 1

m TK 1 Total Mg 0
1 1

m TL 1 Total Mg 0
1 1

m UE 1 Total Mg 0
1 1

44 | UG 1 Tolta“l l\gg 0

44 | Ul 1 Toltal l\gg 0

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

Mol | Chain | Residues Atoms AltConf

4| UK | Toltal N{g 0

44 | UM 1 Toltal N{g 0

M | Ve | Toltal N{g 0

44 | VE 1 Total -~ Mg 0
1 1

4 | va | Toltal hﬁg 0

44 | VI 1 Total - Me 0
1 1

m V] 1 Total Mg 0
1 1

44 | VM 1 Toltal N{g 0

4 | WC 1 Toltal N{g 0

44 | WD 1 Toltal N{g 0

44 | WG 1 Toltal N{g 0

44 | WI 1 Total - Mg 0
1 1

44 | WK 1 Toltal N{g 0

4 | WM 1 Toltal N{g 0

e Molecule 45 is GUANOSINE-5-TRIPHOSPHATE (three-letter code: GTP) (formula:

C10H16N5014P3) (labeled as "Ligand of Interest" by depositor).
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GTP
.mN--:""“' - o
kL
o
i oH,
&
Mol | Chain | Residues Atoms AltConf
15 | AC 1 Tg;al 1% g 81 E 0
Wl | o ooy
Wl o oyor
W m | o meoror
Wl | o | mEoroT
45 | BC 1 Tgt;‘l 1% 1; 1(1 1; 0
wlm | o meoror
45 | BG 1 Tgt;‘“l 100 1; 1(1 1; 0
IR
15 | BK 1 ngal 1% 1; 1(21 1; 0
45 | CC | Tg;al 100 1; 81 1; 0
45 | CE 1 Tg;al 100 E 1(1 g 0
15 | ca | Tg;al 1% g 104 5 0
45 | Cr 1 Tg;al 1% 1§ 1(31 g 0

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

Mol | Chain | Residues Atoms AltConf
45 | CK 1 Tg;al 1% g ﬁ 5 0
45 | oM 1 Tg;al 1% 1; 12 g 0
45 | DC | T‘;g‘“ 1% E 1(31 5 0
45 | DE 1 Tg;al 1% E 1(31 5 0
45 | DG | Tg;al 1% E 81 5 0
o [ 4 oV er
wloc| 4 (e CVOer
Wl 4 (e CvOoT
45 | EC 1 Tg;al 1% 1; 81 g 0
wlm | o+ [ over
45 | EG 1 Tgtzal 1% 1;1 104 5 0
alm | oV er
wlm | o [ over
wlm | o (oY Or
45 | FC 1 ngal 1% 1; 1?1 1; 0
wlw | 1 [V o
ww | 1 [V or
wlw | 4 [yt
wm | o [V orT
wlw | 4 oot
45 | GC 1 ngal 100 1; 81 g 0

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

Mol | Chain | Residues Atoms AltConf
45 | GE 1 Tg;al 1% 1; 1(1 5 0
45 | GF 1 Tg;al 1% 1; 12 g 0
45 | ar | T‘;g‘“ 1% E 1(31 5 0
45 | aK | Tg;al 1% E 1(31 5 0
45 | GM | Tg;al 1% E 81 5 0
45 | HC 1 Tg;al 1% 1; 81 5 0
wlm | 4 W Cvor
45 | HG 1 Tgtzal 1% 1; 81 Pg) 0
wlm | o [mECvOer
wlmc | 4 [mWCVOT
wlmi| 4 [mECYOr
45 | IC 1 Tgtzal 1% 1;1 81 5 0
alm | oVt
45 | 10 1 Tg;al 1% 1; 81 E 0
w0 oo
I
I
45 | JC 1 Tgt;‘l 1% 1; 1(1 1; 0
wlm | 4 [meovor
45 | JG 1 Tgt;‘“l 100 1; 1(1 1; 0
IR

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

Mol | Chain | Residues Atoms AltConf
45 | JK 1 Tg;al 1% g ﬁ 5 0
45 | IM 1 Tg;al 1% 1; 12 g 0
45 | KC | T‘;g‘“ 1% E 1(31 5 0
45 | KE 1 Tg;al 1% E 1(31 5 0
15 | KG | Tg;al 1% E 81 5 0
alw | oV er
w4 [ CVeT
wlm| 4 e CYOeT
45 | LC 1 Tg;al 1% 1; 81 g 0
wlw ] o+ [ over
wlw | [ over
el o oY er
wlu| o oV er
| o [mEover
45 | MC 1 ngal 1% 1; 1?1 1; 0
6w | 1 [TV o
45 | M@ 1 T‘;gal 1% 1; 81 1; 0
Wl | 4 [yt
6w | 1 [TV oTT
ol | 4 [T oT
IR

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

Mol | Chain | Residues Atoms AltConf
45 | NC 1 Tg;al 1% g ﬁ 5 0
45 | NE 1 Tg;al 1% 1; 12 g 0
45 | NG | T‘;g‘“ 1% E 1(31 5 0
45 | NI 1 Tg;al 1% E 1(31 5 0
45 | NK 1 Tg;al 1% g 81 5 0
wlon | 1 OO
45 | oC 1 Tg;al 1% 1; 31 g 0
wloe | 1 [TwONOTT
45 | oc 1 Tg;al 1% 1; 81 g 0
wlo | 1 OO
Wl | o Moo
wlw | o oV er
45 | PC 1 ngal 1% 1; 81 5 0
w2 oY Or
45 | PG 1 ngal 1% 1; 1?1 1; 0
I
IR
Wl | 1 oy or
wlae | 1 [ CoY O
wle | 1 oY or
w1 [Tt

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

Mol | Chain | Residues Atoms AltConf
6l 1 [WONTT
45 | RC 1 Tg;al 1% 1; 1(31 5 0
45 | RE 1 Tg;al 1% g 12 g 0
45 | RG | Tg;al 1% E 1(31 5 0
45 | RI 1 Tg;al 1% g 81 5 0
wlw | o OO
45 | sc 1 Tg;al 1% 1; 31 g 0
wlw [ o oo
45 | sG 1 Tg;al 1% 1; 81 g 0
wls [ 1 oo
ww [ 1 o NOTT
Wl | o OO
45 | TC 1 ngal 1% 1; 81 5 0
alm ] o [ over
45 | TG 1 ngal 1% 1; 1?1 1; 0
wlm | o [moyory
wm | o [moyory
W] o [moyory
45 | UC 1 Tgt;‘l 1C0 1; ﬁ 1; 0
6w 1 [movor
15| UG | ngal 100 1; 81 1; 0

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

Mol | Chain | Residues Atoms AltConf
45 | U 1 Tg;al 1% g ﬁ 5 0
45 | UK 1 Tg;al 1% 1; 104 g 0
45 | UM 1 Tg;al 1% g 12 g 0
45 | Ve | Tg;al 1% E 81 5 0
45 | VE 1 Tg;al 1% g 81 5 0
15 | va | Tg;al 1% 1; 81 5 0
45 | VI 1 Tg;al 1% 1; 81 g 0
45 | VK 1 Tgtzal 1% 1; 81 Pg) 0
wlw | o oo
45 | wcC 1 Tg;al 1% 1;1 104 g 0
wlwe | 1 OO
45 | WG 1 Tgtzal 1% 1;1 81 5 0
wlw | o oo
ww | 1 [moNOTT
wlw| o [wmeyory
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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 4
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https://www.wwpdb.org/validation/2017/EMValidationReportHelp#residue_plots
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e Molecule 2: Coiled-coil domain containing 114
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e Molecule 21: Enkurin, TRPC channel interacting protein
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e Molecule 21: Enkurin, TRPC channel interacting protein
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e Molecule 21: Enkurin, TRPC channel interacting protein
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e Molecule 21: Enkurin, TRPC channel interacting protein
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e Molecule 22: Protein FAM166B
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e Molecule 22: Protein FAM166B
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e Molecule 22: Protein FAM166B
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