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1 Overall quality at a glance (i)

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

The reported resolution of this entry is 4.10 A.

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 B
Sidechain outliers I ( 0.4%
Worse Better

0 Percentile relative to all structures

1 Percentile relative to all EM structures

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

The table below summarises the geometric issues observed across the polymeric chains and their fit
to the map. The red, orange, yellow and green segments of the bar indicate the fraction of residues
that contain outliers for >=3, 2, 1 and 0 types of geometric quality criteria respectively. A grey
segment represents the fraction of residues that are not modelled. The numeric value for each
fraction is indicated below the corresponding segment, with a dot representing fractions <=5%
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
3%
1 0A 236 — 53% 11% 36%
3%
1 1A 236 — 58% 6% 36%
9%
1 2A 236 r— 56% 8% 36%
1%
1 3A 236 — 56% 8% 36%
5%
2 0B 329 - 89% 8% o
8%
3 0C 156 r— 54% 7% 39%
8%
3 1C 156 r— 53% 8% 39%
33%
T —— —
4 0D 225 76% 13% 10%
23%
T —— —
4 1D 225 79% 11% 10%

Continued on next page...
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Mol | Chain | Length Quality of chain
73%
I — ——
4 2D 225 79% 11% 10%
2%
— n
5 OE 191 96% .
38%
T — n
5 1E 191 96% .
28%
T —— n
5 2E 191 95% .
64%
—————— n
5 3E 191 96%
7%
6 OF 219 84% 9% 6%
23%
T — —
7 0G 183 78% 14% 8%
7%
7 1G 183 r— 64% 9% . 26%
16%
| S——.
8 0H 447 26% . 73%
7%
| —
8 1H 447 89% 6% 5%
8%
9 ON 492 | = S5 rE
5%
9 IN 492 | == L7 ——
1%
9 2N 492 | 5 e
8%
10 0Q 195 93% 5%
5%
10 1Q 195 — 89% 7% 5%
5%
10 2Q 195 — 93% 5%
5%
10 | 3Q 195 | == 555 ™
7%
10 4Q 195 — 93% 5%
7%
10 5Q 195 — 57% 38% 5%
13%
10 6Q 195 — 57% 38% 5%
79%
11 0S 319 86% 0%
6%
11 1S 319 85% 5% 10%
7%
11 25 319 87% T
11 3S 319 - 86% 5% 10%
75%
T — —
12 0T 298 86% L 12%

Continued on next page...
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Mol | Chain | Length Quality of chain
5%
12 1T 298 92% ==
5%
12 2T 298 91% ==
7%
12 | 3T 28 | E —
14%
13 | oU 656 | T me——
6%
13 | 1U 656 | T re—
5%
13 | 2u 656 | T 17 re—
14%
13 | 3U 656 | 17 ——
75%
I
14 ov 269 74% 21%
24%
e -
14 1V 269 88% 10%
24%
e -
14 2V 269 88% 9%
29%
. -
14 3V 269 92% 6% -
11%
15 0X 142 | — 6% EA
15 1X 142 | ® = o
15 | 2X 142 | " — o% o
13%
15 3X 142 94% W
10%
15 | 4X 142 | " o :
12%
16 1B qo8 | 5o
9%
16 2B 498 r— 58% 41%
12%
16 3B 498 — 58% 41%
12%
17 1F 173 — 66% 12% 21%
5%
18 11 263 — 63% 9% 29%
16%
19 1J 422 — 76% 12% 12%
8%
20 1K 4Ry | TS —— e
22%
——
20 2K 489 54% 41%
20%
I —
21 1L 940 82% 5% 13%
Continued on next page...
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Mol | Chain | Length Quality of chain
2%
21 2L 940 61% . 34%
5%
21 3L 940 21% . 79%
5%
22 | 1M 372 | 5o, :
22 | oM 312 | ™ 57 :
28%
e
23 10 494 42% 6% 51%
38%
—
23 20 494 67% 8% 25%
32%
T —
23 30 494 53% . 44%
32%
e
24 1P 507 65% 5% 30%
15%
24 2P 507 _35% . 63%
9%
25 1R 516 | T 72 -
8%
25 2R 516 r— 93% 6% o
7%
25 3R 516 | 5o —
10%
26 1W 280 — 74% 6% 20%
8%
26 2W 280 —_— 5% 59%
26%
T —
27 2C 300 95% 5%
7%
27 | 3C 300 |F 5o
7%
27 | 4C 300 |Fr 57
10%
28 2F 96 r— 80% 0% 9%
7%
29 2G 99 — 95% 5%
5%
_ -
30 2H 229 21% 5% 73%
6%
_
30 3H 229 21% 6% 73%
5%
30 4H 229 - 24% . 73%
2%
31 21 293 — 35% 13% 52%
31 31 293 . 22% 8% 70%
58%
e —
32 3D 237 100%

Continued on next page...
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Mol | Chain | Length Quality of chain
3%
33 4F 276 — 66% 7% 28%
9%
34 | 4R 613 |F T T
7%
34 | 5R 613 |T s 3% :
30%
34 6R 613 71% 28% .
30%
34 R 613 70% 29% N
8%
35 4S 249 r— 40% 24%
8%
35 5S 249 r— 45% 24%
30%
T — —
36 5A 175 60% 29% L 10%
2%
36 5B 175 | S5, 1% —
2%
36 5C 175 — 58% 32% 0%
25%
e —
36 5D 175 46% 18% 35%
75%
]
37 5E 247 45% 24%
36%
e —
37 oF 247 50% 35% 15%
32%
‘ .|
37 5G 247 53% 31% 5%
28%
N
37 5H 247 33% 26% 41%
75%
T —————————
38 51 168 61% 39%
2%
T ——————————
38 5J 168 64% 35%
40%
T —
38 5K 168 48% 52%
6%
39 6F 145 57% 34% T/
16%
e
40 6G 364 31% 28% 41%
7%
h
41 6H 518 20% 11% 68%
20%
I
42 8L 507 75% 24%
23%
I
42 8N 507 71% 29%
7%
43 8P 529 r—— 68% 31%
26%
44 8R 361 94% 6%

G |
o (=]

3
m
k4
I
>
1
>
w
=
z
=

Continued on next page...
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Mol | Chain | Length Quality of chain
5%
45 AA 449 68% 20% =
45 AC 449 - 61% 36% .
45 AE 449 - 67% 31% "
45 AG 449 - 69% 29% "
45 Al 449 | ™ — 5o -
45 | AK 449 | o S5 -
45 | AM 449 | ® 0 So% -
24%
45 BA 449 64% 32% -
5%
45 | BC 449 | = oo T -
45 | BE 449 | ™ " T -
45 | BG 449 | ™= — o -
45 BI 449 | ™ — = -
45 BK 449 - 64% 32% -
8%
45 | BM 449 | T — — —
67%
] -
45 CA 449 67% 31% .
8%
45 CC 449 — 63% 35% =
45 | CE 449 | ™ Toe T -
45 | CG 449 | ® o5 v -
45 CI 449 | ™ wo, So -
45 | CK 449 | ™ T3 307 -
71%
45 CM 449 69% 28% =
34%
1 ——
45 DA 449 74% 22% .
7%
45 DC 449 59% 38% =
45 | DE 449 | ™= — T —
5%
45 DG 449 65% 32% =

Continued on next page...
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Mol | Chain | Length Quality of chain
45 DI 449 | ™= =7 T -
45 DK 449 - 65% 32% =
22%
45 DM 449 62% 34% =
58%
L aass—
45 EA 449 79% 19% .
7%

45 EC 449 59% 38% =
5%

45 | EE 449 | == T 4% -
5%

45 | EG 449 | =T 7 32% -
5%

45 EI 449 | = o7 So% =
5%

45 | EK 449 | = oo Son -

26%
45 EM 449 61% 36% .
8%

45 FA 449 65% 30% =

45 FC 449 - 68% 28% -

45 FE 449 - 70% 26% =
5%

45 FG 449 — 72% 26% .

45 FI 449 - 68% 28% =

2%
45 | FK 449 | 7 33% -
56%
e
45 FM 449 75% 21% .
21%

45 GA 449 61% 34% =

45 GC 449 - 70% 26% -

45 GE 449 - 64% 32% -
5%

45 GG 449 — 68% 28% =

45 GI 449 | T L -

45 GK 449 - 65% 33% .

96%
45 GM 449 75% 20%
9%
45 HA 449 67% 28% =

Continued on next page...
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Mol | Chain | Length Quality of chain
45 HC 449 - 67% 29% =
45 | HE 449 | ™ — e —
5%
45 HG 449 - 71% 25% =
45 HI 449 - 67% 29% =
45 | HK 449 | ™ o T -
89%

T — —

45 HM 449 72% 24% .
10%
45 A 449 | T o -
45 IC 449 | ® 7 T -
45 1IE 449 - 64% 32% -
5%
45 IG 449 | == 7 o -
45 1T 449 | ™ T T -
45 K 449 | ™ 77 = -
31%

T ———— —
45 IM 449 60% 36% .
45 JA 449 - 65% 31% -
45 JC 449 - 67% 30% =
45 JE 449 - 71% 27% "
45 JG 449 = 65% 33% =
45 J1 449 | ™ o7 % -
45 JK 449 | 75 v -

59%

1y —
45 JM 449 65% 31%
45 KA 449 = 64% 32% =
45 KC 449 = 68% 28% -
45 | KE 449 | ® T3 T -
45 KG 449 = 67% 31% .
45 KI 449 | ® — — -

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

Mol | Chain | Length Quality of chain
45 KK 449 i 65% 32% B
5| KM | gy | — e 32% -
45 LA 449 - 70% 28% B
5| e | wo |™ = —
45 LE 449 - 72% 25% B
45 LG 449 - 71% 27% B
45 LI 449 - 66% 31% -
45 LK 449 - 68% 30% B
45 LM 449 - 67% 30% B
45 MA 449 = 66% 31% -
45 MC 449 n 64% 32% -
45 ME 449 - 68% 28% -
45 MG 449 = 67% 30% -
45 MI 449 = 71% 27% B
45 MK 449 = 68% 29% o
45 MM 449 == 69% 28% o
45 NA 449 — 57% 40% B
45 NC 449 = 64% 32% -
45 NE 449 = 68% 30% B
45 NG 449 = 62% 34% -
45 NI 449 = 64% 33% B
45 NK 449 = 61% 35% -
2% -
45 NM 449 63% 35% .
45 | OA gy | —— a2 -
45 oC 449 - 61% 35% -

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

45 OE 449 = 62% 34% -
45 oG 449 - 64% 33% -
45 Ol 449 = 65% 31% -
45 | Ok | w9 |™ GH = —
45 OM 449 - 68% 29% -
45 PA 449 - 56% 39% -
45 PC 449 = 62% 34% -
45 PE 449 = 60% 35% -
45 PG 449 = 59% 37% -
45 PI 449 - 65% 31% -
45 PK 449 = 64% 31% -
45 PM 449 = 667% 28% -
45 QA 449 66°/702 - 29% -
45 QC 449 —_— 60% 36% -
45 QE 449 - 61% 34% -
45 QG 449 = 55% 41% -
45 QI 449 = 61% 35% -
45 QK 449 = 61% 35% -
45 QM 449 66%73 - 29% -
45 RA 449 72% - 24% -
45 RC 449 — 60% 35% -
45 RE 449 = 61% 35% -
45 RG 449 = 62% 34% -
45 RI 449 = 66% 30% -
45 RK 449 == 63% 32% -

Continued on next page...
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Mol | Chain | Length Quality of chain
57%
45 RM 449 66% 29% =
55%
45 SA 449 77% 19%
1%
45 SC 449 — 59% 37% =
7%
45 SE 449 — 60% 35% =
5%
45 SG 449 — 60% 36% =
8%
45 SI 449 | T 5 32% -
5%
45 | SK 449 | =T so 38% -
50%
45 SM 449 65% 30% -
96%
45 TA 449 73% 22% -
7%
45 TC 449 r— 56% 39% =
5%
45 | TE 449 | T 317 5% -
10%
45 TG 449 r— 63% 33% -
10%
45 TI 449 — 67% 29% -
5%
45 | TK 449 | T 7 = -
36%
45 ™ 449 59% 37% =
9%
45 UA 449 76% 19% =
6%
45 ucC 449 — 58% 38% -
8%
45 | UE 449 | oo 34% -
10%
45 UG 449 r— 67% 29% -
2%
45 Ul T I 3L o -
10%
45 | UK 449 | 7 2% -
20%
I f—
45 UM 449 58% 37% .
7%
45 VA 449 — 56% 40% -
7%
45 | VO 449 | T T i -
45 VE 449 - 61% 36% -

Continued on next page...
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Mol | Chain | Length Quality of chain
5%
45 VG 449 59% 38% =
5%
45 VI 449 | = — — —
7%
45 VK 449 — 59% 38% "
96%
45 VM 449 76% 20%
5%
45 WA 449 - 61% 35% =
5%
45 WC 449 - 61% 36% =
45 | WE 449 | ® 7 5 -
5%
45 WG 449 - 63% 34% .
45 | WI 449 | ™ T3 So% -
%
45 | WK 449 | = 307 L -
70%
45 WM 449 71% 25% -
3%
46 AB 443 64% 33% =
46 AD 443 = 64% 33% =
46 AF 443 - 64% 33% e
46 AH 443 = 65% 32% =
46 Al 443 - 71% 26% -~
46 | AL 443 | ® o e -
46 | AN 443 | ™ o5 v -
89%
T — f—
46 BB 443 72% 25% .
7%
46 | BD 443 | oo o -
5%
46 | BF 443 | = =7 YT -
5%
46 | BH 443 | = 32 T -
46 BJ 443 | ™= T o -
5%
46 BL 443 - 62% 35% =
6%
46 | BN 443 | = — — —

Continued on next page...




Page 14

Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Length Quality of chain
3%
46 CB 443 — 57% 40% e
5%
46 CD 443 - 66% 31% =
5%
46 CF 443 — 61% 35% e
46 CH 443 - 64% 33% o
46 CJ 443 - 65% 32% o
8%
46 | CL 443 | L7 36% -
96%
46 CN 443 70% 27% =
37%
46 DB 443 62% 35% =
46 | DD 443 | ™= 7 Y -
46 DF 443 - 71% 26% =
46 | DH 443 | ™ 7 3T -
5%
46 | DJ 443 | = 5 T -
7%
46 DL 443 — 57% 40% =
9%
46 DN 443 77% 20% e
68%
46 EB 443 61% 35% o
5%
46 | ED 443 | = 7 33% -
5%
46 | EF 443 | == To v -
7%
46 | EH 443 | oo 5% -
5%
46 EJ 443 | == 7 o -
9%
46 | EL 443 | 27 40% -
93%
46 EN 443 67% 30% e
80%
46 FB 443 67% 30% =
5%
46 FD 443 63% 34% =
46 FF 443 - 63% 34% =
46 FH 443 - 64% 33% =

Continued on next page...
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Mol | Chain | Length Quality of chain
46 FJ 443 o 67% 30% =
46 FL 443 . 64% 33% e
77%
46 FN 443 66% 31% =
90%

46 GB 443 71% 26% =
6%

46 GD 443 — 62% 35% =
5%

46 | GF 443 | = T30 T -

46 | GH 443 | = — = -

46 GJ 443 - 69% 28% =

46 CL 443 | = — — -

41%
46 GN 443 63% 34% =
83%

46 HB 443 68% 29% =

46 | HD 443 | ™ — 34% —

46 | HF 143 | = — 30% —

46 HH 443 - 65% 32% e

46 HJ 443 = 67% 30% =
6%

46 | HL 443 | = — o -

17%
46 | HN gy | T — — — -
67%

E— —

46 1B 443 66% 31% .

46 D 143 | = — — -

46 IF 143 | ™ — 24% -

46 IH 143 | ® — 34% -

46 1J 143 | ™ — 31% -

46 IL 443 | ™ — 34% —
5%

46 IN 443 | == — — -
6%

46 JB 443 - 64% 33% =

Continued on next page...
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Mol | Chain | Length Quality of chain
46 JD 443 - 73% 24%
6 | JF | wms | = =
46 JH 443 = 68% 29%
46 JJ 443 - 67% 30%
46 JL 443 n 66% 31%
46 JN 443 = 61% 36%

5%

46 KB 443 66% 31%
46 KD 443 k 67% 29%
46 KF 443 i 67% 30%
46 KH 443 i 72% 25%
46 KJ 443 n 68% 29%
46 KL 443 67% 30%
46 KN 443 = 65% 32%
46 LB 443 - 65% 32%
46 LD 443 = 70% 27%
46 LF 443 n 71% 26%
46 LH 443 b 68% 29%
46 LJ 443 - 69% 28%
46 LL 443 i 66% 31%
46 LN 443 = 70% 27%
46 MB 443 = 65% 32%
46 MD 443 A 67% 29%
46 MF 443 n 70% 27%
46 MH 443 n 70% 27%
46 | M1 | w3 | = =

Continued on next page...
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Mol | Chain | Length Quality of chain
46 ML 443 = 72% 25% b
46 | MN 443 | " o T -
30%
46 NB 443 58% 37% 5%
8%
[— p—
46 ND 443 61% 36% .
46 NF 443 - 67% 28% 5%
7%
[— p—
46 NH 443 63% 34% .
46 NJ 443 % 64% 32% 5%
6%
[— p—
46 NL 443 62% 35% .
8%
46 | NN 443 | T 31% -
67%
I -
46 OB 443 60% 37% .
46 OD 443 = 61% 36% =
5%
I —
46 OF 443 64% 32% .
5%
I -
46 OH 443 67% 30% .
46 0OJ 443 = 64% 33% e
5%
f— p—
46 OL 443 68% 29% .
9%
[— p—
46 ON 443 62% 35% .
e — p—
46 PB 443 71% 26% .
5%
I — p—
46 PD 443 56% 41% .
46 PF 443 ~ 64% 33% =
8%
46 | PH 443 | oo 35% -
46 PJ 443 = 63% 34% e
%
46 | PL 443 — To 7% -
2%
I —
46 PN 443 56% 40% .
21%
— —
46 QB 443 56% 41% :
9%
46 QD 443 r— 65% 32% -

Continued on next page...
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Mol | Chain | Length Quality of chain
7%
46 QF 443 63% 35% -
7%
46 QH 443 — 58% 39% -
46 QJ 443 == 63% 33% o
3%
46 QL 443 — 56% 42% o
57%
e
46 QN 443 7% 20% .
29%
46 RB 443 57% 40% b
9%
46 | RD 443 | — 5o 7% -
46 RF 443 & 59% 38% =
7%
. -
46 RH 443 60% 37% .
8%
. -
46 RJ 443 62% 35% .
4%
46 | RL g3 | S5 2% -
57%
46 RN 443 77% 20%
71%
46 SB 443 57% 40% =
7%
46 SD 443 — 59% 38% e
46 SF 443 & 60% 37% o
46 SH 443 & 62% 35% -~
46 SJ 443 & 62% 35% =
46 | SL 443 — 7 20% -
97%
46 SN 443 75% 22% =
62%
46 TB 443 60% 37% =
10%
46 | TD 443 | T 2% -
8%
46 TF 443 r— 57% 40% =
2%
I -
46 TH 443 60% 37% .
46 TJ 443 = 60% 37% =
2%
46 TL 443 — 54% 42% =

Continued on next page...
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Mol | Chain | Length Quality of chain
94%
46 TN 443 73% 24% =
54%
46 UB 443 57% 40% =
11%
46 UD 443 I 63% 34% =
9%
46 UF 443 I 60% 37% =
2%
46 | UH 443 | 5o 37% -
10%
46 UJ qy3 | — — —
12%
46 UL qq3 | m— — —
76%
46 UN 443 60% 37% =
37%
46 VB 443 56% 41% e
5%
46 | VD 143 | == — 36% —
46 VF 443 | ®= — 35% —
5%
46 | VH 143 | == — 41% -
5%
46 V] 143 | == T — -
5%
46 VL 443 - 58% 39% =
40%
46 VN 443 56% 41% =
31%
46 WB 443 61% 36% =
5%
46 | WD 443 | = o — —
5%
46 | WF 143 | == — — —
6%
46 | WH 443 | — 34% —
5%
46 WJ 443 - 61% 36% =
7%
46 | WL 143 | — 35% —
14%
46 | WN fq3 | — 39% -
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2 Entry composition (i)

There are 49 unique types of molecules in this entry. The entry contains 1325153 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 RIB27A.

Mol | Chain | Residues Atoms AltConf | Trace
1 0A 152 ?(2) tQE;l 7?6 21;14 2C2)8 ? 0 0
1 1A 152 Tl‘(Z) t;;l 7?6 21;14 2C2)8 ? 0 0
1 2A 152 Tl‘g tQE;l 7C7?6 21;14 2(2)8 ? 0 0
1 34 152 Tl‘g tQE;l 7?6 21;14 2(2)8 ? 0 0
e Molecule 2 is a protein called RIB38.

Mol | Chain | Residues Atoms AltConf | Trace
2 0B 321 g(()itlaE)l 1(%4 41;12 582 S 0 0

There are 5 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
0B 10 THR SER conflict UNP Q23JL9
0B 11 ALA THR conflict UNP Q23JL9
0B 12 LEU ALA conflict UNP Q23JL9
0B 13 MET LEU conflict UNP Q23JL9
0B 36 SER THR conflict UNP Q23JL9
e Molecule 3 is a protein called CFAM166B.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3| 0C 9 747 471 131 143 2 0 0
Total C N O S
3| 1€ 95 747 471 131 143 2 0 0

e Molecule 4 is a protein called CFAM166A.

O RLDWIDE
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Mol | Chain | Residues Atoms AltConf | Trace
4 b 202 r111(():1&91 1 Ocl 8 215\;2 387 2 : 0
4 1D 202 ?(()itlaQI 1 Ocl 8 21;2 387 2 ! 0
4 2D 202 ?(()itlzl 1 (?1 8 2152 3(57 2 ! 0

There are 6 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
0D 86 ALA THR conflict UNP Q238X3
0D 87 GLU GLN conflict UNP Q238X3
1D 86 ALA THR conflict UNP Q238X3
1D 87 GLU GLN conflict UNP Q238X3
2D 86 ALA THR conflict UNP Q238X3
2D 87 GLU GLN conflict UNP Q238X3

e Molecule 5 is a protein called RIB22.

Mol | Chain | Residues Atoms AltConf | Trace
g OF 189 1112;?;1 9(738 212\3]0 284 § 0 0
g 1 189 111;15:;1 9?8 212\310 2(9)4 § 0 0
g 28 189 rfgg&;l 9?8 21:3]0 2(9)4 § 0 0
g 3t 189 rfg??l 9?8 216\310 2(9)4 § 0 0
e Molecule 6 is a protein called CFAM166C.

Mol | Chain | Residues Atoms AltConf | Trace
0 OF 206 11122%1 1OC48 31(\)10 3(1)4 g 0 0
e Molecule 7 is a protein called CFAP107.

Mol | Chain | Residues Atoms AltConf | Trace
’ 0G 168 ?gt%l 8?1 21;’)]7 2%)5 ? 0 0
TG 135 | oo 70 100 211 3 0 0
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There are 12 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
0G 127 ALA LEU conflict UNP Q237T1
0G 128 LEU SER conflict UNP Q237T1
0G 129 SER ALA conflict UNP Q237T1
0G 130 ALA SER conflict UNP Q237T1
0G 131 SER ALA conflict UNP Q237T1
0G 140 PHE TYR conflict UNP Q237T1
1G 127 ALA LEU conflict UNP Q237T1
1G 128 LEU SER conflict UNP Q237T1
1G 129 SER ALA conflict UNP Q237T1
1G 130 ALA SER conflict UNP Q237T1
1G 131 SER ALA conflict UNP Q237T1
1G 140 PHE TYR conflict UNP Q237T1

e Molecule 8 is a protein called CFAP127.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O
8 OH 120 1046 654 189
Total C N

8 1H 425 3706 2281 691 720 14 0 0

ol o
co
mCﬂCf)

e Molecule 9 is a protein called CFAP161A.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
I ON 280 2305 1455 396 441 13 0 0

Total C N O S
I IN 463 3805 2414 653 723 15 0 0

Total C N O S
I 2N 280 2305 1455 396 441 13 0 0

e Molecule 10 is a protein called CFAP20.

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

10 0Q 186 1548 997 268 276 7 0 0
Total C N O S

10 1Q 186 1548 997 268 276 7 0 0
Total C N O S

10 2Q 186 1548 997 268 276 7 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
10 3Q 186 ?ggl 937 21(\318 2(7)6 g 0 0
10 1Q 186 ?;ZZI 937 21(\318 2(7)6 g 0 0
10 Q 186 ?gﬁlaSI 937 216\318 2(7)6 3 0 0
10 6Q 186 ?giaSI 937 21(218 2(7)6 3 0 0

e Molecule 11 is a protein called Parkin co-regulated protein PACRGA.

Mol | Chain | Residues Atoms AltConf | Trace
1 05 288 ggtl?)l 1§35 3157 4(2)2 2 0 0
1 18 288 ggtl?)l 1 42335 315317 422 2 0 0
1 25 288 ggtl?)l 14535 ?g? 432 2 0 0
1 35 288 ggtl?)l 14255 3157 422 2 0 0

e Molecule 12 is a protein called 1J34.

Mol | Chain | Residues Atoms AltConf | Trace
12 T 261 g(it;jll 1??51 31;13 381 S 0 0
12 1T 285 ggt;il lf7 1 411]1 4(?30 S 0 0
12 2t 285 gg;l 1407 1 411]1 480 S 0 0
12 st 285 ggt;il 14C7 1 411]1 4(3)0 S 0 0

e Molecule 13 is a protein called CFAP52A.

Mol | Chain | Residues Atoms AltConf | Trace
13 ou 607 Z(;t;il 30025 81119 986 284 0 0
13 v 6u7 Z(;t;il 30025 81119 986 284 0 0
13 2U 607 Z(;t;jll 3(?25 811]9 9(56 284 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
13 3U 607 4774 3025 819 906 24 0 0

e Molecule 14 is a protein called DNA polymerase delta C4-type zinc-finger protein.

Mol | Chain | Residues Atoms AltConf | Trace
14 oV 212 llﬂ(;f’)aol 10(5395 31117 3(3)2 2 0 0
14 v 263 g(igaél 1??59 31§8 4(1)2 S 0
14 2V 263 g(ig;l 1??59 312\318 4(1)2 S 0
14 3V 263 g(igzl 13C59 31§8 4(1)2 S 0

e Molecule 15 is a protein called RIB43A protein.

Mol | Chain | Residues Atoms AltConf | Trace
15 0% 110 go?f ; 1 5(730 11;15 125 § 0
15 1X 141 111(2)8321 7;32 21;17 227 g 0
15 2X 141 rllﬂggaél 7;12 21;17 227 2 0
15 3X 141 ?(2)831 7§2 21;]7 227 2 0
15 4x 141 ?(2)831 7?2 21;17 227 2 0

There are 10 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
0X 13 SER PRO conflict UNP A4VDZ5
0X 14 ASP HIS conflict UNP A4VDZ5
1X 13 SER PRO conflict UNP A4VDZ5
1X 14 ASP HIS conflict UNP A4VDZ5
2X 13 SER PRO conflict UNP A4VDZ5
2X 14 ASP HIS conflict UNP A4VDZ5
3X 13 SER PRO conflict UNP A4VDZ5
3X 14 ASP HIS conflict UNP A4VDZ5
4X 13 SER PRO conflict UNP A4VDZ5
4X 14 ASP HIS conflict UNP A4VDZ5
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e Molecule 16 is a protein called RIB57.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 1B 498 4066 2598 692 768 8 0 0
Total C N O S
16 2B 295 2439 1553 416 464 6 0 0
Total C N O S
16 | 3B 295 2437 1552 416 463 6 0 0
e Molecule 17 is a protein called CFAP182A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 1F 136 1093 696 184 208 5 0 0
e Molecule 18 is a protein called CFAP143.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
18 11 188 1546 951 285 306 4 0 0
e Molecule 19 is a protein called CFAP21A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 1] 370 3025 1901 533 580 11 0 0

There is a discrepancy between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment | Reference
1J 322 ASP ASN conflict UNP ITMLS4
e Molecule 20 is a protein called CFAP53.
Mol | Chain | Residues Atoms AltConf | Trace
20 1k 27t thQaSI 153)0 4122 426 g 0 0
20 2K 288 ggg%l 1527 4120 482 g 0 0

e Molecule 21 is a protein called CFAP115.
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Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
21 1L 820 6842 4358 1186 1280 18 0 0

Total C N O S
21 2L 616 5151 3286 896 957 12 0 0

Total C N O S
21 3L 200 1660 1053 284 317 6 0 0

There are 6 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
1L 863 GLU GLY conflict UNP Q23KF9
1L 864 ALA GLU conflict UNP Q23KF9
2L 863 GLU GLY conflict UNP Q23KF9
2L 864 ALA GLU conflict UNP Q23KF9
3L 863 GLU GLY conflict UNP Q23KF9
3L 864 ALA GLU conflict UNP Q23KF9

e Molecule 22 is a protein called Nucleoside diphosphate kinase.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
22 IM 369 2978 1910 501 552 15 ) )

Total C N O S
22 2M 369 2978 1910 501 552 15 0 0

e Molecule 23 is a protein called Cilia- and flagella-associated protein 45.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
23 10 241 2032 1266 359 395 12 0 0

Total C N O S
23 20 370 3173 1948 595 617 13 0 0

Total C N O S
23 | 30 279 9307 1471 456 466 4 0 0

e Molecule 24 is a protein called CFAP210.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
24 1P 355 3060 1889 575 588 8 0 0
Total C N O S
24 2P 190 1633 1005 309 313 6 0 0
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e Molecule 25 is a protein called RIB72B.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 1R 508 4244 2744 711 77T 12 0 0
Total C N O S
25 2R 508 4244 2744 711 77T 12 0 0
Total C N O S
25 3R 008 4244 2744 711 77T 12 0 0
e Molecule 26 is a protein called Protofilament ribbon protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
26 1W 224 1924 1167 380 368 9 0 0
Total C N O S
26 2W 16 990 611 189 184 6 0 0
e Molecule 27 is a protein called RIB35.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
27 2C 300 2467 1581 417 464 5 0 0
Total C N O S
27 3C 300 2467 1581 417 464 5 0 0
Total C N O S
27 4C 300 2467 1581 417 464 5 0 0
e Molecule 28 is a protein called CFAP182B.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 2K 87 746 469 136 137 4 0 0
e Molecule 29 is a protein called Flagellar FliJ protein.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
29 2G % 848 536 153 155 4 0 0
e Molecule 30 is a protein called RIB27B.
gPDB
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 2H 61 501 313 92 94 2 0 0
Total C N O S
30 3H 61 501 313 92 94 2 0 0
Total C N O S
30 4H 61 501 313 92 94 2 0 0
e Molecule 31 is a protein called STPG2.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
31 2l 142 1150 736 204 209 1 0 0
Total C N O S
31 3l 87 712 451 130 127 4 0 0
e Molecule 32 is a protein called RIB26.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 3D 237 1835 1174 310 340 11 0 0
e Molecule 33 is a protein called CFAP129.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
33 | 4F 200 1618 1022 286 308 2 0 0

There is a discrepancy between the modelled and reference sequences:

Chain

Residue

Modelled | Actual | Comment

Reference

4F

70

VAL ASP conflict

UNP I7M9I4

e Molecule 34 is a protein called Flagellar microtubule protofilament ribbon protein.

Mol | Chain | Residues Atoms AltConf | Trace
34 AR 609 Egt?aol 32067 8127 9(3)2 284 0 0
34 oR 609 €8t7a01 32067 814\57 9;)2 284 0 0
34 6R 609 Egt;)l 32067 8117 9(3)2 284 0 0
TR | e s o o | 0| O

WO RLDWIDE

PROTEIN DATA BANK
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e Molecule 35 is a protein called Parkin co-regulated protein PACRGB.

Mol | Chain | Residues Atoms AltConf | Trace
35 45 188 ?gga?l 939 2121 2(7)9 2 0 0
35 55 188 ?gga?l 939 21;1 2(7)9 2 0 0

e Molecule 36 is a protein called OJ2.

Mol | Chain | Residues Atoms AltConf | Trace
36 oA 157 ?g;l 735 21;3]4 2(2)9 2 0 0
36 °B 157 ggl 735 21;3]4 2(2)9 2 0 0
36 5C 157 ?‘;Eﬁl 735 21?:14 2(2)9 2 0 0
36 oD 14 r‘[S‘JOOt g l 5?1 116\315 1((39 2 0 0

e Molecule 37 is a protein called CFAP7T7A.

Mol | Chain | Residues Atoms AltConf | Trace
37 oL 188 ?(5)251 932 21;11 228 § 0 0
37 ok 210 ??t;)l 1 1C()7 311]6 3(2)2 g 0 0
37 oG 210 ??g%l 1 1%7 311]6 322 2 0 0
37 oH 146 T‘;;%l 724 21117 2C2)5 i 0 0

e Molecule 38 is a protein called OJ3.

Mol | Chain | Residues Atoms AltConf | Trace
38 ol 103 T501t§ 1 3(039 118]3 1(83 0 0
38 5] 109 T504t 5a 1 327 11(\)19 1%)9 0 0
s w | WO,

e Molecule 39 is a protein called SB1.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
39 6F 132 1140 718 197 221 4 0 0
e Molecule 40 is a protein called STPG1A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
40 6G 216 1769 1128 303 333 5 0 0
e Molecule 41 is a protein called Nebulin.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
41| 6H 165 1362 857 234 266 5 0 0

There are 2 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual | Comment Reference
6H 186 HIS GLN conflict UNP Q231B6
6H 198 HIS MET conflict UNP Q231B6
e Molecule 42 is a protein called B5B6 _{MIP.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N @)
42 8L 385 1925 1155 385 385 0 0
Total C N @)
2 8N 358 1790 1074 358 358 0 0
e Molecule 43 is a protein called CFAP112A.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N @)
43| 8 363 1815 1089 363 363 0 0
e Molecule 44 is a protein called B2B3 fMIP.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
44 38R 361 2020 1269 361 390 0 0

e Molecule 45 is a protein called Tubulin alpha chain.

WO RLDWIDE

PROTEIN DATA BANK
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Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
4 AA 439 3408 2155 579 652 22 0 0

Total C N O S
4 AC 439 3408 2155 579 652 22 0 0

Total C N O S
4 AE 439 3408 2155 579 652 22 0 0

Total C N O S
4 AG 439 3408 2155 579 652 22 0 0

Total C N O S
4 Al 439 3408 2155 579 652 22 0 0

Total C N O S
4 AK 439 3408 2155 579 652 22 0 0

Total C N O S
4 AM 439 3408 2155 579 652 22 0 0

Total C N O S
45 BA 432 3364 2129 571 642 22 0 0

Total C N O S
45 BC 432 3364 2129 571 642 22 0 0

Total C N O S
45 | BE 432 3364 2129 571 642 22 0 0

Total C N O S
4% | BG 432 3364 2120 571 642 22 0 0

Total C N O S
4 | Bl 432 3364 2120 571 642 22 0 0

Total C N O S
$ | BK 432 3364 2120 571 642 22 0 0

Total C N O S
4$ | BM 432 3364 2120 571 642 22 0 0

Total C N O S
| CA 439 3408 2155 579 652 22 0 0

Total C N O S
% CC 439 3408 2155 579 652 22 0 0

Total C N O S
45 CG 439 3408 2155 579 652 22 0 0

Total C N O S
45 CI 439 3408 2155 579 652 22 0 0

Total C N O S
45 CK 439 3408 2155 579 652 22 ) 0

Total C N O S
45 M gk 3408 2155 579 652 22 0 0

Total C N O S
i DA 433 3372 2133 572 645 22 0 0

Total C N O S
| DB 31 3379 2133 572 645 2 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
45 bG 436 gg;?)l 21le3 51;16 628 2S2 0 0
45 DI 433 ggt%l 21C33 51;12 625 282 0 0
45 DK 436 rg(?));%l 21(313 51;16 628 282 0 0
45 bM 433 gg;zl 21(;53 51;12 651)5 282 0 0
45 EA 439 gZBaSI 21C55 51;19 6(5)2 282 0 0
) BC 89| N i s g 2 ¥ ¥
| EB 89| N i s g 2 0 ¥
5] EG 189 |8 o s g 2 0 ¥
i 189 |8 oiss s g 2 ¥ 0
| ER 189 |8 o s g 2 0 0
B EM 189 |8 o s g 2 ¥ 0
45 FA 429 rggfla; 21018 512518 6(??4 282 0 0
45 FC 432 gg gzl 2 1029 51;11 6(22 282 0 0
45 FE 434 gg;%l 21%5 5§3 651)6 282 0 0
45 FG 439 gzgzl 21055 51;19 6(5?2 282 0 0
45 F 433 rggt?aQI 21(?33 51;12 6(25 282 0 0
5 FK 432 §§ gil 2 1029 51;1 6(22 282 0 0
45 FM 429 1?:;5131 21018 5128 6(??4 282 0 0
45 GA 429 rggfla; 21018 5128 624 282 0 0
45 GC 431 ggt;él 21026 51;10 651)0 282 0 0
45 GE 431 g‘gt;él 21(326 51;10 651)0 282 0 0

Continued on next page...
sPrpe
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Mol | Chain | Residues Atoms AltConf | Trace
45 GG 431 gggzl 21026 51;10 620 282 0 0
45 GI 431 gggzl 21C26 51;10 620 2S2 0 0
45 GK 439 gzgzl 21C55 51;19 6(5)2 2S2 0 0
45 GM 429 ggZaZI 21018 512518 6(3)4 282 0 0
45 HA 431 gggzl 21(325 51;10 6(3)9 2S2 0 0
5 HC B | gt ons s a0 2 0 0
45 HE 431 ’g(?)ag%l 21025 51;10 6(??9 2S2 0 0
45 HG 431 ggg%l 21C25 51;10 6(??9 282 0 0
45 Hl 431 gggél 21025 51;10 6(??9 282 0 0
15 HK 431 ggt;sl 21025 51;10 6(??9 282 0 0
15 HM 431 ggg%l 21025 51;10 6(??9 282 0 0
45 1A 132 gggzl 21029 51;11 6(22 282 0 0
15 1c 439 gzgzl 21055 51;19 6(5)2 282 0 0
15 e 132 gggzl 21(329 51;11 6(22 282 0 0
45 1G 439 gzgazzl 21055 51;19 6(5?2 282 0 0
15 11 439 gzgzl 21055 51;19 6(5?2 282 0 0
15 IK 432 gggil 21029 51;11 6(22 282 0 0
45 M 432 gggil 21029 51;1 6(22 282 0 0
45 A 432 gggil 21029 51;11 651)2 282 0 0
45 1€ 434 rli;gt%l 21(?’)5 51;13 651)6 282 0 0
45 JE 439 gzgaél 21C55 51;19 6(5)2 282 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
45 1G 439 gzgzl 21C55 51;19 6?2 2S2 0 0
45 1 439 1?:2811 21%1 51;19 622 2S2 0 0
45 K 439 1?:28&81 21C55 51;19 6(5)2 2S2 0 0
45 M 432 ?’)‘g gjll 2 1029 51;11 651)2 282 0 0
45 KA 434 rl;g;%l 21%5 51;13 651)6 2S2 0 0
5 KC 85| ons ok ¥ ¥
| KE 18| e o s air 0 ¥
5] KG 189 |8 o s g 2 0 ¥
| Rl 189 |8 oiss s g 2 ¥ 0
| Kk 189 |8 o s g 2 0 0
| KM BU | s s ows 2 ¥ 0
45 LA 439 gzgaSI 21C55 51;19 6(5)2 282 0 0
15 LC 439 gzgzl 21C55 51;19 6(5)2 282 0 0
15 LE 138 gzg%l 21(219 51;18 6(5)1 282 0 0
45 LG 439 gzgzl 21055 51;19 6(5?2 282 0 0
45 Ll 434 gg g&flll 2 1(?39 51;14 6(26 282 0 0
15 LK 439 gzgzl 21055 51;19 6(;2 282 0 0
45 LM 439 gzg&él 21(?)5 51;9 6(5)2 282 0 0
45 MA 436 ggtgaél 21(315 51;16 651)9 282 0 0
45 Me 433 gggaé%l 21(?31 51;12 651)3 282 0 0
45 ME 433 gg%l 21%3 51;12 651)5 282 0 0

Continued on next page...
sPrpe
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Mol | Chain | Residues Atoms AltConf | Trace
45 MG 437 gzg?)l 21C51 51;17 6?0 2S2 0 0
45 MI 439 gzgzl 21%5 51;19 6?2 2S2 0 0
45 MK 436 gg;zl 21(?39 51;15 628 2S2 0 0
45 MM 436 gggzl 21(4315 51;16 651)9 282 0 0
45 NA 439 gZBaSI 21C55 51;19 6(5)2 2S2 0 0
45 NC 432 ’gggil 21029 51;I1 651)2 2S2 0 0
| NE 89| N i s g 2 0 0
45 NG 432 gggil 21C29 51;11 622 282 0 0
o N 189 |8 oiss s g 2 0 0
| Nk 82| o sm ot 2 0 0
| WM 189 |8 o s g 2 0 0
45 OA 433 rgggaSI 21C31 51;12 6(23 282 0 0
15 0c 433 gggaé?)l 21C?>1 51;12 6(23 282 0 0
15 OF 433 gggzl 21(2%1 51;12 6(23 282 0 0
45 0G 433 ggg?%l 21C?>1 51;12 6(23 282 0 0
15 o 433 rgggzl 21(231 51;12 6(23 282 0 0
15 OK 433 gggzl 21(231 5§2 6(23 282 0 0
45 OM 433 ggg&gl 21(?%1 51;2 6(23 282 0 0
45 PA 429 ggzzl 21(?18 5128 624 282 0 0
45 PC 429 ggza; 21018 51(\5]8 6(3)4 282 0 0
45 PE 429 ggza; 21018 51(\5]8 6;)4 282 0 0

Continued on next page...
sPrpe
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Mol | Chain | Residues Atoms AltConf | Trace
45 PG 429 ggﬁlzl 21018 51(\318 6(;4 282 0 0
45 Pl 429 ggizl 21C18 51(\518 6(;4 2S2 0 0
45 PR 429 TB‘(;ELZI 21(318 516\;8 624 2S2 0 0
45 PM 429 ggZaZI 21018 512518 6(3)4 282 0 0
45 QA 431 gggzl 21(325 51;10 6(3)9 2S2 0 0
5 Q0 B | gt ons s a0 2 0 0
45 QF 431 ’g(?)ag%l 21025 51;10 6(??9 2S2 0 0
45 QG 431 ggg%l 21C25 51;10 6(??9 282 0 0
45 Qr 431 gggél 21025 51;10 6(??9 282 0 0
15 QK 431 ggt;sl 21025 51;10 6(??9 282 0 0
15 QM 431 ggg%l 21025 51;10 6(??9 282 0 0
45 RA 431 rggg%l 21025 51;10 6(??9 282 0 0
15 RC 131 gggzl 21025 51;10 6(??9 282 0 0
15 RE 131 ggg%l 21(325 51;10 6(??9 282 0 0
45 RG 431 rgggzl 21025 51;10 6(;9 282 0 0
15 RI 431 rgggzl 21025 51;10 6(3?9 282 0 0
15 RK 431 gggzl 21025 51;IO 6(??9 282 0 0
45 RM 431 gggzl 21025 5?0 6(??9 282 0 0
45 SA 430 gggzl 21022 5129 627 282 0 0
45 SC 430 gggzl 21022 51(\519 6(3)7 282 0 0
45 S 430 gggaol 21022 51(\519 627 282 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
| 8G 430 ggg%l 21022 52]9 6(;7 282 0 0
4 S 430 ggg%l 21022 51(\3]9 6(3)7 2S2 0 0
4| 5K 430 ggg%l 21022 5129 6(3)7 282 0 0
45 SM 430 ggg%l 21022 51;5]9 6(?37 282 0 0
4 | TA 430 ggg%l 21022 5129 6(3)7 282 0 0
“o|TC 430 rl:;gg%l 21022 5129 6(3)7 282 0 0
) T 430 rl:;gg%l 21022 5129 6(3)7 282 0 0
BTG 430 ggg%l 21(322 51(\319 6(??7 282 0 0
o 430 ggg%l 21(322 5129 6(??7 282 0 0
B TR 430 ggg%l 21022 5129 6(??7 282 0 0
45 ™ 430 ggg%l 21022 51(\;9 6(??7 282 0 0
| UA 431 ggt;sl 21025 51;10 6(??9 282 0 0
6| Ue 131 ggt;jl 21025 51;10 6(??9 282 0 0
45 UE 131 ggg%l 21(325 51;0 629 282 0 0
| UG 431 53221 21025 51;0 6(539 2S2 0 0
4 Ul 431 ?EEZI 21025 51;0 6(3?9 282 0 0
4 UK 431 ?»EEZI 21025 51;0 6(??9 282 0 0
45 UM 431 g??él 21025 51;0 6(??9 282 0 0
45| VA 433 gg%l 21(?33 51;12 625 282 0 0
| VO 439 32821 21055 51;19 6(5)2 282 0 0
451 VE 433 gg;azl 21%3 51;2 625 282 0 0
Continued on next page...
gPDB



Page 38

Full wwPDB EM Validation Report

EMD-29685, 8G2Z
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Mol | Chain | Residues Atoms AltConf | Trace
45 VG 439 gzga; 21C55 51;19 6?2 2S2 0 0
15 Vi 433 ggt;;l 21%3 51;12 625 2S2 0 0
45 VK 439 gzga; 21C55 51;19 6(5)2 2S2 0 0
45 VM 433 131;;&21 21(;33 51;12 651)5 282 0 0
45 WA 431 ggg?sl 21025 51;10 6(3)9 282 0 0
15 WO | a0 | il ol s g o ; 0
45 WE 431 rl:;gg%l 21025 5?0 6(?39 282 ¥ 0
15 WG a0 | il o g o ; 0
4 Wi 431 ggg%l 21C25 51;10 6(??9 282 0 0
15 WK a0 | il o g o 0 0
15 WM 431 ggg%l 21025 51;10 6(??9 282 0 0
15 CE 439 gzgaSI 21055 51;19 6(5)2 282 0 0
15 pe 436 gg;zl 21C43 51;16 6(28 282 0 0

e Molecule 46 is a protein called Tubulin beta chain.

Mol | Chain | Residues Atoms AltConf | Trace
16 AB 430 gggg 21CIS 51;17 626 288 0 0
16 AD 430 gggzl 21015 51;17 6(26 288 0 0
16 AF 430 ggg%l 21015 51;17 6(26 288 0 0
16 Al 430 rggg%l 21015 51;17 6(26 2S8 0 0
16 A 430 rggg%l 21015 51;17 6(26 288 0 0
16 AL 430 ggg%l 216;15 51;17 6(26 288 0 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
46 AN 430 ggz%l 21015 51;17 626 2S8 0 0
46 BB 430 gggzl 21015 51;17 626 2S8 0 0
46 BD 430 ggg?sl 21(315 51;17 626 288 0 0
46 B 430 ggg?sl 21015 51;17 651)6 288 0 0
46 BH 430 ggg?sl 21ClS 51;17 651)6 288 0 0
46 BJ 430 ’ggg%l 21C15 51;7 651)6 288 0 0
46 BL 430 ?3):321 21ClS 51;7 626 288 0 0
46 BN 430 ?3)2?31 21Cl5 51;17 626 288 0 0
46 B 430 ggg%l 21Cl5 51;17 6(26 288 0 0
16 ¢b 430 ggg%l 21015 51;17 6(26 288 0 0
16 CF 430 rggg%l 21015 51;17 6(26 288 0 0
16 o 430 ggg%l 21015 51;17 6(26 288 0 0
16 ©J 430 rggg%l 21015 51;17 6(26 288 0 0
16 CL 430 ggg%l 2lcl5 51;17 6(26 288 0 0
46 CN 430 rggg%l 21015 51;17 6(26 288 0 0
16 bB 430 rgggg 21015 51;17 6(26 288 0 0
16 bb 430 ggtf%l 21015 51;I7 6(26 288 0 0
46 DF 430 ggg%l 21015 5§7 6(26 288 0 0
46 bH 430 gggzl 21(?15 51;17 651)6 288 0 0
46 bJ 430 gggaél 21015 51;17 651)6 288 0 0
46 bL 430 gggaél 21015 51;17 651)6 288 0 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
46 DN 430 ggz%l 21015 51;17 626 2S8 0 0
46 EB 430 gggzl 21015 51;17 626 2S8 0 0
46 ED 430 ggg?sl 21(315 51;17 626 288 0 0
46 B 430 ggg?sl 21015 51;17 651)6 288 0 0
46 EH 430 ggg?sl 21ClS 51;17 651)6 288 0 0
46 £ 430 ’ggg%l 21C15 51;7 651)6 288 0 0
46 EL 430 ?3):321 21ClS 51;7 626 288 0 0
46 EN 430 ?3)2?31 21Cl5 51;17 626 288 0 0
46 B 430 ggg%l 21Cl5 51;17 6(26 288 0 0
16 D 430 ggg%l 21015 51;17 6(26 288 0 0
16 FE 430 rggg%l 21015 51;17 6(26 288 0 0
16 FH 430 ggg%l 21015 51;17 6(26 288 0 0
16 ) 430 rggg%l 21015 51;17 6(26 288 0 0
16 L 430 ggg%l 2lcl5 51;17 6(26 288 0 0
46 N 430 rggg%l 21015 51;17 6(26 288 0 0
16 GB 430 rgggg 21015 51;17 6(26 288 0 0
16 GD 430 ggtf%l 21015 51;I7 6(26 288 0 0
46 GF 430 ggg%l 21015 5§7 6(26 288 0 0
46 GH 430 gggzl 21(?15 51;17 651)6 288 0 0
46 GJ 430 gggaél 21015 51;17 651)6 288 0 0
46 GL 430 gggaél 21015 51;17 651)6 288 0 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
46 GN 430 ggz%l 21015 51;17 626 2S8 0 0
46 HB 430 gggzl 21015 51;17 626 2S8 0 0
46 HD 430 ggg?sl 21(315 51;17 626 288 0 0
46 HE 430 ggg?sl 21015 51;17 651)6 288 0 0
46 HH 430 ggg?sl 21ClS 51;17 651)6 288 0 0
46 HJ 430 ’ggg%l 21C15 51;7 651)6 288 0 0
46 HL 430 ?3):321 21ClS 51;7 626 288 0 0
46 HN 430 ?3)2?31 21Cl5 51;17 626 288 0 0
46 1B 430 ggg%l 21Cl5 51;17 6(26 288 0 0
16 1D 430 ggg%l 21015 51;17 6(26 288 0 0
16 ¥ 430 rggg%l 21015 51;17 6(26 288 0 0
16 IH 430 ggg%l 21015 51;17 6(26 288 0 0
16 1 430 rggg%l 21015 51;17 6(26 288 0 0
16 IL 430 ggg%l 2lcl5 51;17 6(26 288 0 0
46 IN 430 rggg%l 21015 51;17 6(26 288 0 0
16 B 430 rgggg 21015 51;17 6(26 288 0 0
16 D 430 ggtf%l 21015 51;I7 6(26 288 0 0
46 ¥ 430 ggg%l 21015 5§7 6(26 288 0 0
46 JH 430 gggzl 21(?15 51;17 651)6 288 0 0
46 1] 430 gggaél 21015 51;17 651)6 288 0 0
46 L 430 gggaél 21015 51;17 651)6 288 0 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
46 N 430 ggz%l 21015 51;17 626 2S8 0 0
46 KB 430 gggzl 21015 51;17 626 2S8 0 0
46 KD 430 ggg?sl 21(315 51;17 626 288 0 0
46 KE 430 ggg?sl 21015 51;17 651)6 288 0 0
46 KH 430 ggg?sl 21ClS 51;17 651)6 288 0 0
46 KJ 430 ’ggg%l 21C15 51;7 651)6 288 0 0
46 KL 430 ?3):321 21ClS 51;7 626 288 0 0
46 KN 430 ?3)2?31 21Cl5 51;17 626 288 0 0
46 LB 430 ggg%l 21Cl5 51;17 6(26 288 0 0
16 LD 430 ggg%l 21015 51;17 6(26 288 0 0
16 LE 430 rggg%l 21015 51;17 6(26 288 0 0
16 LH 430 ggg%l 21015 51;17 6(26 288 0 0
16 LJ 430 rggg%l 21015 51;17 6(26 288 0 0
16 LL 430 ggg%l 2lcl5 51;17 6(26 288 0 0
46 LN 430 rggg%l 21015 51;17 6(26 288 0 0
16 MB 430 rgggg 21015 51;17 6(26 288 0 0
16 MD 430 ggtf%l 21015 51;I7 6(26 288 0 0
46 ME 430 ggg%l 21015 5§7 6(26 288 0 0
46 MH 430 gggzl 21(?15 51;17 651)6 288 0 0
46 MJ 430 gggaél 21015 51;17 651)6 288 0 0
46 ML 430 gggaél 21015 51;17 651)6 288 0 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
46 MN 430 ggz%l 21015 51;17 626 2S8 0 0
46 NB 423 gggzl 20C7 9 51;5]2 6(;5 2S8 0 0
46 ND 430 ggg?sl 21(315 51;17 626 288 0 0
46 NE 423 gggil 2(?7 9 512512 6(?35 288 0 0
46 NH 430 ggg?sl 21ClS 51;17 651)6 288 0 0
46 NJ 423 ’ggf)il 2OC7 9 51(\;2 6(3)5 288 0 0
46 NL 430 ?3):321 21ClS 51;7 626 288 0 0
46 NN 423 ?3)811 2(?7 9 51f\312 6(??5 288 0 0
46 OB 430 ggg%l 21Cl5 51;17 6(26 288 0 0
16 oD 430 ggg%l 21015 51;17 6(26 288 0 0
16 OF 430 rggg%l 21015 51;17 6(26 288 0 0
16 OH 430 ggg%l 21015 51;17 6(26 288 0 0
16 0J 430 rggg%l 21015 51;17 6(26 288 0 0
16 OL 430 ggg%l 2lcl5 51;17 6(26 288 0 0
46 ON 430 rggg%l 21015 51;17 6(26 288 0 0
16 PB 430 rgggg 21015 51;17 6(26 288 0 0
16 PD 430 ggtf%l 21015 51;I7 6(26 288 0 0
46 PE 430 ggg%l 21015 5§7 6(26 288 0 0
46 PH 430 gggzl 21(?15 51;17 651)6 288 0 0
46 P 430 gggaél 21015 51;17 651)6 288 0 0
46 PL 430 gggaél 21015 51;17 651)6 288 0 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
46 PN 430 ggz%l 21015 51;17 626 2S8 0 0
46 QB 430 gggzl 21015 51;17 626 2S8 0 0
46 Qb 430 ggg?sl 21(315 51;17 626 288 0 0
46 QF 430 ggg?sl 21015 51;17 651)6 288 0 0
46 QH 430 ggg?sl 21ClS 51;17 651)6 288 0 0
46 QJ 430 ’ggg%l 21C15 51;7 651)6 288 0 0
46 QL 430 ?3):321 21ClS 51;7 626 288 0 0
46 QN 430 ?3)2?31 21Cl5 51;17 626 288 0 0
46 RB 430 ggg%l 21Cl5 51;17 6(26 288 0 0
16 RD 430 ggg%l 21015 51;17 6(26 288 0 0
16 RE 430 rggg%l 21015 51;17 6(26 288 0 0
16 RH 430 ggg%l 21015 51;17 6(26 288 0 0
16 RJ 430 rggg%l 21015 51;17 6(26 288 0 0
16 RL 430 ggg%l 2lcl5 51;17 6(26 288 0 0
46 RN 430 rggg%l 21015 51;17 6(26 288 0 0
16 5B 430 rgggg 21015 51;17 6(26 288 0 0
16 5D 430 ggtf%l 21015 51;I7 6(26 288 0 0
46 SF 430 ggg%l 21015 5§7 6(26 288 0 0
46 SH 430 gggzl 21(?15 51;17 651)6 288 0 0
46 5] 430 gggaél 21015 51;17 651)6 288 0 0
46 SL 430 gggaél 21015 51;17 651)6 288 0 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
46 SN 430 ggz%l 21015 51;17 626 2S8 0 0
46 B 430 gggzl 21015 51;17 626 2S8 0 0
46 1D 430 ggg?sl 21(315 51;17 626 288 0 0
46 TF 430 ggg?sl 21015 51;17 651)6 288 0 0
46 TH 430 ggg?sl 21ClS 51;17 651)6 288 0 0
46 T 430 ’ggg%l 21C15 51;7 651)6 288 0 0
46 L 430 ?3):321 21ClS 51;7 626 288 0 0
46 IN 430 ?3)2?31 21Cl5 51;17 626 288 0 0
46 UB 430 ggg%l 21Cl5 51;17 6(26 288 0 0
16 ub 430 ggg%l 21015 51;17 6(26 288 0 0
16 UK 430 rggg%l 21015 51;17 6(26 288 0 0
16 Ut 430 ggg%l 21015 51;17 6(26 288 0 0
16 vl 430 rggg%l 21015 51;17 6(26 288 0 0
16 UL 430 ggg%l 2lcl5 51;17 6(26 288 0 0
46 UN 430 rggg%l 21015 51;17 6(26 288 0 0
16 vB 430 rgggg 21015 51;17 6(26 288 0 0
16 VD 430 ggtf%l 21015 51;I7 6(26 288 0 0
46 VE 430 ggg%l 21015 5§7 6(26 288 0 0
46 vH 430 gggzl 21(?15 51;17 651)6 288 0 0
46 v 430 gggaél 21015 51;17 651)6 288 0 0
46 VL 430 gggaél 21015 51;17 651)6 288 0 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
46 VN 430 1?23?61 21015 51;17 626 2S8 0 0
46 WEB 430 ggz%l 21C15 51;17 626 2S8 0 0
46 Wb 430 1?:;23?31 21Cl5 51;17 626 2S8 0 0
46 WE 430 gggzl 21015 51;17 651)6 288 0 0
46 WH 430 gggzl 21015 51;17 651)6 288 0 0
16 Wi 430 gggél 21015 5?7 651)6 288 ¥ 0
16 WL 430 ’ggg&;il 21015 5?7 626 288 ¥ 0
16 WK 430 ggg%l 21(315 51;17 626 288 ¥ 0

e Molecule 47 is GUANOSINE-5-TRIPHOSPHATE (three-letter code: GTP) (formula:

Ci10H16N5014P3) (labeled as "Ligand of Interest" by depositor).

GTP
o
, e
HIV” | N
N N_r{ o OH
<
[ OH
-
Howry .
™
HO P OH
2
Mol | Chain | Residues Atoms AltConf
Total C N O P
47 | AA 1 32 10 5 14 3 0
Total C N O P
47 | AC I 32 10 5 14 3 0
Total C N O P
47 | AE 1 32 10 5 14 3 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
47 | AG 1 Tg;al 1% 1; 1(1 5 0
47 | Al 1 Tg;al 1% 1; 12 g 0
47 | AK 1 Tg;al 1% g 12 g 0
47 | AM 1 Tg;al 1% E 1(31 5 0
47 | BA 1 Tg;al 1% g 81 5 0
47 | BC 1 Tg;al 1% 1; 81 5 0
el | 4 (oY or
A7 | BG 1 Tgtzal 1% 1; 81 Pg) 0
Plw | e over
elm | 4 oY or
elm | e over
o | o oo
47 | cC 1 ngal 1% 1; 81 5 0
47 | ca 1 Tg;al 1% 1; 81 E 0
Pla | 1 [meyory
oo o [meovor
vl 4 oy or
o | 4 oot
eloe | 1 [ Y o
47 | DG 1 Tgt;‘“l 100 1; 1(1 1; 0
I

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
47 | DK 1 Tg;al 1% g ﬁ 5 0
47 | DM 1 Tg;al 1% 1; 1(31 5 0
47 | EA 1 Tg;al 1% g 12 g 0
47 | EC | Tg;al 1% E 1(31 5 0
47 | EE 1 Tg;al 1% g 81 5 0
47 | EG 1 Tg;al 1% 1; 81 5 0
Plm | oY er
elm | 4 (oY er
elm | 4 (oY Oer
Plm | oYt
47 | FC 1 Tgtzal 1% 1;1 104 5 0
Pl | oY er
47 | FC 1 ngal 1% 1; 81 5 0
P w | oYt
lw | o [moror]
I
e | o oy or
47 | ac 1 Tgt;‘l 1% 1; 1(1 1; 0
ol | 4 oy or
47 | GG 1 Tgt;‘“l 100 1; 1(1 1; 0
Pla | 1 oot

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
47 | aK 1 Tg;al 1% g ﬁ 5 0
47 | oM 1 Tg;al 1% 1; 12 g 0
A7 | HA 1 Tg;al 1% g 12 g 0
47 | HC | Tg;al 1% E 1(31 5 0
47 | HE 1 Tg;al 1% g 81 5 0
47 | HG 1 Tg;al 1% 1; 81 5 0
Plm | e ovor
elmc | 4 (W CvOer
w4 (e ovoT
Plw [ oY er
A7 | IC 1 Tgtzal 1% 1;1 104 5 0
Plw | oY er
47 | 10 1 ngal 1% 1; 81 5 0
Pl | o oY er
P w | o ool
I
Pl | ey or
A7 | JC 1 Tgt;‘l 1% 1; 1(1 1; 0
Plm | ey or
A7 | I 1 Tgt;‘“l 100 1; 1(1 1; 0
IR

Continued on next page...



Page 50

Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
47| IK 1 Tg;al 1% g ﬁ 5 0
47 | IM 1 Tg;al 1% 1; 12 g 0
47 | KA 1 Tg;al 1% g 12 g 0
47 | KC | Tg;al 1% E 1(31 5 0
47 | KE 1 Tg;al 1% g 81 5 0
47 | KG 1 Tg;al 1% 1; 81 5 0
Plw | oY er
el 4 (e oV T
e o] 4 (e oY or
Plw | o oY er
47 | LC 1 Tgtzal 1% 1;1 104 5 0
el (oY er
A7 | LG 1 ngal 1% 1; 81 5 0
Pl 2 YT
P w1 ool
I
I
47 | MC 1 Tgt;‘l 1% 1; 1(1 1; 0
I
A7 | MG 1 Tgt;‘“l 100 1; 1(1 1; 0
I

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
47 | MK 1 Tg;al 1% g ﬁ 5 0
47 | MM 1 Tg;al 1% 1; 12 g 0
A7 | NA 1 Tg;al 1% g 12 g 0
47 | NC | Tg;al 1% E 1(31 5 0
47 | NE 1 Tg;al 1% g 81 5 0
47 | NG 1 Tg;al 1% 1; 81 5 0
P w [ oYt
| 4 oY er
o] (e eveT
oo | 1 OO
47 | oc 1 Tgtzal 1% 1;1 104 5 0
oo | 1 Moo
47 | 0G 1 ngal 1% 1; 81 5 0
wlo | o oo
o[ 1 [meyory
oo | 1 [meovor
IS
IR
IR
47 | PG 1 Tgt;‘“l 100 1; 1(1 1; 0
I

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
47 | PK 1 Tg;al 1% g ﬁg 0
47 | PM 1 Tg;al 1% 1; 1(315 0
e | o [ meYeT
wleo | 1 [T CY o
IR
ol | 1 oY ot
e lw | 1 oY ot
o] 1 [ v o
ol | 1 [T oY ot
w4 ey
47 | RC 1 ngal 1% 1;1 1042) 0
o | 4 oYt
47 | RG 1 ngal 1% 1; 815 0
w | ey or
Pl o [ ool
o 1 [ ovor
ol | 1 [mmovor
47 | sc 1 Tgt;‘l 1% 1; ﬁg 0
w1 [movor
47 | sG 1 Tgt;‘“l 100 1; ﬁg 0
P w | o [ meyot

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
47 | SK 1 Tg;al 1% g ﬁ 5 0
47 | SM 1 Tg;al 1% 1; 12 g 0
A7 | TA 1 Tg;al 1% g 12 g 0
47 | TC | Tg;al 1% E 1(31 5 0
47 | TE 1 Tg;al 1% g 81 5 0
A7 | TG 1 Tg;al 1% 1; 81 5 0
Plw [ 4 eVt
| 4 oY eT
elm| 4 (oY er
elw | o oo
a7 | uC | ngal 1% 1;1 104 g 0
lw | o [moNoT
47 | UG 1 ngal 1% 1; 81 5 0
Plw [ o [moNeT
Pl 1 ooy
| 4 eyt
Pl | o ey or
47 | v 1 Tgt;‘l 1% 1; 1(1 1; 0
Pl | 4 ey or
A7 | va 1 Tgt;‘“l 100 1; 1(1 1; 0
Plw | 4 [yt

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
47 | VK 1 Tg;al 1% g ﬁ 5 0
47 | VM 1 Tg;al 1% 1; 12 g 0
47 | wa 1 Tg;al 1% g 12 g 0
47 | we 1 Tg;al 1% E 1(31 5 0
47 | WE 1 Tg;al 1% g 81 5 0
47 | wa 1 Tg;al 1% 1; 81 5 0
lw | o oo
ol 1 oo
ol | o OO
Pl 1 |moNoT
47 | DC 1 Tgtzal 1% 1;1 104 5 0

e Molecule 48 is MAGNESIUM ION (three-letter code: MG) (formula: Mg) (labeled as "Lig-
and of Interest" by depositor).

Mol | Chain | Residues Atoms AltConf

48 | AA 1 Toltal hgg 0

48 AC 1 Total Mg 0
1 1

48 AE 1 Total Mg 0
1 1

48 | AG 1 Toltal N{g 0

48 | Al 1 Total - Mg 0
1 1

48 | AK 1 Toltal N{g 0

48 | AM 1 Toltal N{g 0

48 | BA 1 Toltal N{g 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf

18 | BC | Total - Mg 0
11

18 | BE | Total -~ Mg 0
11

18 | BG | Total -~ Mg 0
11

48 | BI 1 Total -~ Mg 0
11

48 | BK 1 Total -~ Mg 0
11

48 | BM 1 Toltal N{g 0

48 | CA 1 Total - Mg 0
11

48 | ccC 1 Total - Mg 0
11

48 | G 1 Total - Mg 0
11

48 | 1 1 Total - Mg 0
11

48 | CK 1 Total - Mg 0
11

48 | oM 1 Toltal N{g 0

48 | DA 1 Total - Mg 0
11

48 | DE 1 Total - Mg 0
11

48 | DG 1 Total Mg 0
11

48 | DI 1 Total Mg 0
11

48 | DK 1 Total - Mg 0
11

48 | DM 1 Toltal l\gg 0

48 | EA 1 Total - Mg 0
11

48 | EC 1 Total - Mg 0
11

48 | EE 1 Toltal l\gg 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf

48 | EG 1 Total - Mg 0
11

48 | EI 1 Total -~ Mg 0
11

48 | EK 1 Total -~ Mg 0
11

48 | EM 1 Toltal N{g 0

48 | TFA 1 Total -~ Mg 0
11

48 | FC 1 Total - Me 0
11

48 | FE 1 Total - Mg 0
11

48 | FG 1 Total - Mg 0
11

48 | FI 1 Total - Mg 0
11

48 | FL 1 Total - Mg 0
11

48 | FM 1 Toltal N{g 0

48 | GB 1 Total - Mg 0
11

48 | ac 1 Total - Mg 0
11

48 | GE 1 Total - Mg 0
11

48 | ac 1 Toltal l\gg 0

48 | ar 1 Total Mg 0
11

48 | aL 1 Total - Mg 0
11

48 | GN 1 Total Mg 0
11

48 | HA 1 Total - Mg 0
11

48 | HC 1 Total - Mg 0
11

48 | HE 1 Toltal l\gg 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf

8| HG 1 Toltal N{g 0

48 | HI 1 Total -~ Mg 0
11

48 | HK 1 Total -~ Mg 0
11

48 | HM 1 Toltal N{g 0

48 | 1A 1 Total -~ Mg 0
11

48 | 1C 1 Total - Me 0
11

48 | IE 1 Total - Mg 0
11

48 | 1G 1 Total - Mg 0
11

48 I 1 Total - Mg 0
11

48 | IK 1 Total - Mg 0
11

48 | M 1 Total - Mg 0
11

48 | JA 1 Total - Mg 0
11

48 | JC 1 Total - Mg 0
11

48 | JE 1 Total - Mg 0
11

48 | JG 1 Total Mg 0
11

48 J1 1 Total Mg 0
11

48 | JK 1 Total - Mg 0
11

48 | M 1 Total Mg 0
11

48 | KA 1 Total - Mg 0
11

48 | KC 1 Total - Mg 0
11

48 | KE 1 Toltal l\gg 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf

18 | KG | Toltal N{g 0

48 KI 1 Total Mg 0
1 1

48 | KK 1 Toltal N{g 0

48 | KM 1 Toltal N{g 0

48 LA 1 Total Mg 0
1 1

48 LC 1 Total Mg 0
1 1

48 LE 1 Total Mg 0
1 1

48 LG 1 Total Mg 0
1 1

48 I 1 Total Mg 0
1 1

48 LK 1 Total Mg 0
1 1

48 LM 1 Total Mg 0
1 1

48 | MA 1 Toltal N{g 0

48 | MC 1 Toltal N{g 0

48 | ME 1 Toltal l\gg 0

48 | MG 1 Toltal l\gg 0

48 MI 1 Total Mg 0
1 1

48 | MK 1 Toltal l\gg 0

48 | MM 1 Toltal l\gg 0

48 NA 1 Total Mg 0
1 1

48 ND 1 Total Mg 0
1 1

48 | NE 1 Toltal l\gg 0

Continued on next page...
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Full wwPDB EM Validation Report

EMD-29685, 8G2Z

Continued from previous page...

Mol | Chain | Residues Atoms AltConf

18 | NG | Toltal N{g 0

48 NI 1 Total Mg 0
1 1

48 NK 1 Total Mg 0
1 1

48 | NM 1 Toltal N{g 0

48 | OA | Toltal hﬁg 0

48 0C 1 Total Mg 0
1 1

48 OF 1 Total Mg 0
1 1

48 | 0G 1 Toltal N{g 0

48 Ol 1 Total Mg 0
1 1

48 OK 1 Total Mg 0
1 1

48 | OM 1 Toltal N{g 0

48 PA 1 Total Mg 0
1 1

48 PC 1 Total Mg 0
1 1

48 PE 1 Total Mg 0
1 1

48 e 1 Total Mg 0
1 1

48 | PI 1 Total Mg 0
1 1

48 | PK 1 Total - Mg 0
1 1

48 PN 1 Total Mg 0
1 1

48 | QA 1 Toltal l\gg 0

48 | QcC 1 Tolta“l l\gg 0

8 | QF | Toltal hﬁg 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf

48 | QG 1 Toltal N{g 0

48 QI 1 Total Mg 0
11

18 | QK | Toltal N{g 0

18 | QM | Toltal N{g 0

48 | RA 1 Toltal hgg 0

8 | RC | Total - Me 0
11

48 | RD 1 Total - Mg 0
11

18 | RG | Toltal hgg 0

48 | RI 1 Total - Mg 0
11

48 | RK 1 Total - Mg 0
11

48 | RM 1 Toltal N{g 0

48 | sA 1 Total - Mg 0
11

48 | sc 1 Total - Mg 0
11

48 | SE 1 Total - Mg 0
11

48 | sa 1 Total Mg 0
11

48 SI 1 Total Mg 0
11

48 | SK 1 Total - Mg 0
11

48 | sM 1 Total Mg 0
11

48 | TA 1 Total - Mg 0
11

48 | TB 1 Total - Mg 0
11

48 | TE 1 Toltal l\gg 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf

48 TF 1 Total Mg 0
1 1

48 TI 1 Total Mg 0
1 1

48 TK 1 Total Mg 0
1 1

48 | TL 1 Total -~ Mg 0
1 1

48 | UA 1 Toltal hgg 0

8| UC | Total - Me 0
1 1

48 | UE 1 Total - Mg 0
1 1

48 | UG | Toltal hgg 0

48 | U 1 Total - Mg 0
1 1

48 UK 1 Total Mg 0
1 1

48 | UM 1 Toltal N{g 0

48 | VA 1 Toltal N{g 0

48 VO 1 Total Mg 0
1 1

48 VE 1 Total Mg 0
1 1

48 | VG 1 Toltal l\gg 0

48 | VI 1 Total Mg 0
1 1

48 | VK 1 Toltal l\gg 0

48 | VM 1 Toltal l\gg 0

48 | WA 1 Toltal l\gg 0

48 | wc 1 Tolta“l l\gg 0

18 | WE | Toltal hgg 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
18 | wa | Toltal N{g 0
48 WI 1 Total Mg 0

1 1
48 | WK 1 Toltal N{g 0
48 | WM 1 Toltal N{g 0
48 | CE 1 Total -~ Mg 0

1 1
48 | DC 1 Toltal N{g 0

e Molecule 49 is GUANOSINE-5’-DIPHOSPHATE (three-letter code: GDP) (formula:

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

GDP

Mol | Chain | Residues Atoms AltConf
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W w1 oo
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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.
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e Molecule 19: CFAP21A
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e Molecule 20: CFAP53
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