WDRLDWI

2PDB

PRDTEIN DATA BANK

Full wwPDB EM Validation Report (i)

Nov 30, 2023 — 12:12 PM JST

PDBID : S8I7R
EMDB ID : EMD-35230
Title : Insitu structure of axonemal doublet microtubules in mouse sperm with 48-nm
repeat
Authors : Zhu, Y.; Yin, G.L.; Tai, L.H.; Sun, F.
Deposited on : 2023-02-02
Resolution : 6.50 A(reported)

This is a Full wwPDB EM Validation Report for a publicly released PDB entry.

We welcome your comments at validation@mail. wwpdb.org
A user guide is available at
https:/ /www.wwpdb.org/validation/2017/EM ValidationReportHelp
with specific help available everywhere you see the (1) symbol.

The types of validation reports are described at
http://www.wwpdb.org/validation /2017 /FAQs#types.

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

EMDB validation analysis : 0.0.1.dev70
Mogul : 1.8.5(274361), CSD as541be (2020)
MolProbity : 4.02b-467

buster-report : 1.1.7 (2018)
Percentile statistics :  20191225.v01 (using entries in the PDB archive December 25th 2019)
MapQ : 1.9.9
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.36


https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
https://www.wwpdb.org/validation/2017/EMValidationReportHelp
http://www.wwpdb.org/validation/2017/FAQs#types
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#references

Page 2 Full wwPDB EM Validation Report EMD-35230, 8I7TR

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 6.50 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
Ramachandran outliers I T 0.4%
Sidechain outliers I | [ 0.9%
Worse Better

I Percentile relative to all structures

[ Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Ramachandran outliers 154571 4023
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
1 A 491 & 63% . 36%
10%
1 B 191 | T : 5%
2 Al 418 i 75% . 25%
2 A2 418 i 93% L%
2 A3 418 n 93% 5%
2 A4 418 = 44% . 55%
3 AB 427 == 99%
3 AD 427 - 99%
3 AF 427 - 99%

Continued on next page...
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Mol | Chain | Length Quality of chain
7%
3 AH 427 99%
6%
3 Al 427 99%
8%
3 AL q07 | —
9%
3 BB g7 | 5o
5%
3 BD 107 | == .
6%
3 BF 407 | =
10%
3 BH qo7 | —
8%
3 BJ 427 r— 98%
9%
3 BL qo7 | — So%
13%
3 CB 427 — 99%
9%
3 CD 427 — 99%
8%
3 CF 427 M— 99%
13%
3 CH 427 — 98%
7%
3 CJ qo7 | —
14%
3 CL 427 r— 99%
13%
3 DB qo7 | —
8%
3 DD 17 | 5o
13%
3 DF qo7 | —
9%
3 DH qo7 | — .
17%
3 DJ 427 — 99%
12%
3 DL qo7 | So%
18%
3 EB fo7 | — 555
10%
3 ED qo7 | 555
19%
3 EF 427 I 99%
12%
3 EH qo7 | m—

Continued on next page...
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Mol | Chain | Length Quality of chain
25%
I
3 EJ 427 99%
21%
I —
3 EL 427 99%
21%
I —
3 FB 427 99%
4%
3 FD 427 — 100%
23%
——
3 FF 427 100%
16%
3 FH qoy | T— 5o
21%
I —
3 FJ 427 99%
22%
.
3 FL 427 99%
22%
.
3 GB 427 99%
19%
3 GD 427 99%
26%
.
3 GF 427 99%
22%
I
3 GH 427 100%
22%
——
3 GJ 427 99%
27%
T —
3 GL 427 99%
28%
T ——
3 HB 427 99%
20%
I —
3 HD 427 99%
27%
——
3 HF 427 99%
21%
I —
3 HH 427 99%
25%
T —
3 HJ 427 99%
27%
.
3 HL 427 99%
19%
3 1B 427 99%
18%
3 D qoy | T— o
20%
I
3 IF 427 99%
7%
3 IH 427 r—— 99%
16%
3 1J gor |FETTE o
Continued on next page...
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Mol | Chain | Length Quality of chain
21%
—
3 IL 427 99%
12%
3 JB qo7 | o
10%
3 JD 427 r— 99%
16%
3 JF 427 I 99%
9%
3 JH 427 — 99%
15%
3 JJ go7 | — —
16%
3 JL 427 — 99%
12%
3 KB qo7 | o
7%
3 KD 107 | So%
9%
3 KF qo7 | — o
6%
3 KH 197 | == oo
3 KJ 427 - 99%
16%
3 KL 427 — 99%
14%
3 LB g1 |HETE =
6%
3 LD 107 | = —
5%
3 LF 17 | == 5o
5%
3 LH 107 | = —
3 LJ 427 - 99%
11%
3 LL qo7 | .
13%
3 MB qo7 | So%
3 MD 427 | ® o
3 MF 127 | == 555
3 MH 127 |®® 555
5%
3 MJ 427 | = =
7%
3 ML 407 | T

Continued on next page...
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Mol | Chain | Length Quality of chain
38%
I
3 NB 427 99%
25%
T —
3 ND 427 99%
31%
T —
3 NF 427 99%
24%
I —
3 NH 427 99%
37%
T ————————
3 NJ 427 99%
35%
T —
3 NL 427 99%
64%
P —
3 OB 427 99%
53%
—
3 OD 427 99%
53%
.
3 OF 427 99%
48%
I
3 OH 427 99%
57%
I
3 0J 427 99%
59%
.
3 OL 427 99%
64%
P —
3 PB 427 98%
54%
—
3 PD 427 99%
54%
T ——
3 PF 427 99%
56%
T
3 PH 427 99%
53%
T —————————————
3 PJ 427 99%
67%
P —
3 PL 427 99%
70%
S —
3 QB 427 99%
56%
T
3 QD 427 99%
54%
T
3 QF 427 99%
59%
.
3 QH 427 99%
58%
.
3 QJ 427 99%
70%
.
3 QL 427 99%
74%
P —
3 RB 427 99%

Continued on next page...
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Mol | Chain | Length Quality of chain
57%
I
3 RD 427 99%
55%
—
3 RF 427 99%
64%
S —
3 RH 427 99%
59%
—
3 RJ 427 99%
72%
————————
3 RL 427 99%
68%
P —
3 SB 427 99%
50%
—
3 SD 427 99%
3%
T —
3 SF 427 99%
50%
.
3 SH 427 99%
53%
.
3 SJ 427 99%
70%
T
3 SL 427 99%
68%
I
3 TB 427 99%
50%
P —
3 TD 427 99%
70%
T ——
3 TF 427 99%
57%
T ——
3 TH 427 99%
76%
T —————————
3 TJ 427 99%
57%
T
3 TL 427 99%
67%
P —
3 TN 427 99%
53%
P —
3 UB 427 99%
28%
e
3 UD 427 99%
40%
.
3 UF 427 99%
35%
e
3 UH 427 99%
79%
|
3 UlJ 427 99%
52%
|
3 UL 427 99%
35%
3 VB 427 99%

Continued on next page...
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Mol | Chain | Length Quality of chain
9%
3 VD 427 — 98%
25%
T —
3 VF 427 99%
23%
I —
3 VH 427 99%
30%
T ——
3 V] 427 99%
40%
T ————————————
3 VL 427 99%
20%
I —
3 WB 427 99%
6%
3 WD 427 —— 99%
15%
3 WF 427 — 99%
5%
3 WH 427 —— 99%
16%
3 WJ qoy | — o
73%
I
3 WL 427 99%
7%
4 AC 438 — 99%
5%
4 AE 438 | == =
11%
4 AG 438 r— 98%
7%
4 Al 438 | = 55%
8%
4 AK 438 | 5o,
11%
4 | AM 438 | EE— 55%
5%
4 BC 438 | 5o,
%
4 BE 438 | = 557,
5%
4 BG 438 — 99%
8%
4 BI 438 | 5o,
10%
4 BK 438 | 557,
2%
4 BM 438 — 98%
13%
4 CC 438 — 99%
13%
4 CE q3g | =

Continued on next page...
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Mol | Chain | Length Quality of chain
8%
4 CG 438 r— 99%
3%
4 CT q3g | =
1%
4 CK 438 — 99%
6%
4 CM 438 — 99%
20%
—
4 DA 438 99%
2%
4 DC 438 — 99%
7%
4 DE 43y | TE— 5o,
7%
4 DG 438 r— 99%
15%
4 DI g3y | 5o,
19%
4 DK 43y | T— 5o,
71%
I
4 EA 438 99%
16%
4 EC 438 —— 98%
9%
4 EE g3y | T — =
21%
I —
4 EG 438 98%
1%
4 EI 43y | 5o,
25%
T —
4 EK 438 99%
31%
T ——
4 FA 438 99%
20%
I —
4 FC 438 98%
8%
4 FE 43g | TE— 5o,
7%
.
4 FG 438 99%
16%
4 FI 43y | — 5o,
7%
.
4 FK 438 99%
32%
.
4 GA 438 98%
26%
I
4 GC 438 99%
21%
I —
4 GE 438 99%

Continued on next page...
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Mol | Chain | Length Quality of chain
2%
T —
4 GG 438 99%
7%
4 GI g3y | T— o
36%
T ——
4 GK 438 99%
35%
T —————
4 HA 438 99%
33%
T ——————
4 HC 438 98%
23%
T —
4 HE 438 99%
33%
T —
4 HG 438 99%
7%
4 HI 438 | 557,
41%
|
4 HK 438 98%
30%
.
4 TA 438 99%
25%
I
4 1C 438 99%
8%
4 IE 43y | T— 5o,
28%
T —
4 1G 438 98%
16%
4 11 g3 |FETTE =
27%
T ——
4 IK 438 99%
23%
——
4 IM 438 99%
20%
S ——
4 JA 438 99%
13%
4 JC 438 | 5o,
16%
4 JE 438 — 99%
7%
4 JG 438 r— 99%
3%
4 JI 438 — 99%
24%
e
4 JK 438 99%
8%
4 KA 438 E— 99%
5%
4 KC 438 r— 99%
8%
4 | KE 438 | o

Continued on next page...
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Mol | Chain | Length Quality of chain
5%
4 KG 438 — 99%
10%
4 KI 438 | FE— =
16%
4 | KK g3 |FETT 55%
14%
4 LA 43y | 5o,
8%
4 LC 438 — 98%
7%
4 LE 438 | 5o,
10%
4 LG 438 r— 98%
5%
4 LI 438 | 557,
12%
4 LK y3g | 5o,
10%
4 MC 438 r— 98%
7%
4 ME 438 | = 5o,
7%
4 MG 438 — 99%
5%
4 MI 438 | =
7%
4 | MK 438 | =
14%
4 | MM 43y | 5o,
4%
T ————————
4 NA 438 99%
38%
T ———————————
4 NC 438 99%
3%
T —————
4 NE 438 99%
34%
T ————
4 NG 438 99%
78%
e
4 NI 438 98%
41%
|
4 NK 438 99%
73%
.
4 OA 438 99%
56%
T
4 ocC 438 98%
50%
T —
4 OE 438 99%
56%
e —
4 oG 438 99%

Continued on next page...



Page 12

Full wwPDB EM Validation Report EMD-35230, 8ITR

Continued from previous page...

Mol | Chain | Length Quality of chain
7%
.
4 Ol 438 99%
62%
P —
4 OK 438 98%
71%
S —
4 PA 438 99%
67%
S —
4 PC 438 99%
76%
T —————————
4 PE 438 99%
58%
P —
4 PG 438 98%
53%
P —
4 PI 438 99%
71%
P —
4 PK 438 99%
68%
.
4 PM 438 98%
67%
.
4 QC 438 99%
78%
.
4 QE 438 99%
57%
.
4 QG 438 98%
53%
P —
4 QI 438 99%
64%
S —
4 QK 438 99%
71%
—
4 QM 438 99%
76%
S ———
4 RC 438 99%
54%
T
4 RE 438 99%
66%
P —
4 RG 438 99%
50%
—
4 RI 438 98%
63%
.
4 RK 438 99%
79%
T —
4 RM 438 99% .
69%
!
4 SC 438 99%
7%
.
4 SE 438 99%
59%
P —
4 SG 438 99%
54%
P —
4 SI 438 99%

Continued on next page...
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Mol | Chain | Length Quality of chain
75%
|
4 SK 438 99%
73%
P —
4 SM 438 99%
69%
S —
4 TC 438 99%
78%
T ———
4 TE 438 99%
51%
T ————————
4 TG 438 99%
59%
P —
4 TI 438 99%
79%
P —
4 TK 438 99%
69%
!
4 ™ 438 99%
56%
T
4 UA 438 99%
37%
I
4 UuC 438 99%
1%
|
4 UE 438 99%
75%
.
4 uG 438 99%
1%
T —
4 Ul 438 99%
59%
S —
4 UK 438 99%
2%
T —
4 VA 438 99%
32%
T ———
4 VC 438 99%
24%
S ——
4 VE 438 99%
35%
T —
4 VG 438 99%
26%
T —
4 VI 438 99%
1%
|
4 VK 438 98%
29%
e
4 WA 438 99%
24%
e
4 WC 438 99%
19%
4 WE 438 98%
23%
—
4 WG 438 99%
24%
T —
4 WI 438 98%
Continued on next page...
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Mol | Chain | Length Quality of chain
4 WK 438 - 98%
5 | Bl | 430 |™ = =
5 B2 430 - 96%
5 B3 430 . 96% ST
5 B4 430 - 72% 27%
5 B5 430 11% 89%
) B6 430 - 83% 16%
5 B7 430 = 93% 7
5 B8 430 - 92% ST%
5 B9 430 27% 73%
19%
6 395 93% 6%
28%
6 D 395 92% 6%
7 C1 490 n 20% 80%
7 C2 490 - 78% 21%
7 C3 490 = 79% 21%
7| o1 | a0 |™ ™ =
7 Ch 490 13% 87%
7 C6 490 n 41% 59%
7 c7 490 i 80% 20%
7 C8 490 79% 20%
7 C9 490 - 60% 39%
7 Ca 490 i 44% 55%
7 Ch 490 i 78% 21%
7 Cc 490 i 79% 21%
7 Cd 490 53% 46%

Continued on next page...
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Mol | Chain | Length Quality of chain
8 D1 447 13% 87%
8 D2 447 | ™ T =
8 D3 447 = 95% 5%
8 D4 447 - 95% 5%
8 D5 447 . 29% 71%
8 D6 447 . 16% 83%
8 D7 447 . 81% 17%
8 D8 447 = 88% 11%
8 D9 447 = 87% 12%
8 Da 447 | *m 7
7%
9 E 853 — 30% 69%
5%
9 F 853 — 83%
20%
I —
10 E1l 206 89% 9%
23%
I —
10 E2 206 89% 9%
20%
I —
10 E3 206 90% 9%
5%
10 E4 206 — 28% 72%
11 F1 557 - 50% 49%
11 F2 557 - 69% 29%
5%
11 F3 557 - 69% 29%
11 F4 557 - 37% 62%
16%
11 F5 557 — 45% 54%
23%
.
11 Fo6 557 69% 30%
10%
11 F7 557 r— 69% 30%
5%
11 FR 557 r— 41% 59%
26%
T —
11 F9 557 31% 69%

Continued on next page...
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Mol | Chain | Length Quality of chain
79%
I
11 Fa 557 69% 30%
13%
11 Fb 5b7 68% 30%
26%
S —
11 Fe 557 55% 43%
11 Fd 557 | B S6%
4%
11 Fe 557 e 57%
22%
—
11 Ff 557 70% 29%
26%
T —
11 Fg 5H7 55% 44%
2%
11 Fh 557 — 32% 67%
33%
. e
11 Fi 557 48% . 51%
15%
11 Fj 557 49% 50%
1%
11 Fk 557 r— 59% 40%
2%
I
11 Fl 557 59% 40%
2%
11 | Fm sy | — o —
1%
12 514 — 86% 13%
12 514 9% 91%
13 Gl 648 & 78% 21%
5%
—
13 G2 648 75% 24%
20%
I —
13 G3 648 77% 21%
20%
I —
14 G4 750 98%
22%
.
14 G5 750 98%
21%
e
14 G6 750 98%
10%
15 H1 319 |F % =
8%
15 12 319 | p m
7%
15 H3 319 — 43% 56%
8%
15 | H4 319 | T v —

Continued on next page...
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Mol | Chain | Length Quality of chain
5%
15 H5 319 42% 56%
10%
15 H6 319 41% 57%
3%
16 I 228 42% 58%
17 11 200 19% 81%
17 12 200 19% 81%
17 13 200 19% 81%
7%
18 J 196 79% 19%
29%
e —
19 J1 189 88% 10%
20%
I ——
19 J2 189 88% 10%
20%
I
19 J3 189 89% 10%
8%
20 K 303 | 5o .
9%
20 303 | T — o =
21 K1 499 20% 79%
7%
21 | K2 499 | = U —
5%
21 K3 499 - 82% 14%
5%
21 K4 499 — 76% 21%
21 | K5 499 | S o
22%
T —
22 L1 255 80% 18%
15%
22 1.2 opn | T— o me——
7%
22 L3 opn | T — 5o, ——
4%
22 L4 opn | — AL
35%
.
23 M 167 69% 31%
1%
24 | Ml 141 | — m
5%
2% | M2 141 | ™= — m—
7%
24 | M3 141 | 7 m—

Continued on next page...
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Mol | Chain | Length Quality of chain
25 | N gy | — 5%
26 | NI oy | — 5o
26 N2 168 == 40% 60%
26 N3 168 == 39% 60%
26 N4 168 — 39% 60%
27 O 377 i 13% 87%
27 377 = 83% 16%
27 Q 377 == 48% 51%
27 R 377 = 59% 40%
28 o1 189 — 53% 44%
28 02 189 —_— 53% 44%
28 | 03 gy | —— o
29 | P1 G | ——— 5%
29 | P2 G | ——
30 Q1 1516 % 88%
30 Q2 1516 7_fl% 88%
30 Q3 1516 % 88%
31 R1 283 - 25% 74%
31 R2 283 - 25% 74%
31 R3 283 = 25% 74%
32 S 470 &015% 85%
32 T 470 &23% 77%
52%
33 U 551 T T s 34%
11%
33 \Y 551 11% 89%

Continued on next page...
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Mol | Chain | Length Quality of chain
2%
T —
33 W% 551 57% . 41%
5%
e
33 X 551 31% . 68%
31%
T — —
34 XA 193 94% -
5%
34 | XB 193 | = 5o e
34 XC 193 = 94% -
10%
34 | XD 193 |F 5o, -
7%
34 | XE 193 | = 505 —
2%
34 | XF 193 |F 27 —e
9%
34 | XG 193 | 72 -
15%
35 XH 241 — 72% . 26%
10%
35 XI 241 r— 73% . 26%
51%
!
35 XJ 241 72% . 26%
9%
35 XK 241 — 73% . 26%
8%
35 XL 241 — 72% . 26%
1%
35 XM 241 r— 73% 26%
27%
T —————
36 Y 547 39% 61%
1%
T ————————
36 Z 547 52% 48%
100%
1y
37 YA 168 96% .
99%
. u
37 YB 168 98% .
98%
|
37 YC 168 98% .
98%
|
37 YD 168 98% .
98%
|
37 YE 168 98% .
96%
]
37 YF 168 96% .
96%
.
37 YG 168 98% .
92%
.
37 YH 168 97% .

Continued on next page...
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Mol | Chain | Length Quality of chain
99%
- m
37 YI 168 97% .
100%
1y
37 YJ 168 97% .
99%
-
37 YK 168 98% .
99%
I
37 YL 168 96% .
98%
g
37 YM 168 96% .
81%
e
37 YN 168 98% .
100%
1y
37 YO 168 98% .
97%
M
37 YP 168 98% .
96%
e
37 YQ 168 98% .
100%
ey
37 YR 168 98% .
100%
gy
37 YS 168 96% .
99%
. ma
37 YT 168 97% .
100%
1y
37 YU 168 97% .
100%
-
37 YV 168 98% .
100%
-
37 YW 168 98% .

38 a 101 89% T 7
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2 Entry composition (i)

There are 39 unique types of molecules in this entry. The entry contains 1283344 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 Meiosis-specific nuclear structural protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
1 A 315 g(;g?)’l 1 (?7 3 51116 5(3)4 1S3 0 0
1 B 196 T(()it%l 1(%6 31110 3(1)9 2 0 0
e Molecule 2 is a protein called Tektin-1.
Mol | Chain | Residues Atoms AltConf | Trace
2| Al 315 27 1508 161 207 o 0 0
2 A2 396 rgggall 20013 512\;8 651)0 180 0 0
2 A3 396 rl3ﬂ(2)t5ai1 2(?13 5§8 651)0 180 0 0
2 Ad 188 ?gga?)l 9(711 21;17 3(1)4 ? 0 0
e Molecule 3 is a protein called Tubulin beta-4B chain.
Mol | Chain | Residues Atoms AltConf | Trace
3 AB 421 gggzl 21(2)9 51;I5 6(26 286 0 0
3 AD 421 gggzl 21(3)9 51;I5 6(4:1)6 286 0 0
3 AF 421 gggaél 21(5)9 51;I5 651)6 286 0 0
3 AH 421 132?61 21(5)9 51;15 651)6 286 0 0
3 A 421 rgggaél 21(5)9 51;15 651)6 286 0 0
3 AL 421 ggg;)’l 21%9 51;15 6(4)6 286 0 0
3 BB 421 gggzl 21%9 51;15 651)6 286 0 0
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Mol | Chain | Residues Atoms AltConf | Trace
3 BD 421 ggf”)%l 21%9 51;15 626 2S6 0 0
3 BF 421 ggg?sl 210()9 51;15 626 2S6 0 0
3 BH 421 ggg?sl 21(2)9 51;15 626 2S6 0 0
s BJ 421 ggg?sl 21(2)9 51;15 651)6 286 0 0
3 BL 421 ggg?sl 21%9 51;15 651)6 286 0 0
s ¢B 421 ’ggt;él 21C()9 51;5 651)6 286 0 0
s “b 421 ’ggt;él 21CO9 51;5 626 286 0 0
s CF 421 ?3)2?31 21%9 51;15 626 286 0 0
s ¢ 421 ggg%l 21(2)9 51;15 6(26 286 0 0
s ©J 421 ggg%l 21009 51;15 6(26 286 0 0
s CL 421 rggg%l 21009 51;15 6(26 286 0 0
3 bB 421 rggg%l 21009 51;15 6(26 286 0 0
3 bb 421 rggg%l 21009 51;15 6(26 286 0 0
3 bE 421 ggg%l 21%9 51;15 6(26 286 0 0
3 bH 421 rggg%l 21009 51;15 6(26 286 0 0
3 b 421 gggzl 21(2)9 51;15 6(26 286 0 0
3 bL 421 gggzl 21(2)9 51;I5 6(26 286 0 0
3 kB 421 ggg%l 21(5)9 5§5 6(26 286 0 0
3 ED 421 gggzl 21(5)9 51;15 651)6 286 0 0
3 EF 421 gggaGI 21(5)9 51;15 651)6 286 0 0
3 EH 421 gggaél 21(5)9 51;15 651)6 286 0 0

Continued on next page...
$roe



Page 23

Full wwPDB EM Validation Report

EMD-35230, 8ITR

Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
3 £ 421 ggf”)%l 21%9 51;15 626 2S6 0 0
3 EL 421 ggg?sl 210()9 51;15 626 2S6 0 0
3 B 421 ggg?sl 21(2)9 51;15 626 2S6 0 0
s FD 421 ggg?sl 21(2)9 51;15 651)6 286 0 0
3 FE 421 ggg?sl 21%9 51;15 651)6 286 0 0
s FH 421 ’ggt;él 21C()9 51;5 651)6 286 0 0
s ) 421 ’ggt;él 21CO9 51;5 626 286 0 0
s L 421 ?3)2?31 21%9 51;15 626 286 0 0
s GB 421 ggg%l 21(2)9 51;15 6(26 286 0 0
s GD 421 ggg%l 21009 51;15 6(26 286 0 0
s GF 421 rggg%l 21009 51;15 6(26 286 0 0
3 GH 421 rggg%l 21009 51;15 6(26 286 0 0
3 GJ 421 rggg%l 21009 51;15 6(26 286 0 0
3 GL 421 ggg%l 21%9 51;15 6(26 286 0 0
3 HB 421 rggg%l 21009 51;15 6(26 286 0 0
3 HD 421 gggzl 21(2)9 51;15 6(26 286 0 0
3 HE 421 gggzl 21(2)9 51;I5 6(26 286 0 0
3 HH 421 ggg%l 21(5)9 5§5 6(26 286 0 0
3 HJ 421 gggzl 21(5)9 51;15 651)6 286 0 0
3 HL 421 gggaGI 21(5)9 51;15 651)6 286 0 0
3 1B 421 gggaél 21(5)9 51;15 651)6 286 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 1D 421 ggf”)%l 21%9 51;15 626 2S6 0 0
3 ¥ 421 ggg?sl 210()9 51;15 626 2S6 0 0
3 I 421 ggg?sl 21(2)9 51;15 626 2S6 0 0
s 1 421 ggg?sl 21(2)9 51;15 651)6 286 0 0
3 IL 421 ggg?sl 21%9 51;15 651)6 286 0 0
s B 421 ’ggt;él 21C()9 51;5 651)6 286 0 0
s D 421 ’ggt;él 21CO9 51;5 626 286 0 0
s ¥ 421 ?3)2?31 21%9 51;15 626 286 0 0
s JH 421 ggg%l 21(2)9 51;15 6(26 286 0 0
s 1) 421 ggg%l 21009 51;15 6(26 286 0 0
s L 421 rggg%l 21009 51;15 6(26 286 0 0
3 KB 421 rggg%l 21009 51;15 6(26 286 0 0
3 KD 421 rggg%l 21009 51;15 6(26 286 0 0
3 KE 421 ggg%l 21%9 51;15 6(26 286 0 0
3 KH 421 rggg%l 21009 51;15 6(26 286 0 0
3 KJ 421 gggzl 21(2)9 51;15 6(26 286 0 0
3 KL 421 gggzl 21(2)9 51;I5 6(26 286 0 0
3 LB 421 ggg%l 21(5)9 5§5 6(26 286 0 0
3 LD 421 gggzl 21(5)9 51;15 651)6 286 0 0
3 LE 421 gggaGI 21(5)9 51;15 651)6 286 0 0
3 LH 421 gggaél 21(5)9 51;15 651)6 286 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 LJ 421 ggf”)%l 21%9 51;15 626 2S6 0 0
3 LL 421 ggg?sl 210()9 51;15 626 2S6 0 0
3 MB 421 ggg?sl 21(2)9 51;15 626 2S6 0 0
s MD 421 ggg?sl 21(2)9 51;15 651)6 286 0 0
3 ME 421 ggg?sl 21%9 51;15 651)6 286 0 0
s MH 421 ’ggt;él 21C()9 51;5 651)6 286 0 0
s MJ 421 ’ggt;él 21CO9 51;5 626 286 0 0
s ML 421 ?3)2?31 21%9 51;15 626 286 0 0
s NB 421 ggg%l 21(2)9 51;15 6(26 286 0 0
s ND 421 ggg%l 21009 51;15 6(26 286 0 0
s NE 421 rggg%l 21009 51;15 6(26 286 0 0
3 NH 421 rggg%l 21009 51;15 6(26 286 0 0
3 NJ 421 rggg%l 21009 51;15 6(26 286 0 0
3 NL 421 ggg%l 21%9 51;15 6(26 286 0 0
3 OB 421 rggg%l 21009 51;15 6(26 286 0 0
3 oD 421 gggzl 21(2)9 51;15 6(26 286 0 0
3 OF 421 gggzl 21(2)9 51;I5 6(26 286 0 0
3 OH 421 ggg%l 21(5)9 5§5 6(26 286 0 0
3 0J 421 gggzl 21(5)9 51;15 651)6 286 0 0
3 OL 421 gggaGI 21(5)9 51;15 651)6 286 0 0
3 PB 421 gggaél 21(5)9 51;15 651)6 286 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 PD 421 ggf”)%l 21C(])9 51;15 626 2S6 0 0
3 PE 421 ggf”)%l 21CO9 51;15 626 2S6 0 0
3 PH 421 ggg%l 21(2)9 51;15 626 2S6 0 0
s b 421 ggg%l 21(2)9 51;15 651)6 286 0 0
s PL 421 1?:(5;?61 21%9 51;15 651)6 286 0 0
s QB 427 ggg%l 21009 51;I5 651)6 286 ¥ 0
s Qb 427 ’g(?)ag%l 21CO9 51;I5 626 286 ¥ 0
s QF 427 ggg%l 21%9 51;15 626 286 ¥ 0
s QH 427 gggél 21%9 5§5 6(26 286 0 0
s QJ 427 ggg%l 21009 51;15 6(26 286 0 0
s QL 427 ggg%l 21C()9 51;15 6(26 286 0 0
s RB 427 ggg%l 21CO9 51;15 6(26 286 0 0
s RD 427 gggzl 21CO9 51;15 6(26 286 0 0
3 RE 427 ggg%l 21%9 51;15 6(26 286 0 0
3 RH 427 rgggzl 21009 51;15 6(26 286 0 0
3 RJ 427 gggzl 21(2)9 51;15 6(26 286 0 0
3 RL 427 gggzl 21(2)9 5§5 6(26 286 0 0
3 5B 421 gggzl 21(5)9 5§5 6(26 286 0 0
3 5D 421 gggzl 21(5)9 51;15 651)6 286 0 0
3 SF 421 gggaGI 21(5)9 51;15 651)6 286 0 0
3 SH 421 gggaél 21(5)9 51;15 651)6 286 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
3 5] 421 ggf”)%l 21%9 51;15 626 2S6 0 0
3 SL 421 ggg?sl 210()9 51;15 626 2S6 0 0
3 1B 421 ggg?sl 21(2)9 51;15 626 2S6 0 0
s 1D 421 ggg?sl 21(2)9 51;15 651)6 286 0 0
3 TF 421 ggg?sl 21%9 51;15 651)6 286 0 0
s TH 421 ’ggt;él 21C()9 51;5 651)6 286 0 0
s T 421 ’ggt;él 21CO9 51;5 626 286 0 0
s L 421 ?3)2?31 21%9 51;15 626 286 0 0
s TN 421 ggg%l 21(2)9 51;15 6(26 286 0 0
s uB 421 ggg%l 21009 51;15 6(26 286 0 0
s ub 421 rggg%l 21009 51;15 6(26 286 0 0
3 UK 421 rggg%l 21009 51;15 6(26 286 0 0
3 Ut 421 rggg%l 21009 51;15 6(26 286 0 0
3 vl 421 ggg%l 21%9 51;15 6(26 286 0 0
3 UL 421 rggg%l 21009 51;15 6(26 286 0 0
3 vB 421 gggzl 21(2)9 51;15 6(26 286 0 0
3 VD 421 gggzl 21(2)9 51;I5 6(26 286 0 0
3 VE 421 ggg%l 21(5)9 5§5 6(26 286 0 0
3 vH 421 gggzl 21(5)9 51;15 651)6 286 0 0
3 v 421 gggaGI 21(5)9 51;15 651)6 286 0 0
3 VL 421 gggaél 21(5)9 51;15 651)6 286 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 WEB 421 ggg?il 21%9 51;15 626 286 0 0
3 WD 421 ggg?il 21009 51;15 626 286 0 0
3 WE 421 ggt;il 21(2)9 51;15 626 2S6 0 0
s WH 421 gggzl 21(2)9 51;15 651)6 286 0 0
3 WJ 421 gggzl 21(2)9 51;15 651)6 2S6 0 0
s WL 421 ’ggt;él 21009 5?5 651)6 286 0 0
e Molecule 4 is a protein called Detyrosinated tubulin alpha-3 chain.
Mol | Chain | Residues Atoms AltConf | Trace
4 AC 438 1?:2;&81 21066 5211 629 2S2 0 0
4 AR 438 gztlaéél 21(256 5211 629 2S2 0 0
4 AG 438 1:;2;&81 21%6 515\511 629 ZS2 0 0
4 Al 438 §Z§a81 21(256 521 629 ZS2 0 0
1] AK 85| G e s oo 2 0 0
1] AM 55| G0N ol s ol 2 0 ;
1] BC 85| 0N ot s ot 2 0 0
4| BE 55| 0N ol s ol 2 0 0
4 BG 438 gztlzl 21(236 521 6(29 282 0 0
4 Bl 438 rgzgl 21066 521 6(29 282 0 0
4 BR 138 gzgl 21066 515\511 6(29 282 0 0
4 BM 438 gz&zl 21066 521 6(29 282 0 0
4 cC 138 gz&zl 21066 5211 6(29 282 0 0
Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
4 CE 438 1?:2;&81 21%6 512\3]1 629 282 0 0
4 CG 438 gztlzl 21C66 515\511 629 282 0 0
4 = 438 1?:2;&81 21(256 52]1 629 2S2 0 0
4 CK 438 gztlzl 21(256 515\511 651)9 282 0 0
4 CM 438 r‘gztlaSI 21%6 52]1 651)9 2S2 0 0
4| DA 85| G0N ol s ol 2 0 0
1] DC 85| 0N ol s ol 2 0 0
4| DB 55| 0N ol s ot 2 0 0
4 ba 438 igztlzl 21(236 515\%11 6(29 282 0 0
4 bl 438 gﬂasl 21CG6 515\%11 6(29 282 0 0
4 DK 438 F-ZEZ;ZI 21066 515\511 6(29 282 0 0
4 EA 438 222381 21066 521 6(29 282 0 0
4 EC 438 gz&zl 21066 5211 629 282 0 0
4 EE 138 gzzzl 21(366 52]1 651)9 282 0 0
4 EG 438 ?;ZEZI 21066 515\3]1 6(29 282 0 0
4 kil 438 gzzzl 21066 515\3]1 6(29 282 0 0
4 EK 438 gztlzl 21066 51§1 6(29 282 0 0
4 FA 438 gztlaé%l 21066 512\; 6(29 282 0 0
4 FC 438 rgztlaél 21(256 51§1 651)9 282 0 0
4 FE 438 1;2;&81 21(256 512\;1 651)9 282 0 0
4 FG 438 gztlaél 21(256 512\;1 651)9 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
4 F 438 1?:2;&81 21%6 512\3]1 629 282 0 0
4 FK 438 gztlzl 21C66 515\511 629 282 0 0
4 GA 438 1?:2;&81 21(256 52]1 629 2S2 0 0
4 GC 438 gztlzl 21(256 515\511 651)9 282 0 0
4 GE 438 r‘gztlaSI 21%6 52]1 651)9 2S2 0 0
1] o6 85| G0N ol s ol 2 0 0
1] G 85| 0N ol s ol 2 0 0
1] GK 55| 0N ol s ot 2 0 0
4 HA 438 igztlzl 21(236 515\%11 6(29 282 0 0
4 He 438 gﬂasl 21CG6 515\%11 6(29 282 0 0
4 HE 438 F-ZEZ;ZI 21066 515\511 6(29 282 0 0
4 HG 438 222381 21066 521 6(29 282 0 0
4 Hl 438 gz&zl 21066 5211 629 282 0 0
4 HK 138 gzzzl 21(366 52]1 651)9 282 0 0
4 IA 438 ?;ZEZI 21066 515\3]1 6(29 282 0 0
4 1c 438 gzzzl 21066 515\3]1 6(29 282 0 0
4 e 438 gztlzl 21066 51§1 6(29 282 0 0
4 1G 438 gztlaé%l 21066 512\; 6(29 282 0 0
4 11 438 rgztlaél 21(256 51§1 651)9 282 0 0
4 IK 438 1;2;&81 21(256 512\;1 651)9 282 0 0
4 M 438 gztlaél 21(256 512\;1 651)9 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
4 JA 438 1?:2;&81 21%6 512\3]1 629 282 0 0
4 € 438 gztlzl 21C66 515\511 629 282 0 0
4 JE 438 1?:2;&81 21(256 52]1 629 2S2 0 0
4 G 438 gztlzl 21(256 515\511 651)9 282 0 0
4 . 438 r‘gztlaSI 21%6 52]1 651)9 2S2 0 0
1] K 85| G0N ol s ol 2 0 0
1] KA 85| 0N ol s ol 2 0 0
1] KC 55| 0N ol s ot 2 0 0
4 KE 438 igztlzl 21(236 515\%11 6(29 282 0 0
4 KG 438 gﬂasl 21CG6 515\%11 6(29 282 0 0
4 Kl 438 F-ZEZ;ZI 21066 515\511 6(29 282 0 0
4 KK 438 222381 21066 521 6(29 282 0 0
4 LA 438 gz&zl 21066 5211 629 282 0 0
4 LC 138 gzzzl 21(366 52]1 651)9 282 0 0
4 LE 438 ?;ZEZI 21066 515\3]1 6(29 282 0 0
4 LG 438 gzzzl 21066 515\3]1 6(29 282 0 0
4 LI 438 gztlzl 21066 51§1 6(29 282 0 0
4 LK 438 gztlaé%l 21066 512\; 6(29 282 0 0
4 Me 438 rgztlaél 21(256 51§1 651)9 282 0 0
4 ME 438 1;2;&81 21(256 512\;1 651)9 282 0 0
4 MG 438 gztlaél 21(256 512\;1 651)9 282 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
4 MI 438 1?:2;&81 21%6 512\3]1 629 282 0 0
4 MK 438 gztlzl 21C66 515\511 629 282 0 0
4 MM 438 1?:2;&81 21(256 52]1 629 2S2 0 0
4 NA 438 gztlzl 21(256 515\511 651)9 282 0 0
4 NC 438 r‘gztlaSI 21%6 52]1 651)9 2S2 0 0
4| NE 85| G0N ol s ol 2 0 0
1] NG 85| 0N ol s ol 2 0 0
i M 55| 0N ol s ot 2 0 0
4 NK 438 igztlzl 21(236 515\%11 6(29 282 0 0
4 OA 438 gﬂasl 21CG6 515\%11 6(29 282 0 0
4 0C 438 F-ZEZ;ZI 21066 515\511 6(29 282 0 0
4 OF 438 222381 21066 521 6(29 282 0 0
4 0G 438 gz&zl 21066 5211 629 282 0 0
4 O 138 gzzzl 21(366 52]1 651)9 282 0 0
4 OK 438 ?;ZEZI 21066 515\3]1 6(29 282 0 0
4 PA 438 gzzzl 21066 515\3]1 6(29 282 0 0
4 PC 438 gztlzl 21066 51§1 6(29 282 0 0
4 PE 438 gztlaé%l 21066 512\; 6(29 282 0 0
4 PG 438 rgztlaél 21(256 51§1 651)9 282 0 0
4 Pl 438 1;2;&81 21(256 512\;1 651)9 282 0 0
4 PK 438 gztlaél 21(256 512\;1 651)9 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
4 PM 438 1?:2;&81 21%6 512\3]1 629 282 0 0
4 QC 438 gztlzl 21C66 515\511 629 282 0 0
4 QF 438 1?:2;&81 21(256 52]1 629 2S2 0 0
4 QG 438 gztlzl 21(256 515\511 651)9 282 0 0
4 Ql 438 r‘gztlaSI 21%6 52]1 651)9 2S2 0 0
o] ek 85| G0N ol s ol 2 0 0
R R A 0 0
1] RO 55| 0N ol s ot 2 0 0
4 RE 438 igztlzl 21(236 515\%11 6(29 282 0 0
4 RG 438 gﬂasl 21CG6 515\%11 6(29 282 0 0
4 Rl 438 F-ZEZ;ZI 21066 515\511 6(29 282 0 0
4 RK 438 222381 21066 521 6(29 282 0 0
4 RM 438 gz&zl 21066 5211 629 282 0 0
4 SC 138 gzzzl 21(366 52]1 651)9 282 0 0
4 SE 438 ?;ZEZI 21066 515\3]1 6(29 282 0 0
4 SG 438 gzzzl 21066 515\3]1 6(29 282 0 0
4 ol 438 gztlzl 21066 51§1 6(29 282 0 0
4 SK 438 gztlaé%l 21066 512\; 6(29 282 0 0
4 SM 438 rgztlaél 21(256 51§1 651)9 282 0 0
4 TC 438 1;2;&81 21(256 512\;1 651)9 282 0 0
4 T 438 gztlaél 21(256 512\;1 651)9 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
4 TG 438 1?:2;&81 21%6 512\3]1 629 282 0 0
4 1 438 gztlzl 21C66 515\511 629 282 0 0
4 TR 438 1?:2;&81 21(256 52]1 629 2S2 0 0
4 ™ 438 gztlzl 21(256 515\511 651)9 282 0 0
4 UA 438 r‘gztlaSI 21%6 52]1 651)9 2S2 0 0
1] Ue 85| G0N ol s ol 2 0 0
4 UB 85| 0N ol s ol 2 0 0
1] ue 55| 0N ol s ot 2 0 0
4 Ul 438 igztlzl 21(236 515\%11 6(29 282 0 0
4 UK 438 gﬂasl 21CG6 515\%11 6(29 282 0 0
4 VA 438 F-ZEZ;ZI 21066 515\511 6(29 282 0 0
4 Ve 438 222381 21066 521 6(29 282 0 0
4 VE 438 gz&zl 21066 5211 629 282 0 0
4 va 138 gzzzl 21(366 52]1 651)9 282 0 0
4 VI 438 ?;ZEZI 21066 515\3]1 6(29 282 0 0
4 VK 438 gzzzl 21066 515\3]1 6(29 282 0 0
4 WA 438 gztlzl 21066 51§1 6(29 282 0 0
4 we 438 gztlaé%l 21066 512\; 6(29 282 0 0
4 WE 438 rgztlaél 21(256 51§1 651)9 282 0 0
4 wa 438 1;2;&81 21(256 512\;1 651)9 282 0 0
4 Wi 438 gztlaél 21(256 512\;1 651)9 282 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
4 WK 438 §2t1a81 21%6 512\311 629 2S2 0 0
e Molecule 5 is a protein called Tektin-2.

Mol | Chain | Residues Atoms AltConf | Trace
g Bl 238 1118531 12(5)2 31;2 3(7)8 g 0 0
g B2 416 gztla%l 21%2 61§2 6(6)9 1S4 0 0
g B3 416 gztlz;l 21%2 61§2 6((?9 1S4 0 0
g B4 312 ggt;;l 15066 41;13 5(54 1S() 0 0
 m | s o 6 s T o | o
g B6 363 ggt;;l 18%4 514\118 5(8)4 181 0 0
g B7 40 ggt;jll 2(517 611]3 6(5)0 1S4 0 0
g B8 398 gg t7a1l 2001 1 61(\)15 621 1S4 0 0
g B9 115 go5t ;1 527 11;15 1(8)4 2 0 0
e Molecule 6 is a protein called Nucleoside diphosphate kinase 7.

Mol | Chain | Residues Atoms AltConf | Trace
0 ¢ 372 gg:la; 18066 51f1 528 2SO 0 0
0 b 372 ggﬁla; 18%6 51111 528 2S() 0 0
e Molecule 7 is a protein called Tektin-3.

Mol | Chain | Residues Atoms AltConf | Trace
7 c1 98 1;300t ; 1 435 11;7 120 ? 0 0
7 2 388 g(igaél 19(312 51§6 6(2)7 1S4 0 0
7 3 388 g(igl 1542 512\316 6(2)7 1S4 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
’ i 361 gggzl 18%1 514\110 5?9 1S4 0 0
Tl e @ | Gy e | O |0
A I R
’ o7 394 ggi?sl 19C72 51;5 6(3)5 1S4 0 0
7 8 394 ?2)321 19C72 5155 6(3)5 1S4 0 0
’ 9 298 ’gzt;él 14096 4120 4(7)7 183 ¥ 0
T Ce 219 ?;ga?l 11C11 3§7 327 1S2 0 0
T b 35| e 10 a6 6o 1 ; 0
T Ce 35| e 10 a6 6o 1 0 0
T 264 D51 1 A 40 s 0 0
e Molecule 8 is a protein called Tektin-4.

Mol | Chain | Residues Atoms AltConf | Trace
R R T O A
8 b2 365 ’ggg;l 18%)4 5?2 536 1S5 0 0
8 b3 425 thSZI 21(238 6128 6(8)5 1S7 0 0
8 b1 425 gztgasl 21(238 6128 6(8)5 1S7 0 0
8 bo 130 qug;)l 6§2 11;)]9 2%)6 g 0 0
8 b6 7 1;50;;1 3(;6 11116 1C1)8 g 0 0
8 b7 369 g((;g?l 18CSZ 51(\;6 5(;7 1S6 0 0
8 b8 398 gggéll 20017 61113 6(25 1S6 0 0
8 b9 394 ggg%l 15%8 61(\)IS 6(??8 1S6 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
8 Da o8 490 300 96 94 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
9 k 265 g(igaol 13%0 315\;0 485 g 0 0
9 F 149 ?i;a; 72512 21(\)19 2%)6 § 0 0
e Molecule 10 is a protein called Tektin bundle-interacting protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
10 k1 187 rfgg;l 932 215\)]5 2(6?5 g 0 0
10 k2 187 rfgg;l 952 212\)]5 2((?5 2 0 0
10 k3 187 rfgt;gl 932 212\)]5 2((?5 g 0 0
o | om oot e s | 0|0

e Molecule 11 is a protein called Tektin-5.

Mol | Chain | Residues Atoms AltConf | Trace
1 ki 284 rgg ?51 1 ASLS 41;8 4(24 QSO 0 0
1 k2 393 gg gil 1 9(294 51:)]0 6(1)6 284 0 0
1 k3 393 gg tQZI 1 9(294 51:)]0 6?6 284 0 0
1 i 212 ??Za; 1 (%4 3156 3(23 182 0 0
1 K5 256 g(i t1846l 1 2(396 315\;6 4(1)1 1S3 0 0
1 k6 389 13? gil 1 573 512\;6 6(1)2 283 0 0
1 b 389 g(i gzl 1 573 51§6 6(1)2 283 0 0
1 ks 229 ?g t;;l 1 1C70 3110 3(5)0 1S7 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
1 173 f?ff%l 825 21;4 2%)2 1S1 0 0
1 Fa 389 ?i?fil 19C73 515\516 6(1)2 2S3 0 0
I Fb 389 g‘igil 19C73 52]6 6(1)2 2S3 0 0
1 Fe 319 gg;a; 15(291 41;16 5(50 1S8 0 0
11| Fd 23 Tlogtgl 1(139 i\; :,% 0 0
) ke 237 ?SZZI 12001 3?4 3(7)5 1S6 0 0
I Fi 393 1?:(2);11 19094 5150 6(1)6 284 0 0
b 311 ggtﬁil 15’%7 41(\315 4(8)8 281 0 0
1L Fh 183 ?Zgasl 931 2126 2C7)5 1S3 0 0
1 ki 272 g(z)gaesl 1?%3 41(\)I6 4(2)9 1S7 0 0
1 Fj 27t 2(2)%1 14006 41(\)19 4(21 1S6 0 0
I Fk 332 g(;t;l 16Cs5 41;3 5(2)3 280 0 0
1 Fl 332 5(7);1 16085 41;3 5(2)3 2So 0 0
1| Fm 327 rggt??l 1(2’)6 4214 5C1)7 280 0 0

e Molecule 12 is a protein called Cilia- and flagella-associated protein 53.

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

12 G 448 3804 2315 737 736 16 0 0
Total C N O S

12 H 47 387 234 T4 TT 2 0 0

e Molecule 13 is a protein called EF-hand domain-containing protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 Gl o10 4192 2708 704 763 17 0 0

Continued on next page...




Page 39 Full wwPDB EM Validation Report EMD-35230, 8ITR
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 G2 495 4081 2634 687 743 17 0 0
Total C N O S
13 G3 o1l 4200 2712 706 765 17 0 0

e Molecule 14 is a protein called EF-hand domain-containing family member C2.

Mol | Chain | Residues Atoms AltConf | Trace
14 G4 748 g(it;;l 3;;%9 1(1)\;8 11(?’)1 289 0 0
14 G5 [ g(igl 3;?33 1(1)\;7 11%0 2S9 0 0
14 GG [ 1(;?2?91 39083 1(1)\;7 1%0 289 0 0

e Molecule 15 is a protein called Protein FAM166A.

Mol | Chain | Residues Atoms AltConf | Trace
15 H1 139 rf(igaél 7(237 21(\)13 2(82 g 0 0
15 H2 135 llﬂ(iga?l 7%38 112\)16 188 § 0 0
15 H3 139 rllﬂ(igaSl 7(237 21(\)13 282 2 0 0
15 Ha 138 ?(it;;l 721 115\;9 2%)1 2 0 0
15 H5 139 ?iga; 7?7 21(\)13 2%)2 2 0 0
15 HG 136 ??tla; 7C174 21(\)IO 1(9)9 ? 0 0

e Molecule 16 is a protein called Cilia- and flagella-associated protein 95.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
16 I 96 781 490 130 157 4 0 0
e Molecule 17 is a protein called Protein FAM166C.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 I 38 208 192 47 58 1 0 0

>U

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
17 12 38 208 192 47 58 1 0 0
Total C N O S
17 I3 38 208 192 47 58 1 0 0

e Molecule 18 is a protein called Cilia- and flagella-associated protein 107.

Mol | Chain | Residues Atoms AltConf | Trace

18 J 198 ?gt;?)l 8(511 212\’)]6 2(3)1 ? 0 0
e Molecule 19 is a protein called Dual specificity phosphatase 21.

Mol | Chain | Residues Atoms AltConf | Trace
19 I I rfgt%l 836 21?\)10 2(533 g 0 0
19 12 I rfg%l 8?6 21?\)]0 2(5)3 S 0 0
19 I3 1 rfgt%l 8;36 21?\)]0 2(5)3 S 0 0

e Molecule 20 is a protein called Cilia- and flagella-associated protein 161.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 K 270 2154 1357 382 400 15 0 0
Total C N O S
20 L 270 2154 1357 382 400 15 0 0

e Molecule 21 is a protein called Coiled-coil domain-containing protein 105.

Mol | Chain | Residues Atoms AltConf | Trace
21 K1 103 TSOZI? 1 5(237 1128 151)4 2 0 0
21 K2 421 gzgaSI 21010 61(\513 6(89 286 0 0
21 K3 428 gzgzl 2 1C47 61;14 6(1)8 286 0 0
21 k4 394 gcl)géll 1571 61114 5(7)1 285 0 0
20 | k| %0 | s | 0|
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e Molecule 22 is a protein called Enkurin.

Mol | Chain | Residues Atoms AltConf | Trace
22 L1 210 ?‘;;Zl 11%2 31(\)IG 3(1)3 g 0 0
22 L2 236 ilrg;?)l 12(;31 311\110 329 S 0 0
2| I3 56| 0w 123 310 519 o 0 0
22| M E S92 112 100 1 0 ¥

e Molecule 23 is a protein called Piercer of microtubule wall 1 protein.

Mol | Chain | Residues Atoms AltConf | Trace
23 M 115 Tf;oéltj l 535 11;10 1(7)5 ZSL 0 0

e Molecule 24 is a protein called Testis-expressed protein 43.

Mol | Chain | Residues Atoms AltConf | Trace
o s s s | OO

2 e e s s s | OO

| e |G s s s | OO

e Molecule 25 is a protein called Piercer of microtubule wall 2 protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 N & 583 379 94 104 6 0 0

e Molecule 26 is a protein called Cilia- and flagella-associated protein 276.

Mol | Chain | Residues Atoms AltConf | Trace
26 N1 08 20; ; l 3(;5 El)\; 185 0 0
26 N2 08 T5O?J>C ; 1 3?5 Sl)\; 185 0 0
26 N3 08 T50?f ; 1 3?5 El;é 1%)5 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
26 N4 68 535 335 95 105 0 0

e Molecule 27 is a protein called RIB43A-like with coiled-coils protein 2.

Mol | Chain | Residues Atoms AltConf | Trace
AR TR
27 P 31T g(()iga?)l 16319 51§7 484 1S3 0 0
27 Q 183 ?(5)531 95132 31(\)15 2;)4 180 0 0
27 R 226 r{gga; 1 1C73 316\;1 3(31 s 0 0

e Molecule 28 is a protein called Protein Flattop.

Mol | Chain | Residues Atoms AltConf | Trace
28 Ol 105 20558“ 1 5(234 1128 1(5)2 ? 0 0
28 02 105 TE;O;; l 5(234 114\118 1?2 ? 0 0
28 03 105 T;;; l 5(214 114\118 1?2 ? 0 0
e Molecule 29 is a protein called Cilia- and flagella-associated protein 52.

Mol | Chain | Residues Atoms AltConf | Trace
29 P1 608 };2 gzl 2 9070 811]9 8(7)5 382 0 0
29 b2 608 Z(e)sgz‘l 29070 811]9 8C7)5 382 0 0
29 P3 608 Z(()igzl 29070 81119 8(’?5 382 0 0

e Molecule 30 is a protein called EF-hand calcium-binding domain-containing protein 6.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
30 Q1 178 1473 941 254 268 10 0 0
Total C N O S
30 Q2 178 1473 941 254 268 10 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
30 Q3 178 ?Z%l 95111 21;4 2((?8 180 0 0
e Molecule 31 is a protein called Cilia and flagella-associated protein 77.
Mol | Chain | Residues Atoms AltConf | Trace
31 Rl & T(‘)’O()tj l 3(731 111]9 1(1)1 § 0 0
31 R2 & T(‘)’OSZ l 3(711 111]9 1(1)1 2 0 0
31 R3 & T(‘)’O()tj l 3?1 11119 1C1)1 2 0 0
e Molecule 32 is a protein called Sperm-associated antigen 8.
Mol | Chain | Residues Atoms AltConf | Trace
32 5 & T5O7t§L 1 321 11(\JI5 1(88 ? 0 0
32 T 109 T900t Z 1 5(539 11;5]6 1(7)4 ? 0 0

e Molecule 33 is a protein called Cilia- and flagella-associated protein 45.

Mol | Chain | Residues Atoms AltConf | Trace
33 v 363 rgcl)gzl 1 2%5 61§3 6(83 IS4 0 0
IEEEEE -F TS HINEK
33 W 323 rg(;gzl 1 (?60 5151 5(3?8 1S4 0 0
o x | m | o Nt o |

e Molecule 34 is a protein called Cilia- and flagella-associated protein 20.

Mol | Chain | Residues Atoms AltConf | Trace
34 XA 185 Iljgfl%l 9(9jO 2129 2C7)4 g 0 0
34 XB 185 ?;Z%l 9(930 2129 2(7)4 ? 0 0
34 XC 185 ?gi%l 9(930 21(\319 2(7)4 ? 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
34 XD 185 ?gﬁl?)l 930 21(\319 2(7)4 g 0 0
34 AE 185 ?;ZE(LJI 930 21(\319 2(7)4 g 0 0
34 A 185 ?;Z%l 930 216\319 2(7)4 3 0 0
34 XG 185 ?‘;Z%l 930 21(219 2(7)4 3 0 0

e Molecule 35 is a protein called Parkin coregulated gene protein homolog.

Mol | Chain | Residues Atoms AltConf | Trace
3 XH 178 ?ZESZI 9?3 214\117 2((?1 2 0 0
3 X 178 ?ZESZI 9?3 214\117 2((?1 2 0 0
3 XJ 178 ?ZESZI 9?3 214\117 2((?1 2 0 0
3 XK 178 ?Zg?)l 9?3 214\117 2((?1 2 0 0
3 AL 178 ?Zg 9?3 214\1]7 2(6?1 2 0 0
35 AM 178 ?Zgzl 9?3 214\1]7 2%)1 2 0 0

e Molecule 36 is a protein called Cilia- and flagella-associated protein 210.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
36 Y 214 1821 1124 345 346 6 0 0
Total C N O S
36 Z 283 2401 1487 429 476 9 0 0

e Molecule 37 is a protein called Sperm acrosome-associated protein 9.

Mol | Chain | Residues Atoms AltConf | Trace
37 YA 168 llﬂthaSl 8?6 214\114 2?4 181 0 0
37 YB 168 ?gga; 8(516 214\114 2(5)4 181 0 0
37 Ye 168 ?g ?51 8?6 214\114 2C5)4 181 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
37 YD 168 ?gga; 8?6 214\1]4 2(5)4 181 0 0
37 YE 168 ?gg;l 8?6 214\1]4 2(5)4 181 0 0
37 Yr 168 rl;gg;l 8?6 214\1]4 2(5)4 181 0 0
37 Ya 168 r‘lrgga; 8?6 214\1]4 2(5)4 181 0 0
37 YH 168 r‘1&2’??51 8?6 214\1]4 2(5)4 181 0 0
37 ¥l 168 ’fgg?)l 8?6 214\114 2(5)4 181 0 0
ST Y 165 | ams s ou o5 11 ¥ 0
ST | YR 165 | ot s ou o5 11 ¥ 0
3T YL 165 | Larn s ou o5 11 ¥ 0
3T | YM 165 | ars s ou 251 11 ¥ 0
57| YN 165 | amn s ou 231 11 ¥ 0
37 YO 168 Iljgg?)l 8?6 214\114 2(5?4 181 0 0
37 Yr 168 Iljgggl 8?6 214\114 2(5)4 181 0 0
37 YQ 168 112221 8(5]6 214\1]4 2(5)4 181 0 0
37 YR 168 112221 8?6 214\114 2(;4 181 0 0
37 S 168 11221 8?6 214\114 2(;4 1S1 0 0
37 YT 168 rfggzl 8?6 2124 2(534 181 0 0
37 Yu 168 11“22?)1 8?6 21;]4 2(5)4 131 0 0
37 v 168 rfgga; 8(536 214\114 2(5)4 1sl 0 0
37 Yw 168 112?51 8?6 214\114 2?4 181 0 0

e Molecule 38 is a protein called Cilia- and flagella-associated protein 141.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 2 Il 782 492 146 140 4 0 0

e Molecule 39 is GUANOSINE-5-TRIPHOSPHATE (three-letter code: GTP) (formula:

CioH16N5014P3).
GTP
o
JI5 .
o |\ N\
N NF’{ OH
[ “ioH
: o
HOwef N
" "0 |
=0 - 9.
HO o o
©
Mol | Chain | Residues Atoms AltConf
Total C N O P
39 AB 1 32 10 5 14 3 0
Total C N O P
39 AC 1 32 10 5 14 3 0
Total C N O P
39 AD 1 32 10 5 14 3 0
Total C N O P
39 AE 1 32 10 5 14 3 0
Total C N O P
39 AF 1 32 10 5 14 3 0
Total C N O P
39 AG 1 32 10 5 14 3 0
Total C N O P
39 AH 1 32 10 5 14 3 0
Total C N O P
39 Al 1 32 10 5 14 3 0
Total C N O P
39 Al 1 32 10 5 14 3 0
Total C N O P
39 AK 1 32 10 5 14 3 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
39 | AL 1 Tg;al 1% g ﬁ 5 0
39 | AM 1 Tg;al 1% 1; 12 g 0
39 | BB 1 Tg;al 1% g 12 g 0
39 | BC | Tg;al 1% E 1(31 5 0
39 | BD 1 Tg;al 1% g 81 5 0
wlm | 1 oY OTI
wlw | 1 oY OTI
39 | BG 1 Tgtzal 1% 1; 81 Pg) 0
wlm | o M ONOTT
wlw | o OO
39 | BJ | ngal 1% 1;1 104 g 0
wlm | o OO
wlm | 1 [ ONOTI
wlm | o OO
o | 1 [ moyor
39 | CC 1 Tg;al 1% 15\} 81 1; 0
wlw | 1 | mEeyory
wlw | 1 | mEoyory
wlw | 1 | mEevory
39 | cG 1 Tgt;‘“l 100 1; 1(1 1; 0
oo 1 Moo

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
39 | cr 1 Tg;al 1% g ﬁ 5 0
39 | 1 Tg;al 1% 1; 1(31 5 0
39 | K | T‘;g‘“ 1% E 1(31 5 0
39 | CL | Tg;al 1% E 1(31 5 0
39 | oM | Tg;al 1% E 81 5 0
oo | o [Ty oI
wlm | o [T O
39 | DC 1 Tgtzal 1% 1; 81 Pg) 0
wlw | [Ty e
oo | o [T O
ol | o [y eT
39 | DG 1 Tgtzal 1% 1;1 81 5 0
ol | o [T O
w0 | o [T e
39 | DJ | Tg;al 100 1; 81 1; 0
w1 | mEeYor
wlm | 1 | mEoyor
wlm | 1 | mEoYoT
wlm | 1 | mEoyoT
39 | EC 1 Tgt;‘“l 100 1; 1(1 1; 0
39 | ED | Tgt;‘“l 100 1; 81 1; 0

Continued on next page...



Page 49

Full wwPDB EM Validation Report

EMD-35230, 8ITR

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
39 | EE 1 Tg;al 1% 1; 1(1 5 0
39 | EF 1 Tg;al 1% 1; 12 g 0
39 | EG | T‘;g‘“ 1% E 1(31 5 0
39 | EH 1 Tg;al 1% E 1(31 5 0
39 | EI 1 Tg;al 1% g 81 5 0
39 | EJ | Tg;al 1% 1; 81 5 0
wlm | 1 [ ONOTI
wlm | 1 | ONOTI
wlm | o [ ONOTI
wlm | 1 [ ONOTI
39 | FC 1 Tgtzal 1% 1;1 104 5 0
wlm | 1 oY OTI
wlm | 1 [ ONOTI
wlw | 1 [ TONOTI
39 | FG 1 ngal 1% 1; 1?1 1; 0
wlm | o | mEoyorT
wlm | 1 | mEoyor
39 | FJ 1 Tgt;‘l 1% 1; 1(1 1; 0
wlm | 1 | mEoyorT
wlw | 1 | mEoyor
wlo | 1 | mEoyoT

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
39 | GB 1 Tg;al 1% g ﬁ 5 0
39 | ac 1 Tg;al 1% 1; 1(31 5 0
39 | GD | T‘;g‘“ 1% E 1(31 5 0
39 | GE | Tg;al 1% E 1(31 5 0
39 | aF | Tg;al 1% E 81 5 0
39 | GG 1 Tg;al 1% 1; 81 5 0
ol | o [Ty O
wla | o [y eT
39 | GJ 1 Tg;al 1% 1; 81 g 0
ol | o [Ty oI
wla | [T
ol | o [mCY O
wlm | o [T eT
39 | HC 1 Tg;al 1% 1; 81 E 0
o w | 1 [ oTor
wlmw | 1 | mEoyorT
wlw | 1 | mEoyory
39 | Ha 1 Tgt;‘l 1% 1; 1(1 1; 0
wlm | 1 | mEoyoT
wlw | 1 | mEoyory
39 | HJ | Tgt;‘“l 100 1; 81 1; 0

Continued on next page...



Page 51

Full wwPDB EM Validation Report

EMD-35230, 8ITR

Continued from previous page...

Mol | Chain | Residues Atoms AltConf
39 | HK 1 Tg;al 1% g ﬁ 5 0
39 | HL 1 Tg;al 1% 1; 12 g 0
39 | 1A 1 Tg;al 1% g 12 g 0
39 | 1B 1 Tg;al 1% E 1(31 5 0
39 | 1C | Tg;al 1% E 81 5 0
wlw | 1 | oNOTT
wlw [ 1 [ oNOT
wlw [ 1 Moo
39 | IG 1 Tg;al 1% 1; 81 g 0
wlw | 1 OO
wn | 1 OO
39 | 1) | Tgtzal 1% 1;1 81 g 0
o w | o OO
wlw | o oo
o w1 ooy
w1 | mEeyory
wlm | 1 | mEoyor
30 | JC 1 Tgt;‘l 1% 1; 1(1 1; 0
wlm | 1 | mEeyory
wlw | 1 | mEovor
wlw | 1 | mEoYorT

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
39 | Ja 1 Tg;al 1% g ﬁ 5 0
39 | JH 1 Tg;al 1% 1; 1(31 5 0
39 | T | T‘;g‘“ 1% E 1(31 5 0
39 | 13 | Tg;al 1% E 1(31 5 0
39 | JK | Tg;al 1% E 81 5 0
AL S M
I S M
L M
39 | KC 1 Tg;al 1% 1; 81 g 0
L M
L MK
AL MK
39 | KaG 1 ngal 1% 1; 81 5 0
AL MK
A
39 | KJ | Tgt;‘l 100 15\} 81 1; 0
I S IR
LS IR
S-S IR
b lw
39 | LC | ngal 100 1; 81 1; 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
39 | LD 1 Tg;al 1% g ﬁ 5 0
39 | LE 1 Tg;al 1% 1; 12 g 0
39 | LF 1 Tg;al 1% g 12 g 0
39 | LG | Tg;al 1% E 1(31 5 0
39 | LH 1 Tg;al 1% g 81 5 0
wlu | [T eT
39 | LJ | Tg;al 1% 1; 81 PS) 0
wlw | o [meY e
wlu | o [T eT
ol | o [Ty O
39 | MC 1 Tgtzal 1% 1;1 104 5 0
wlw | o [T
wlw | [T OT
wlw | o [T e
39 | MG 1 ngal 1% 1; 1?1 1; 0
ol | 1 | mEoYoT
wlm | 1 | mEeyorT
39 | MJ 1 Tgt;‘l 1% 1; 1(1 1; 0
ol | 1 | mEeNoT
wlw | 1 | mEoyoT
IR

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
39 | NA 1 Tg;al 1% g ﬁ 5 0
3 | NB 1 Tg;al 1% 1; 1(31 5 0
39 | NC | T‘;g‘“ 1% E 1(31 5 0
39 | ND 1 Tg;al 1% E 1(31 5 0
39 | NE 1 Tg;al 1% g 81 5 0
wlw | 1 OO
39 | NG 1 Tg;al 1% 1; 31 g 0
ol | o OO
oW | o OO
39 | NJ | Tgt;‘l 1% 1;1 104 g 0
ol | 1 OO
wlw | 1 OO
wlon | 1 OO
wlon | 1 OO
39 | OC 1 ngal 1% 1; 1?1 1; 0
wlw | 1 | mEoyorT
wloe | 1 | mEoYoTI
wlo | 1 | mEoyorT
39 | oG 1 Tgt;‘l 1C0 1; ﬁ 1; 0
wlon | 1 | mEoyorT
wlo | 1 | mEoyoT

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
39 | 03 1 Tg;al 1% g ﬁ 5 0
39 | oK 1 Tg;al 1% 1; 1(31 5 0
39 | oL | T‘;g‘“ 1% E 1(31 5 0
39 | PA 1 Tg;al 1% E 1(31 5 0
39 | PB 1 Tg;al 1% g 81 5 0
39 | PC 1 Tg;al 1% 1; 81 5 0
wlw | o [mCYeT
wlm | o [mCYeT
wlw | o [y eT
39 | PG 1 Tgt;‘l 1% 1;1 104 g 0
wlm | o [WCYOT
IR
39 | PJ | Tg;al 1% I;I 81 g 0
ww | o [T O
o m | 1 ooy
w1 | mEeYorT
wlm | 1 | mEoyorT
oo | 1 | mEoYoTI
wlw | 1 | mEoyor
wlw | 1 | mEoyory
wlw | 1 oy or

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
w oo | 1 [ LS OT]
o e | o [ oyor]
| o [ mosor]
w1 ool
ol | 1 [T CY O
IR
IR
o w | 1 [ oror
390 | RC 1 Tg;al 1% 1; Slg 0
o w | 1 [ oror
o | 1 [ oror
o w | 1 [ oror
39 | RG 1 ngal 1% 1; 815 0
o 1 oy or
o m | 1 [ eTor
39 | RJ | Tgt;‘l 100 15\} ﬁg 0
o | o [ oyoT]
ww | o [ oyor]
o o [ oyoTl
ww | o [ oo
39 | SC 1 ngal 100 1; ag 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
39 | sp 1 Tg;al 1% g ﬁ 5 0
39 | SE 1 Tg;al 1% 1; 1(31 5 0
39 | SF | T‘;g‘“ 1% E 1(31 5 0
39 | sa | Tgt;l 1% g 81 5 0
39 | SH | Tg;al 1% E 81 5 0
IR
39 | 8J 1 Tg;al 1% 1; 31 g 0
o[ o [T eT
wlw | o [ CYoT
ol | o [mCYOT
wlm | o [T OT
39 | TC 1 Tgtzal 1% 1;1 81 5 0
wlm| [T
wlm | o [T
o w | 1 [ oror
39 | TG 1 Tg;al 1% 15\} 81 1; 0
wlm | o | mEoyorT
wlm | o | mEevor
39 | TJ | Tgt;‘l 1C0 1; ﬁ 1; 0
wm | 1 | mEoYorT
w w1 [T

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
39 | TM™ | Tg;al 1% g ﬁ 5 0
39 | TN 1 Tg;al 1% 1; 12 g 0
39 | UA | T‘;g‘“ 1% E 1(31 5 0
39 | UB | Tg;al 1% E 1(31 5 0
39 | UC | Tg;al 1% E 81 5 0
L M
L MK
AL M
39 | UG 1 Tg;al 1% 1; 81 g 0
L S M
L S MK
39 | UJ | Tgtzal 1% 1;1 81 g 0
AL M
AL S MK
NS
39 | VB | Tgt;‘l 100 15\} 81 1; 0
39 | VC 1 T‘;gal 1% 1; 81 1; 0
b e
LS
39 | VF | Tg;al 100 1; 81 1; 0
39 | va | ngal 100 1; 81 1; 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf
39 | vm 1 ngal 1% 1; ﬁ 5 0
39 | VI 1 Tg;al 1% 1; 1(31 5 0
39 | VI | T‘;g‘“ 1% E 1(31 5 0
39 | VK | Tg;al 1% E 1(31 5 0
39 | VL | Tg;al 1% E 81 5 0
L M
IEIEEE S M
39 | WC 1 Tgtzal 1% 1; 81 Pg) 0
IEIEEE S MK
L S M
AL M
39 | WG 1 Tgtzal 1% 1;1 81 5 0
IEIEEE S M
I S MK
39 | WJ | Tg;al 100 1; 81 1; 0
bl e
e T
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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: Meiosis-specific nuclear structural protein 1
8%
Chain A: 63% . 36%

< 0O < PO © & & & O VOO0 O OO O o o o

R231
|

K234
|

K243

e Molecule 1: Meiosis-specific nuclear structural protein 1

10%
Chain B: 39% . 60%

SO & & G000 o


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#residue_plots
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e Molecule 2: Tektin-1

R346
R435

K483

M
Chain Al: 75% . 25%
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e Molecule 2: Tektin-1
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L175

F
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