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This is a wwPDB EM Validation Summary 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.dev132
MolProbity : FAILED
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : NOT EXECUTED
MapQ : FAILED
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49
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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 7.70 A.
There are no overall percentile quality scores available for this entry.

MolProbity failed to run properly - the sequence quality summary graphics cannot be shown.
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2 Entry composition (i)

There are 45 unique types of molecules in this entry. The entry contains 1637265 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 Spermatogenesis-associated protein 4.

Mol | Chain | Residues Atoms AltConf | Trace
Vb s a e s 4 | 0| O

1 A 182 ?gg?al 9?6 21(\314 2%)5 ASL 0 0

1 W 182 ?ggzl 9?6 21(\314 2((?5 ZSL 0 0

1 X 182 ?ggzl 9?6 21(\314 2((?5 ZSL 0 0

1 Y 182 ?ggzl 9(716 21(\314 2((?5 ZSL 0 0

1 z 182 ?;E)Zl 9(7]6 216\314 2((?5 ZSL 0 0

e Molecule 2 is a protein called Kinesin-like protein KIF9.

Mol | Chain | Residues Atoms AltConf | Trace
5 . 197 Total C N O S 0 0

4014 2514 707 775 18

Total C N O S
2 d 568 4578 2866 808 882 22 0 0

Total C N O S
2 e 497 4014 2514 707 775 18 0 0

Total C N O S
2 £ 497 4014 2514 707 775 18 0 0

Total C N O S
2 & 568 4578 2866 808 882 22 0 0

e Molecule 3 is a protein called Cilia- and flagella-associated protein 65.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
3 h 1444 11503 7440 1925 2075 63 0 0

} Total C N O S
3 ! 1444 11503 7440 1925 2075 63 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
3 ] 1444 ;Flog(?; 7404() 1219\;5 20075 683 0 0
e Molecule 4 is a protein called Cilia- and flagella-associated protein 70.

Mol | Chain | Residues Atoms AltConf | Trace
4 k 859 gggl 44?10 1?]26 1;.88 SS5 0 0
4 " 87 ggt;;l 44%6 1?4]15 1??13 SS5 0 0
4 © 859 gggl 4510 1?]26 1;.88 3S5 0 0
1 P 87 gg%l 44%6 1?115 1:?13 385 0 0
1 o 859 gggl 4510 1?]26 1;.88 385 0 0
4 1 874 gg%l 44336 1?4]15 1?13 385 0 0
e Molecule 5 is a protein called Protein FAM228B.

Mol | Chain | Residues Atoms AltConf | Trace
g q 203 ?;t;?)l 10(596 31(\)12 3(1)5 180 0 0
g ' 203 ?(;gl 1(%6 31(\)IQ 3(1)5 180 0 0
g i 203 ?;gl 1(%6 31(\)I2 3(1)5 1So 0 0
e Molecule 6 is a protein called Cilia- and flagella-associated protein 20.

Mol | Chain | Residues Atoms AltConf | Trace
0 t 184 1{}3531 934 21;518 2(7)3 ? 0 0

0 B 184 fggaél 9?4 21(\)’18 2(7)3 5 0 0

e Molecule 7 is a protein called MYCBP-associated protein.

Mol | Chain | Residues Atoms AltConf | Trace
! v 157 ?3331 8(3]7 2217 2(3?5 zsl 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
7 W 157 1313 837 237 235 4 0 0

e Molecule 8 is a protein called Cilia and flagella associated protein 46.

Mol | Chain | Residues Atoms AltConf | Trace
8 A 1764 ;F402t$ 9()C68 2411\;4 26%5 985 0 0
8 B 1246 ;[‘()o()t(?;) 63C88 1é\g)1 1%250 684 0 0
e Molecule 9 is a protein called Cilia- and flagella-associated protein 74.
Mol | Chain | Residues Atoms AltConf | Trace
9 ¢ o r-'[71(;?21 49056 1?1:;)5 14?26 SS5 0 0
9 b 304 rgg;?)l 15513 51(\)15 4('?1 1SO 0 0
9 k 488 rggﬁl 2407 1 6T8 7(86 189 0 0
e Molecule 10 is a protein called Coiled-coil domain containing 180.

Mol | Chain | Residues Atoms AltConf | Trace
10 K 1048 g?il 55C?>8 151)\(1)6 16(5218 489 0 0
106 493 W osr 5 0 2 0 0

e Molecule 11 is a protein called Cilia- and flagella-associated protein 54.

Mol | Chain | Residues Atoms AltConf | Trace
1 H 2700 ;rlo;gé 13392 3615\;3 39051 1§3 0 0
11 595 Teh 159 1208 1812 40 0 0
e Molecule 12 is a protein called Cilia- and flagella-associated protein 221.

Mol | Chain | Residues Atoms AltConf | Trace
2L 20| N6 a2 a2 s s 0 0
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e Molecule 13 is a protein called Leucine rich repeat containing 72.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 M 181 1507 973 265 264 5 0 0

e Molecule 14 is a protein called Deleted in lung and esophageal cancer 1.

Mol | Chain | Residues Atoms AltConf | Trace
14 O 1299 ;F()Olté?; 65026 1;\110 12%7 589 0 0
14 P 591 Zgz%l 29%0 81(\)13 8?1 286 0 0

e Molecule 15 is a protein called Sperm-associated antigen 16 protein.

Mol | Chain | Residues Atoms AltConf | Trace
15 Q 454 gggil 22071 61§4 6(6)6 2S3 0 0
15 R 456 1;28&81 22079 61§6 6(7)0 2S3 0 0
15 5 454 gg;zl 22C71 61§4 6(6)6 283 0 0
15 T 456 g(()igzl 22079 61?\}6 6(7)0 283 0 0
15 v 454 ggft)zl 22C71 61§4 6((?6 283 0 0
15 v 456 gggzl 22079 61§6 6?0 283 0 0

e Molecule 16 is a protein called Sperm-associated antigen 17.

Mol | Chain | Residues Atoms AltConf | Trace
16 * 112 53331 5%4 1411\;6 16094 4S5 0 0
16 Y 121 38531 57092 1;)0 1;)10 4S5 0 0
16 ’ 121 ggif;l 57092 1;)\(1)0 17010 4S5 0 0

e Molecule 17 is a protein called Tubulin beta-4B chain.
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Mol | Chain | Residues Atoms AltConf | Trace
17| Ab 432 rgggail 21029 513\310 6(5)6 286 0 0
17| Ad 432 ggg?l 21029 51;0 6(5)6 286 0 0
7| A 432 ggg?l 21029 515\3]0 6(5)6 286 0 0
17| Ah 432 13“;;1 21029 512\3]0 6(5)6 286 0 0
T Al 432 1325? 21029 51;0 6(5)6 2S6 0 0
17| Bb 432 gg;?l 21029 51;0 6(5)6 2S6 0 0
7| Bd 432 ggg?l 21029 515\510 6(5)6 2S6 0 0
Ir | Bt 432 1:;;;1 21029 515\;10 6(5)6 286 0 0
17| Bh 432 131(:;;1 21029 515\510 6(5)6 286 0 0
It B 432 13“;;1 21029 515\410 6(5)6 286 0 0
I cb 432 13“;;?1 21029 515\50 6(5)6 286 0 0
I cd 432 ggg?l 21029 51550 6(;6 286 0 0
I o 432 ggg?l 21(329 515\410 6(5)6 286 0 0
7| ¢ch 432 ggg?l 21(329 515\50 6(5)6 286 0 0
NS 432 rggtgil 21029 515\50 6(5)6 286 0 0
7| Db 432 ggtgil 21029 515:10 6(5)6 2S6 0 0
17| Dd 132 ggg?l 21C29 520 6(5)6 286 0 0
7| Df 132 ggg?l 21029 5210 6(5)6 286 0 0
17| Dh 132 ggg?l 21C29 515\310 6(5?6 2S6 0 0
I b 432 rgggil 21029 515\310 6(5?6 286 0 0
7| Eb 432 rgggil 21029 515\3]0 6(5?6 286 0 0
7| Ed 132 gggil 21029 512\3]0 6C5)6 286 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
17 Ef 432 gg;l 21029 515\310 6?6 2S6 0 0
17 Eh 432 TB‘gft)?l 21029 52]0 6?6 2S6 0 0
17 £ 432 TB‘(;ESI 21(329 52]0 6(5)6 2S6 0 0
17 Fb 432 ggg?l 21029 515\510 6(5)6 286 0 0
17 Fd 432 ggg?l 21CQ9 51§0 6(5)6 286 0 0
17 b 432 ’gggil 21C29 5?0 6(5)6 286 0 0
17 Fh 432 ’ggg?l 21CZ9 520 6(;6 286 0 0
17 ki 432 ggg?l 21C29 520 6(536 286 0 0
17 Gb 432 gggil 21C29 515\§IO 6(5)6 286 0 0
17 Gd 432 ggg?l 21029 515:10 6(5)6 286 0 0
17 G 432 rgggil 21029 515\510 6(5)6 286 0 0
17 Gh 132 rggg?ll 21029 520 6(5)6 286 0 0
17 Gi 132 rggg?ll 21029 5210 6(5)6 286 0 0
17 Hb 132 gggéll 21029 52]0 6(5)6 286 0 0
17 Hd 432 rgggéll 21029 515\310 6(5?6 286 0 0
17 Hi 432 rgggéll 21029 515\3]0 6(5?6 286 0 0
17 Hh 432 rgggil 21029 512\310 6(5)6 286 0 0
17 Hj 432 rggg?l 21029 512\;0 6(5)6 286 0 0
17 Ib 432 ril’:ggall 21029 51§0 6(5)6 286 0 0
17 1d 432 gggall 21029 5§0 6(5)6 286 0 0
17 It 432 gggall 21029 512\3]0 6(5)6 286 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
17 th 432 gg;l 21029 515\310 6?6 2S6 0 0
17 b 432 TB‘gft)?l 21029 52]0 6?6 2S6 0 0
17 b 432 TB‘(;ESI 21(329 52]0 6(5)6 2S6 0 0
17 Jd 432 ggg?l 21029 515\510 6(5)6 286 0 0
17 It 432 ggg?l 21CQ9 51§0 6(5)6 286 0 0
17 h 432 ’gggil 21C29 5?0 6(5)6 286 0 0
17 I 432 ’ggg?l 21CZ9 520 6(;6 286 0 0
17 Kb 432 ggg?l 21C29 520 6(536 286 0 0
17 Rd 432 gggil 21C29 515\§IO 6(5)6 286 0 0
17 Ki 432 ggg?l 21029 515:10 6(5)6 286 0 0
17 Kh 432 rgggil 21029 515\510 6(5)6 286 0 0
17 K] 132 rggg?ll 21029 520 6(5)6 286 0 0
17 Lb 132 rggg?ll 21029 5210 6(5)6 286 0 0
17 Ld 132 gggéll 21029 52]0 6(5)6 286 0 0
17 Lf 432 rgggéll 21029 515\310 6(5?6 286 0 0
17 Lh 432 rgggéll 21029 515\3]0 6(5?6 286 0 0
17 Li 432 rgggil 21029 512\310 6(5)6 286 0 0
17 Mb 432 rggg?l 21029 512\;0 6(5)6 286 0 0
17 Md 432 ril’:ggall 21029 51§0 6(5)6 286 0 0
17 Mf 432 gggall 21029 5§0 6(5)6 286 0 0
17 Mh 432 gggall 21029 512\3]0 6(5)6 286 0 0

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

Mol | Chain | Residues Atoms AltConf | Trace
I M 432 ggstﬁl 21029 51;0 6(5)6 2S6 0 0
17| An 432 gggil 21Cz9 52]0 6(5)6 2S6 0 0
T Ap 432 gggil 21029 52]0 6(5)6 2S6 0 0
7| Ar 432 131;2)?1 21C29 515\510 6(5)6 2S6 0 0
17 At 432 ggg?l 21C29 5210 6(5)6 2S6 0 0
17| A 432 rl:;gg?l 21029 51;0 6(5)6 2S6 0 0
17| bBao 432 rl:;ggall 21029 51550 6(536 286 0 0
It bBp 432 rl:;gg?l 21(329 515\410 6(536 286 0 0
I b 432 ggg?l 21(329 515\50 6(5)6 286 0 0
17| Bt 432 gggil 21029 515\50 6(5)6 286 0 0
17| By 432 ggg}l 21029 515\50 6(5)6 286 0 0
17| Cn 432 gggil 21029 520 6(5)6 286 0 0
T Cp 432 ggg?l 21029 52]0 6(5)6 286 0 0
I 432 ggg?l 21(329 52]0 6C5)6 286 0 0
T c 432 rgggil 21029 515\3]0 6(5?6 286 0 0
I Oy 432 gggil 21029 515\310 6(5?6 286 0 0
17| Dm 432 gggil 21029 512\3]0 6(5)6 286 0 0
1T} Dp 432 1;;;1 21029 512\310 6(5)6 286 0 0
I Dr 432 gggail 21029 512\3]0 6(5)6 286 0 0
7| Db 432 1?:;;&11 21029 515\3]0 6(5)6 286 0 0
17| Dv 432 gggall 21029 515\3]0 6(5)6 286 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
17} bn 432 ggstil 21Cz9 51;0 6(5)6 2S6 0 0
17T Ep 432 gggil 21Cz9 52]0 6(5)6 2S6 0 0
17 Fr 432 gggil 21029 52]0 6(5)6 2S6 0 0
17| Et 432 131;2)?1 21C29 515\510 6(5)6 2S6 0 0
17| By 432 ggg?l 21C29 5210 6(5)6 2S6 0 0
e tp 432 rl:;gg?l 21029 51;0 6(5)6 2S6 0 0
Ik 432 rl:;ggall 21029 51550 6(536 286 0 0
I ke 432 rl:;gg?l 21(329 515\410 6(536 286 0 0
7| W 432 ggg?l 21(329 515\50 6(5)6 286 0 0
17| fn 432 gggil 21029 515\50 6(5)6 286 0 0
1T Gp 432 ggg}l 21029 515\50 6(5)6 286 0 0
I Gr 432 gggil 21029 520 6(5)6 286 0 0
7] Gt 132 rggtg? 21029 5?0 6(5)6 2S6 0 0
7 Gv 432 ggg?l 21(329 52]0 6C5)6 286 0 0
17| Gn 432 rggg?l 21029 515\310 6(5?6 286 0 0
I Hp 432 gggil 21029 515\310 6(5?6 286 0 0
7| Hr 432 gggil 21029 512\3]0 6(5)6 286 0 0
7| He 432 1;;;1 21029 512\310 6(5)6 286 0 0
7| Hy 432 gggail 21029 512\3]0 6(5)6 286 0 0
17| Hn 432 1?:;;&11 21029 515\3]0 6(5)6 286 0 0
17 Ip 432 gggall 21029 515\3]0 6(5)6 286 0 0
Continued on next page...
gPrDE



Page 12

wwPDB EM Validation Summary Report

EMD-60633, 91JJ
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Mol | Chain | Residues Atoms AltConf | Trace
17 Ir 432 ggstil 21Cz9 51;0 6(5)6 2S6 0 0
Ik 432 gggil 21Cz9 52]0 6(5)6 2S6 0 0
17 v 432 gggil 21029 52]0 6(5)6 2S6 0 0
17 In 432 131;2)?1 21C29 515\510 6(5)6 2S6 0 0
17 Ip 432 ggg?l 21C29 5210 6(5)6 2S6 0 0
17 Ir 432 rl:;gg?l 21029 51;0 6(5)6 2S6 0 0
I & 432 rl:;ggall 21029 51550 6(536 286 0 0
N 432 rl:;gg?l 21(329 515\410 6(536 286 0 0
I o 432 ggg?l 21(329 515\50 6(5)6 286 0 0
17| Ko 432 ggg%l 21029 5§9 6(5)6 286 0 0
I ke 432 ggg}l 21029 515\50 6(5)6 286 0 0
7| ke 432 gggil 21029 520 6(5)6 286 0 0
7 K 432 ggg?l 21029 52]0 6(5)6 286 0 0
7| K 432 ggg?l 21(329 52]0 6C5)6 286 0 0
17| In 432 rggg?l 21029 515\310 6(5?6 286 0 0
I p 432 gggil 21029 515\310 6(5?6 286 0 0
I L 432 gggil 21029 512\3]0 6(5)6 286 0 0
7| Lt 432 1;;;1 21029 512\310 6(5)6 286 0 0
I v 432 gggail 21029 512\3]0 6(5)6 286 0 0
17| Mn 432 1?:;;&11 21029 515\3]0 6(5)6 286 0 0
7| Mp 432 gggall 21029 515\3]0 6(5)6 286 0 0
Continued on next page...
gPrDE
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Mol | Chain | Residues Atoms AltConf | Trace
17| M 432 ggstil 21Cz9 51;0 6(5)6 2S6 0 0
17| Mg 432 gggil 21Cz9 52]0 6(5)6 2S6 0 0
I My 432 gggil 21029 52]0 6(5)6 2S6 0 0

e Molecule 18 is a protein called Tubulin alpha-3 chain.

Mol | Chain | Residues Atoms AltConf | Trace
18 | Ac 439 52511 21069 512\3]2 6(5)1 282 0 0
18 | Ae 439 git;il 21C(59 515\312 6(5)1 282 0 0
18 | As 439 gitgil 21069 515\312 6(5)1 282 0 0
18 Al 439 ?ZZT 21%9 51;2 6(5)1 2S2 0 0
18 | Ak 439 32511 21%9 5212 6(5)1 2S2 0 0
18 Be 439 gigil 21(259 515\512 6(5)1 2S2 0 0
18 Be 439 gigil 21%9 515\512 6(5)1 2S2 0 0
18 1 Be 439 gZZT 21C69 515\412 6(5?1 282 0 0
18 Bi 439 rgztzil 21069 522 6(5)1 2S2 0 0
18 | Bk 439 gZZT 21069 51;;12 6(531 282 0 0
18 1 Ce 439 gZZT 21(339 522 6(5)1 282 0 0
18 1 Ce 439 gfﬁf 21%9 522 6(5)1 282 0 0
18 1 Ce 439 gZZT 21069 51552 6(5)1 282 0 0
18 Ci 439 22511 21069 515\312 6(;1 282 0 0
18 | Ck 439 22211 21069 522 6(;1 282 0 0
18 | De 439 gigil 21069 5?2 6(5)1 282 0 0
Continued on next page...
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
18 | De 439 52511 21%9 515\3]2 6(5)1 282 0 0
18 | Deg 439 gZZT 21C69 515\312 6(5)1 2S2 0 0
18 bi 439 1?:2;11 21%9 522 6(5)1 2S2 0 0
18 | Dk 439 gZZT 21%9 51;2 6(5)1 282 0 0
18 Fe 439 52511 21(239 5212 6(5)1 2S2 0 0
18 | ke 439 gZZT 21069 51;52 6(5)1 282 0 0
18| Ee 439 gZZil 21%9 522 6(5)1 282 0 0
18 b 439 gZZT 21(?39 515\;12 6(5’31 282 0 0
18 | Ek 439 gZZT 21%9 515\;12 6(5)1 282 0 0
18 Fa 439 gitif 21069 522 6(5)1 282 0 0
18 ke 439 gZZT 21069 515\52 6(5)1 282 0 0
18 Fe 439 gigil 21C69 522 6(5)1 282 0 0
18 Fe 439 gigil 21C69 5?2 6(5)1 282 0 0
18 ki 439 EEZZT 21%9 52]2 6(;1 282 0 0
18 | Ga 439 52511 21069 515\3]2 6(5?1 2S2 0 0
18 | Ge 439 52511 21069 515\3]2 6(5?1 282 0 0
18 | Ge 439 gZZT 21069 515\3]2 6(5)1 282 0 0
18 Ge 439 13:2511 21069 512\312 6(5)1 282 0 0
18 Gi 439 gitgil 21069 515\3]2 6(5)1 282 0 0
18 | Ha 439 §ZZT 21%9 512\3]2 6(5)1 282 0 0
18 | He 439 52311 21%9 512\3]2 6(5)1 282 0 0
Continued on next page...
gPrDE
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Mol | Chain | Residues Atoms AltConf | Trace
18 | He 439 52511 21%9 515\3]2 6(5)1 282 0 0
18 1 He 439 gZZT 21C69 515\312 6(5)1 2S2 0 0
18 Hi 439 52511 21%9 5212 6(5)1 2S2 0 0
18 la 439 gféil 21%9 515\512 6(5)1 2S2 0 0
18 e 439 52511 21(239 5212 6(5)1 2S2 0 0
18 le 439 gZZT 21069 51;52 6(5)1 282 0 0
18 I 439 gZZil 21%9 522 6(5)1 282 0 0
18 i 439 gZZT 21(?39 515\;12 6(5’31 282 0 0
18 Ja 439 gitﬁf 21%9 522 6(5)1 282 0 0
18 Je 439 gitif 21069 522 6(5)1 282 0 0
18 Je 439 gZZT 21069 515\52 6(5)1 282 0 0
18 I8 439 gigil 21C69 522 6(5)1 282 0 0
18 I 439 gZZT 21069 5212 6(5)1 282 0 0
18 | Re 439 gZZZI 21069 5212 6(5)1 282 0 0
18 | Re 439 52511 21069 515\3]2 6(5?1 2S2 0 0
18 | Ke 439 52511 21069 515\3]2 6(5?1 282 0 0
18 Ki 439 gZZT 21069 515\312 6(5)1 282 0 0
18 | Kk 439 gZZT 21069 512\3]2 6(5)1 282 0 0
18 Le 439 gZZT 21%9 512\3]2 6(5)1 282 0 0
18 Le 439 §ZZT 21%9 512\3]2 6(5)1 282 0 0
18 Le 439 52311 21%9 512\3]2 6(5)1 282 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
18 Li 439 132;11 21%9 51;2 6(5)1 282 0 0
18 | Lk 439 52511 21%9 5212 6(5)1 2S2 0 0
18 | M 439 52511 21%9 515\512 6(5)1 2S2 0 0
18 | Me 439 gféil 21%9 515\512 6(5)1 2S2 0 0
18 | Mg 439 52511 21(239 5212 6(5)1 2S2 0 0
18 | Mi 439 gZZT 21069 522 6(5)1 282 0 0
18| Mk 439 rgztzil 21(339 51;;12 6(5)1 282 0 0
18 | Ao 439 gZZil 21(339 522 6(5’31 282 0 0
18 1 Aq 439 gitﬁf 21%9 522 6(5)1 282 0 0
18 | As 439 gitif 21069 522 6(5)1 282 0 0
18 | Au 439 gZZT 21069 515\52 6(5)1 282 0 0
18 | Aw 439 gigil 21C69 522 6(5)1 282 0 0
18 | Bo 439 gigil 21C69 5?2 6(5)1 282 0 0
18 | Ba 439 gZZZI 21069 5212 6(5)1 282 0 0
18 Bs 439 52511 21069 515\3]2 6(5?1 2S2 0 0
18 | Bu 439 52511 21069 515\3]2 6(5?1 282 0 0
18 | Bm 439 gZZT 21069 515\3]2 6(5)1 282 0 0
18 | Co 439 13:2511 21069 512\312 6(5)1 282 0 0
18 | Ca 439 gZZT 21%9 512\3]2 6(5)1 282 0 0
18 Cs 439 §ZZT 21%9 512\3]2 6(5)1 282 0 0
18 | Cu 439 52311 21%9 512\3]2 6(5)1 282 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
18 | Cm 439 52511 21%9 515\3]2 6(5)1 282 0 0
18 | Do 439 gZZT 21C69 515\312 6(5)1 2S2 0 0
18 1 Dq 439 52511 21%9 515\512 6(5)1 2S2 0 0
18 Ds 439 gféil 21%9 515\512 6(5)1 2S2 0 0
18 | Du 439 52511 21(239 5212 6(5)1 2S2 0 0
18 | Dm 439 gZZT 21069 51;52 6(5)1 282 0 0
18 | Fo 439 gZZil 21%9 522 6(5)1 282 0 0
18 | Eq 439 gZZil 21(339 522 6(5’31 282 0 0
18 Es 439 gitﬁf 21%9 522 6(5)1 282 0 0
18 | Eu 439 gitif 21069 522 6(5)1 282 0 0
18 | Em 439 gZZT 21069 515\52 6(5)1 282 0 0
18 Fo 439 gigil 21C69 522 6(5)1 282 0 0
18 Fq 439 gigil 21C69 5?2 6(5)1 282 0 0
18 Fs 439 gZZZI 21069 5212 6(5)1 282 0 0
18 Fu 439 52511 21069 515\3]2 6(5?1 2S2 0 0
18 | Fw 439 52511 21069 515\3]2 6(5?1 282 0 0
18 | Go 439 gZZT 21069 515\3]2 6(5)1 282 0 0
18 Ga 439 13:2511 21069 512\312 6(5)1 282 0 0
18 Gs 439 gZZT 21%9 512\3]2 6(5)1 282 0 0
18 | Gu 439 §ZZT 21%9 512\3]2 6(5)1 282 0 0
18 | Gw 439 52311 21%9 512\3]2 6(5)1 282 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
18 | Ho 439 52511 21%9 515\3]2 6(5)1 282 0 0
18 1 Hq 439 gZZT 21C69 515\312 6(5)1 2S2 0 0
18 Hs 439 52511 21%9 515\512 6(5)1 2S2 0 0
18 | Hu 439 gféil 21%9 515\512 6(5)1 2S2 0 0
18 | Hw 439 52511 21(239 5212 6(5)1 2S2 0 0
18 fo 439 gZZT 21069 51;52 6(5)1 282 0 0
18 lq 439 gZZil 21%9 522 6(5)1 282 0 0
18 Is 439 gZZil 21(339 522 6(5’31 282 0 0
18 lu 439 gitﬁf 21%9 522 6(5)1 282 0 0
18 hw 439 gitif 21069 522 6(5)1 282 0 0
18 Jo 439 gZZT 21069 515\52 6(5)1 282 0 0
18 14 439 gigil 21C69 522 6(5)1 282 0 0
18 Is 439 gigil 21C69 5?2 6(5)1 282 0 0
18 Ju 439 gZZZI 21069 5212 6(5)1 282 0 0
18 w 439 52511 21069 515\3]2 6(5?1 2S2 0 0
18 | Ko 439 52511 21069 515\3]2 6(5?1 282 0 0
18 | Kq 439 gZZT 21069 515\3]2 6(5)1 282 0 0
18 | RKs 439 13:2511 21069 512\312 6(5)1 282 0 0
18 | Ku 439 gZZT 21%9 512\3]2 6(5)1 282 0 0
18 | Km 439 §ZZT 21%9 512\3]2 6(5)1 282 0 0
18 Lo 439 52311 21%9 512\3]2 6(5)1 282 0 0
Continued on next page...
gPrDE
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Continued from previous page...

Mol | Chain | Residues Atoms AltConf | Trace
18 Lq 439 52511 21%9 515\3]2 6(5)1 282 0 0
18 Ls 439 gZZT 21C69 515\312 6(5)1 2S2 0 0
18 Lu 439 52511 21%9 515\512 6(5)1 2S2 0 0
18 | Lm 439 gféil 21%9 515\512 6(5)1 2S2 0 0
18 | Mo 439 52511 21(239 5212 6(5)1 2S2 0 0
18 | Mg 439 gZZT 21069 51;52 6(5)1 282 0 0
18 | Ms 439 gZZil 21%9 522 6(5)1 282 0 0
18 | Mu 439 gZZil 21(339 522 6(5’31 282 0 0
18 | Mm 439 gitﬁf 21%9 522 6(5)1 282 0 0
e Molecule 19 is a protein called Sperm-associated antigen 6.
Mol | Chain | Residues Atoms AltConf | Trace
19| AA 461 ggg? 22039 51;7 6(5)2 1S7 0 0
| AB |son | s a0 | O
19| AC A 1:;2;21 23014 61;I5 6(7)2 188 0 0
19 | AD ou7 ggg 2574 61(\;5 7(2)4 189 0 0
19 | AE o07 ?8);;;1 2574 6125 7(2)4 189 0 0
19 | AF o07 ?8);2;1 2574 6125 7(2)4 189 0 0
19 | AG o07 gggl 24074 6125 7(2)4 189 0 0
19 | AH o07 gggl 24074 61(\SI5 7(2)4 189 0 0
19 Al o07 gggl 24074 61(\;5 7(2)4 189 0 0
19 AJ o07 gggl 2574 6215 7(2)4 189 0 0
Continued on next page...
grbB
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Mol | Chain | Residues Atoms AltConf | Trace
19 AK 490 g(;ﬁlzl 23?37 614\113 685 189 0 0
19 AL oU3 ggﬁla; 24519 61(\510 7(1)7 189 0 0
19 AM 490 g(;ﬁl 2?%7 6123 685 189 0 0
19 AN 490 g(;zlll 23(;%7 611\53 685 189 0 0
19 AO 491 g(;g?l 23(2)2 6124 686 189 0 0
19 AP o03 ’g(S)Z;)l 24049 6120 7(1)7 189 ¥ 0
19 AQ ou2 ’gggzl 24046 6?9 7(1)5 189 ¥ 0
19| AR 01| i o s 1o 10 ; 0
19 AS oU3 ?8)512;1 243;9 6120 7(1)7 189 0 0
19 AT 490 g(;gl 23087 6123 6(;5 188 0 0
19 AU 491 2(7);1 23092 6124 6(;6 189 0 0
19 AV o03 ggizl 24519 61(\;0 7(1)7 189 0 0
| AW 0TS L s 1 1o 0 0
19 AX oul gg?ll 24812 615\)18 7(1)2 189 0 0
19 AY oul gggil 24512 615\)I8 7(1)2 189 0 0
19 AZ oul rgg?ll 24812 615\)I8 7(1)2 1S9 0 0
19 Al oul r—gg?ﬁl 24312 61§8 7(1)2 1S9 0 0
e Molecule 20 is a protein called Calmodulin-1.

Mol | Chain | Residues Atoms AltConf | Trace
20 3D 149 1113)167?11 7(1]9 12]9 2(5)6 180 0 0
20 3t 149 111(1)167:?1l 7(1]9 11;39 2(5)6 180 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
20 3K 149 ?it;il 7C119 115\319 2(5)6 180 0 0
20 3G 149 ??t?illl 7(139 11;;9 2(5)6 180 0 0
20 SH 149 ?it;jll 7(139 115\;9 2(5)6 180 0 0
20 3l 149 ?igil 7?9 115\%19 2(5)6 180 0 0
20 3J 149 r‘lr(i;%jll 7?9 11;19 2(5)6 180 0 0

e Molecule 21 is a protein called Cilia- and flagella-associated protein 69.

Mol | Chain | Residues Atoms AltConf | Trace
21 A2 825 Egg%l 42%1 1?(])8 1;.19 42 0 0
21 A3 825 Egg%l 42%1 1?(])8 1;.19 42 0 0
21 Ad 825 EZ’E)%I 42(?31 1?(1)8 1;.19 42 0 0

e Molecule 22 is a protein called Sperm acrosome-associated protein 9.

Mol | Chain | Residues Atoms AltConf | Trace
22 1A 198 ?gg;l 8%7 21;]7 251)0 181 0 0
22 1B 198 ?2);&51 8%7 21;17 251)0 181 0 0
22 1C 198 fgt;gl 8%7 21;17 220 181 0 0
22 1D 198 ?g;a; 8%7 21;17 2(20 181 0 0
22 1G 198 ?g;a; 8%37 21;7 2(20 181 0 0
22 1 198 ?g;a; 8%)37 21;7 2(20 181 0 0
22 1k 108 r‘1Fg§3a51 8%7 21;17 220 181 0 0
22| ¥ 158 ?2)?51 8%7 7 220 N 0 0
22 1 158 ?2);;;)1 8%7 21;17 220 181 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
22 1K 198 Tl‘g;a; 8%7 21;17 2(2() 181 0 0
22 1L 198 Tl‘gg;l 8%7 21;17 2(2() 181 0 0
22 IM 198 ?gg;l 8%7 21;17 2(2() 181 0 0
22 IN 158 ?gg;l 8%7 21;17 2(2() 181 0 0
22 | 10 158 ?2)?51 8%7 21;17 220 181 0 0
22 1P 158 ’fgg;)l 8%7 21;]7 220 181 0 0
22119 158 ?2);21 8(037 21;]7 220 1S1 0 0
22| IR 15| e osor 227 20 11 ¥ 0
2 1 15| e osor 227 20 11 ¥ 0
22| 1 15| e sor 27 20 11 ¥ 0
22| U 15| e osor 27 20 11 ¥ 0
22 v 198 F{(Z) g;l 8(0]7 21;7 220 181 0 0
22 W 198 rf; t8?;)l 8%)]7 21;7 220 lsl 0 0
22 X 198 r{g g;l 8(037 21;17 220 lsl 0 0
22 Y 198 ?; ;ZI 8%7 21;17 220 lsl 0 0
22 12 198 ?g ga; 8%7 21;17 22() lsl 0 0
22 la 158 ?gg;l 8%7 21;]7 220 181 0 0
22 b 198 rf;g;l 8%7 21;17 220 131 0 0
22 ] e 158 qugél 8(037 21;I7 220 1S1 0 0
22 1d 198 111;;&51 8%37 21;17 220 181 0 0
22 2A 198 ?(2) ;aé)l 8%17 21;17 220 181 0 0

Continued on next page...
sPrpe
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Mol | Chain | Residues Atoms AltConf | Trace
22 2D 198 Tl‘g ?51 8%7 21;17 2(2() 181 0 0
22 2B 198 Tl‘g ;E;Sl 8%37 21;17 2(2() 181 0 0
22 2C 198 ?g ;Zl 8%37 21;17 2(2() 181 0 0
22 2K 158 r{g g;l 8%7 21;17 22() 181 0 0
22 &= 158 ?2)?51 8%7 7 220 N 0 0
22 2G 158 ’fgg?)l 8%7 21;17 220 181 0 0
22 | °H 15| o s 27 om0 11 ¥ 0
22 | 2 15| o s 7 om0 11 ¥ 0
22| 2 55| o s 27 om0 11 ¥ 0
22 | 2K 155 | o s 27 om0 11 ¥ 0
22 2L 15| o s 27 om0 11 ¥ 0
22 2M 198 ?(2) ;E;)l 8(037 21;7 220 181 0 0
22 2N 198 r{g t8?)l 8%)]7 21;]7 220 lsl 0 0
22 20 198 r{;g;l 8(037 21;17 220 lsl 0 0
22 2P 198 ?g ggl 8%7 21;17 220 lsl 0 0
22 1 2Q 198 ?gga; 8%7 21;17 220 131 0 0
22 2R 198 rfg ?51 8%]7 21;17 220 181 0 0
22 25 198 rf; ggl 8%7 21;17 220 181 0 0
22 2T 198 ?2) ?51 8(037 21;17 220 1S1 0 0
22 2U 198 ?2) ?51 8%17 21;17 220 181 0 0
22 2V 198 ?(2) ?51 8%37 21;17 220 181 0 0

Continued on next page...
$roe
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Mol | Chain | Residues Atoms AltConf | Trace
22 Qe 158 Tl‘g;a; 8%7 21;17 220 1S1 0 0
22 1f 198 ?g;a; 8%37 21;17 220 181 0 0
22 lg 198 ?g;asl 8%7 21;17 220 1S1 0 0
22 th 108 rB?Sl 8%7 21;17 22() 181 0 0
22 U 158 ?2)?51 8%7 7 220 N 0 0
22 L] 158 ?2);21 8%7 21;]7 220 181 0 0
22 | Ik 15| o s 27 om0 11 ¥ 0
e Molecule 23 is a protein called Protein dpy-30 homolog.

Mol | Chain | Residues Atoms AltConf | Trace
RN Y ERE
IR T ST ANEE
IR Y IEEE
28| W K 1 a0 104 107 ¥ ¥
25| 31 o7 o 206 70 81 0 0

281 38U K 1 a0 104 107 0 0

e Molecule 24 is a protein called Unknownl.

Mol | Chain | Residues Atoms AltConf | Trace
24 | 3A 57 Tl © N0 0 0

e Molecule 25 is a protein called Spermatogenesis-associated protein 17.
Mol | Chain | Residues Atoms AltConf | Trace
25 3B 173 ?gtlzél 9?2 21;]7 2C5)8 S 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 3C 173 1516 972 277 258 9 0 0

e Molecule 26 is a protein called Cilia- and flagella-associated protein 119.

Mol | Chain | Residues Atoms AltConf | Trace
26 3K 169 rfgg;l 9%34 21;11 224 180 0 0
26 3L 147 ?(Q)E)aél 7;35 21(\)13 2(1)0 1SO 0 0
26 M 169 ?gg;l 9%4 21Z\’)Il 251)4 180 0 0
26 SN 147 ?2)2)&81 7?5 21(\)13 2(1)() 180 0 0
26 30 169 Tl‘gg;l 9%4 21;3]1 2(24 180 0 0
26 3P 147 ?ggzl 735 21(\)13 2(1)() 180 0 0

e Molecule 27 is a protein called MORN repeat containing 2.

Mol | Chain | Residues Atoms AltConf | Trace
27 3Q 131 1;8;)&11 6?1 11;13 281 2 0 0
27 3R 131 ?8?3?1 6?1 11;13 281 2 0 0
27 35 131 ?8?3?1 6?1 11;13 2%)1 2 0 0

e Molecule 28 is a protein called Unknown2.

Mol | Chain | Residues Atoms AltConf | Trace
# o | w0 g e | 0| O
28 | 3a 93 206?;1 2(739 513 9% 0 0

e Molecule 29 is a protein called Unknown3.

Mol | Chain | Residues Atoms AltConf | Trace

29 3b 143 T;fg l 4(2]9 114\113 124 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
29 3 143 716 429 143 144 0 0
Total C N @)
29 3d 143 716 429 143 144 0 0
e Molecule 30 is a protein called Unknown4.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
30 3e o4 270 162 54 54 0 0
e Molecule 31 is a protein called Unknownb.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
31 3f 18 9 5418 18 0 0
e Molecule 32 is a protein called Unknown6.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
32 38 47 9235 141 47 47 0 0

e Molecule 33 is a protein called Cilia and flagella-associated protein 47.

Mol | Chain | Residues Atoms AltConf | Trace
3. A |26 | e e ses a1 ¥ ¥
33 | 4B 296 | ur aiss sest 4T 1) 0 ¥
e Molecule 34 is a protein called Hydrocephalus-inducing protein.

Mol | Chain | Residues Atoms AltConf | Trace
34 4G 4TS E;l;’)ofgé 21218 5111\536 61%6 1?9 0 0
34 4H J085 ;Ofgé 18(7373 481\;2 54813 14818 ¥ 0
st 4 15| 0 61 261 4803 129 ¥ ¥
s 4 709 Sl a6ts 08 100 2 0 0

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

34 4K 394 qi;(ii(;)z;l 2(?2 1 497 5?5 S 0 0
e Molecule 35 is a protein called Germ cell-less protein-like 1.

Mol | Chain | Residues Atoms AltConf | Trace
35 4C 422 gzgzl 21(537 51;5]1 6(3)1 284 0 0
35 4D 422 gzga?)l 21(;7 51;5]1 6(3)1 284 0 0
35 4L 422 gzg?’)l 2 1(;7 5121 6(3)1 284 0 0
35 4k 422 gzgzl 2 1C87 51(\5]1 6(?31 284 0 0

e Molecule 36 is a protein called Sperm flagellar protein 2.

Mol | Chain | Residues Atoms AltConf | Trace
36 M 1361 Eolt??é 7OC67 191\;1 283 388 0 0
36 4N 1361 ;Flolt;é 70%7 191\;1 2?13 388 0 0
36 4L 1361 ;Flolt??ﬁl) 7()067 191\;1 21013 3S8 0 0

e Molecule 37 is a protein called Leucine-rich repeat and guanylate kinase domain-containing

protein.

Mol | Chain | Residues Atoms AltConf | Trace
37 4P 470 5251861 2559 61§7 7(2)3 281 0 0
37 1Q 47 ggﬁl?)l 2559 61§7 7(2)3 281 0 0
37 10 470 gg:l?)l 2559 61?\}7 7(2)3 281 0 0

e Molecule 38 is a protein called Putative aspartate aminotransferase, cytoplasmic 2.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
38 4R 389 3082 1997 505 561 19 0 0

Continued on next page...
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Mol | Chain | Residues Atoms AltConf | Trace
38 48 388 ggt;jll 19%1 51(\)I4 520 189 0 0
38 . 389 g(())g;l 19C97 51(\)I5 521 189 0 0
38 U 388 g(())t;jll 19(291 51(\)14 520 189 0 0
38 v 389 gggzl 19(397 51(\)I5 5(6)1 189 0 0
38 AW 389 gggzl 19%7 51(\)IS 5(6)1 189 0 0

e Molecule 39 is a protein called Leucine-rich repeat and death domain-containing protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
39 x 720 E(;;Zl 36%8 91;19 1(%2 380 0 0
39 4 720 E(;;Zl 3(%8 91;19 1(%2 SSO 0 0

e Molecule 40 is a protein called G protein-coupled receptor kinase 3.

Mol | Chain | Residues Atoms AltConf | Trace

40 47 636 ggga?)l 3??11 91(\)14 951)8 480 0 0

e Molecule 41 is a protein called Serine/threonine-protein phosphatase PP1-gamma catalytic

subunit.
Mol | Chain | Residues Atoms AltConf | Trace
e 208 rg(it%l 13%6 3?9 387 1S8 0 0
e Molecule 42 is a protein called Microtubule-associated protein 1S.
Mol | Chain | Residues Atoms AltConf | Trace
42 4b 558 Zgg%l 2(%7 7?3 728 1S8 0 0
2] 4 508 ZZSZI 26C97 7§3 7(88 1S8 0 0

e Molecule 43 is a protein called Cilia and flagella associated protein 99.
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Mol | Chain | Residues Atoms AltConf | Trace
B 158 1308 70 27 210 8 0 0
43 K 411 gggall 21(2’)6 5150 6;)3 282 0 0
43 oA 1 E‘Zg(i)l 927 21;12 2C5)2 S 0 0

e Molecule 44 is a protein called Ankyrin repeat and MYND domain-containing protein 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
44 °B 652 5147 3295 &R87 932 33 0 0

e Molecule 45 is a protein called Leucine-rich repeat-containing protein 43.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
5 5C 463 3669 2365 615 675 14 0 0

MolProbity failed to run properly - this section is therefore empty.
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3 Experimental information (i)

Property Value Source
EM reconstruction method SUBTOMOGRAM AVERAGING Depositor
Imposed symmetry POINT, Not provided
Number of subtomograms used 19000 Depositor
Resolution determination method | FSC 0.143 CUT-OFF Depositor
CTF correction method PHASE FLIPPING AND AMPLITUDE | Depositor
CORRECTION
Microscope FEI TITAN KRIOS Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /Az) 117 Depositor
Minimum defocus (nm) 1000 Depositor
Maximum defocus (nm) 5000 Depositor
Magnification Not provided
Image detector GATAN K2 QUANTUM (4k x 4k) Depositor



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#experimental_info
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4 Model quality (i)

4.1 Standard geometry (i)

MolProbity failed to run properly - this section is therefore empty.

4.2 Too-close contacts (i)

MolProbity failed to run properly - this section is therefore empty.

4.3 Torsion angles (i)
4.3.1 Protein backbone (3)

MolProbity failed to run properly - this section is therefore empty.

4.3.2 Protein sidechains (1)

MolProbity failed to run properly - this section is therefore empty.

4.3.3 RNA (D

MolProbity failed to run properly - this section is therefore empty.

4.4 Non-standard residues in protein, DNA, RNA chains (i)

There are no non-standard protein/DNA /RNA residues in this entry.

4.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

4.6 Ligand geometry (i)

There are no ligands in this entry.

4.7 Other polymers (i)

There are no such residues in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#model_quality
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#standard_geometry
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#close_contacts
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_backbone
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#protein_sidechains
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#rna
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#nonstandard_residues_and_ligands
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4.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#polymer_linkage
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5 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-60633. These allow visual inspection
of the internal detail of the map and identification of artifacts.

No raw map or half-maps were deposited for this entry and therefore no images, graphs, etc.
pertaining to the raw map can be shown.

5.1 Orthogonal projections (i)

This section was not generated.

5.2 Central slices (i)

This section was not generated.

5.3 Largest variance slices (i)

This section was not generated.

5.4 Orthogonal standard-deviation projections (False-color) (i)

This section was not generated.

5.5 Orthogonal surface views (i)

This section was not generated.

5.6 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_visualisation
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_projections
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#central_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#largest_variance_slices
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_glow_std
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#orthogonal_views
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#masks

Page 34 wwPDB EM Validation Summary Report EMD-60633, 91JJ

6 Map analysis (i)
This section contains the results of statistical analysis of the map.

6.1 Map-value distribution (i)

This section was not generated.

6.2 Volume estimate versus contour level (i)

This section was not generated.

6.3 Rotationally averaged power spectrum (i)

This section was not generated. The rotationally averaged power spectrum had issues being dis-
played.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_analysis
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#map_value_distribution
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#volume_estimate
https://www.wwpdb.org/validation/2017/EMValidationReportHelp#raps
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7 Fourier-Shell correlation (i)

This section was not generated. No FSC curve or half-maps provided.


https://www.wwpdb.org/validation/2017/EMValidationReportHelp#fsc_validation
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8 Map-model fit (i)

This section was not generated.


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