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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
Mogul : 2022.3.0, CSD as543be (2022)
MolProbity : 4-5-2 with Phenix2.0
Buster-report : wwPDB partial adaption of 1.1.7 (2018)
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
EM percentile statistics : 202505.v01 (Using data in the EMDB archive up until May 2025)
MapQ : 1.9.13
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 3.38 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 . 24
Ramachandran outliers NN M 0.1%
Sidechain outliers NN 0 W 0.6%
RNA backbone N N .44
Worse Better

0 Percentile relative to all structures

[I Percentile relative to all EM structures

Metric Model-Map Fit Percentile Ranks Value
Q-score jjmm] I (.258

Worse Better
I Percentile relative to all EM structures

I Percentile relative to EM structures of similar resolution

Metric ‘Whole archive EM structures Similar EM resolution
(#Entries) (#Entries) (#Entries, resolution range(A))
Clashscore 229148 23984 -
Ramachandran outliers 224038 23583 -
Sidechain outliers 223484 23102 -
RNA backbone 8273 3508 -
Q-score - 25397 14261 ( 2.88 - 3.88 )

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 280 | . 555
8%
h I —
2 B 117 27% 44% 15% 8% 1%
3 C 2335 | T = o -

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

Mol | Chain | Length Quality of chain
4 D 972 61% 27% %
10%
[—
5 E 2136 41% 529 6%
74%
I —
6 F 357 28% 58% O 14%
10%
_ I
7 G 941 51% 33% 16%
5%
f—
8 H 149 38% 57% P
25%
e
9 I 820 40% 32% . 27%
10 a 240 23% 8% 70%
18%
..
10 h 240 23% 11% 66%
24%
I —
10 0 240 17% 19% 64%
13%
I
11 b 119 46% 21% . 32%
1%
. ==
11 1 119 45% 24% 32%
29%
e
11 P 119 45% 24% . 31%
38%
T — ——
12 ¢ 118 61% 22% 17%
7%
. .
12 ] 118 59% 18% . 22%
39%
e ——
12 q 118 56% 30% . 12%
=
13 d 126 60% 6% 33%
34%
.
13 k 126 41% 23% . 34%
70%
.
13 r 126 45% 20% 35%
21%
I — ——
14 e 92 61% 23% 16%
32%
‘ I
14 1 92 51% 28% . 17%
20%
I
14 S 92 60% 28% %
70%
N ——
15 f 86 59% 26% 15%
33%
= —
15 m 86 38% 44% . 16%
75%
- —
15 t 86 57% 28% . 14%
17%
I —
16 g 76 75% 22% -

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

Mol | Chain | Length Quality of chain
7%
Ty —
16 n 76 39% 57% e
7%
I,
16 u 76 64% 30% P
9%
[—
17 J 131 42% 31% 10% 17%
0%
| ..
18 K 125 16% 9% 9% . 65%
2%
[—
19 L 499 45% 17% . 36%
2%
[—
20 M 522 57% 13% 31%
11%
h
21 N 683 26% 7% 67%
15%
[ —
22 O 128 82% 15%
38%
e —
23 R 332 33% 14% 53%
20%
N
24 P 135 30% 48% 13% - 8%
4%
Ty —
25 Vv 170 38% 21% 41%
30%
]
26 %Y 246 54% 13% 32%
33%
I
27 X 132 65% 34% N
59%
1 ee—
28 Y 339 49% 17% . 32%
36%
I
29 7 485 31% 12% 57%
5%
| o
30 S 800 5% 6% 89%
31 U 565 58% 24% 19%
31%
32 Q 1007 14% 18% 68%




Page 5 wwPDB EM Validation Summary Report EMD-38993, 8Y60

2 Entry composition (i)

There are 36 unique types of molecules in this entry. The entry contains 101504 atoms, of which
12 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 RNA chain called pre-mRNA.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
1 A 13 268 121 41 93 13 0 0
e Molecule 2 is a RNA chain called U5 snRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
2 B 109 2296 1028 383 776 109 0 0
e Molecule 3 is a protein called Pre-mRNA-processing-splicing factor 8.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
3 C 2227 18488 11912 3215 3280 81 0 0

e Molecule 4 is a protein called 116 kDa U5 small nuclear ribonucleoprotein component.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
4 b 859 6747 4313 1130 1270 34 0 0

e Molecule 5 is a protein called U5 small nuclear ribonucleoprotein 200 kDa helicase.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N @) S
o k 2001 16077 10235 2767 2991 84 0 0

e Molecule 6 is a protein called U5 small nuclear ribonucleoprotein 40 kDa protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
0 F 307 2309 1504 423 458 14 0 0



https://www.wwpdb.org/validation/2017/EMValidationReportHelp#entry_composition
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e Molecule 7 is a protein called Pre-mRNA-processing factor 6.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 G 793 6229 3910 1143 1148 28 0 0
e Molecule 8 is a protein called Thioredoxin-like protein 4B.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 H 143 1145 742 182 217 4 0 0

e Molecule 9 is a protein called Probable ATP-dependent RNA helicase DDX23.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) I 597 4819 3033 869 897 20 0 0

e Molecule 10 is a protein called Small nuclear ribonucleoprotein-associated proteins B and

B’
Mol | Chain | Residues Atoms AltConf | Trace
10 A [ TSSZ l 3(736 11(\JI8 1(33 g 0 0
10 h 82 TG‘SOGtgl 423 11;2 1(1)7 ? 0 0
10 © 56 T(;Ogt; l 4§5 11;16 1(2)4 g 0 0

e Molecule 11 is a protein called Small nuclear ribonucleoprotein Sm D1.

Mol | Chain | Residues Atoms AltConf | Trace
1 b 81 T(;Oéltfl 4%8 11112 1(1)8 g 0 0
1 i 81 T(;Oéltfl 4%8 11112 1(1)8 g 0 0
1 P 82 T(;Ozltg l 4(1:3 11113 1(1)9 481 0 0

e Molecule 12 is a protein called Small nuclear ribonucleoprotein Sm D2.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
12 ¢ 8 796 498 144 148 6 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

12 ] 92 737 463 138 131 5 0 0
Total C N O S

12 ! 104 844 528 153 157 6 0 0

e Molecule 13 is a protein called Small nuclear ribonucleoprotein Sm D3.

Mol | Chain | Residues Atoms AltConf | Trace
13 d 84 T(‘505t?1 4(132 llfﬁ 183 2 0 0
13 k 83 T(‘505tQal 4%9 11115 1C2)2 2 0 0
13 g 82 Tgsozlt?? l 4%3 11113 1(2)1 2 0 0
e Molecule 14 is a protein called Small nuclear ribonucleoprotein E.

Mol | Chain | Residues Atoms AltConf | Trace
14 ¢ " 1‘6053 | 4(035 11113 1(1)5 ? 0 0
IR Y HERE
14 i 81 1;5052 1 4(234 11119 1C2)0 § 0 0
e Molecule 15 is a protein called Small nuclear ribonucleoprotein F.

Mol | Chain | Residues Atoms AltConf | Trace
IRERF T HERE
B m & 1;0531 3%4 91)\:1, 1(80 g 0 0
ot s o | 3(713 0 1(83 g 0 0

e Molecule 16 is a protein called Small nuclear ribonucleoprotein G.

Mol | Chain | Residues Atoms AltConf | Trace
161 8 & T507t;L l 3(634 118]4 1(33 2 0 0
161 [ o aer 100 108 6 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
16 " 73 568 358 102 102 6 0 0
e Molecule 17 is a RNA chain called U4atac snRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
17 J 109 2320 1037 399 774 110 0 0
e Molecule 18 is a RNA chain called Ubatac snRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
18 K 44 942 420 172 306 44 0 0

e Molecule 19 is a protein called U4/U6 small nuclear ribonucleoprotein Prp31.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
19 L 318 2512 1576 443 478 15 0 0

e Molecule 20 is a protein called U4/U6 small nuclear ribonucleoprotein Prp4.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
20 M 361 2863 1807 512 525 19 0 0

e Molecule 21 is a protein called U4/U6 small nuclear ribonucleoprotein Prp3.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
21 N 228 1861 1186 334 335 6 0 0
e Molecule 22 is a protein called NHP2-like protein 1.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
22 0 124 960 607 171 177 5 0 0

e Molecule 23 is a protein called Centrosomal AT-AC splicing factor.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
23 R 157 1285 808 240 225 12 0 0
e Molecule 24 is a RNA chain called U1l snRNA.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O P
24 P 124 2647 1181 469 873 124 0 0
e Molecule 25 is a protein called Zinc finger matrin-type protein 5.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
25 A 101 857 533 163 153 8 0 0

e Molecule 26 is a protein called U11/U12 small nuclear ribonucleoprotein 35 kDa protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
261 W 167 1350 866 248 242 3 0 0

e Molecule 27 is a protein called U11/U12 small nuclear ribonucleoprotein 25 kDa protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
27 X 131 1055 667 184 197 7 0 0

e Molecule 28 is a protein called U11/U12 small nuclear ribonucleoprotein 48 kDa protein.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
28 Y 229 1889 1172 333 373 11 0 0
e Molecule 29 is a protein called Programmed cell death protein 7.
Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
291 2 210 1727 1059 359 305 4 0 0

e Molecule 30 is a protein called U4/U6.U5 tri-snRNP-associated protein 1.
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Mol

Chain

Residues Atoms AltConf | Trace
Total C N O S
30 S 87 701 441 128 128 4 0 0

e Molecule 31 is a protein called U4/U6.U5 tri-snRNP-associated protein 2.

Mol

Chain

Residues Atoms AltConf | Trace
Total C N O S
31 U 458 3765 2435 638 678 14 0 0

e Molecule 32 is a protein called Serine/threonine-protein kinase PRP4 homolog.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
32 Q 322 2626 1682 462 467 15 0 0

e Molecule 33 is MAGNESIUM ION (CCD ID: MG) (formula: Mg).

Mol | Chain | Residues Atoms AltConf
33 B 1 Total Mg 0
1 1
33 D 1 Toltal l\gg 0

e Molecule 34 is INOSITOL HEXAKISPHOSPHATE (CCD ID: THP) (formula: CgHi5024Pg).

IHP
046 025
OH
P2 o@sHO —— P OHoss
UH40 HO o "
P1 036 ‘cs Qois
P ot g5 708
.0 T " HO
- OH ‘ 0]
33;.4 P "'?':1-\ P~
(o] LO G2 ™ U-}' O P4 N
014 OH
P2 044
0s2HO P QOHosz 033
o OH
3?2 o P.
0oy
HO -
043
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Mol | Chain | Residues Atoms AltConf
Total C H O P
34 ¢ ! 48 6 12 24 6 0

e Molecule 35 is GUANOSINE-5-TRIPHOSPHATE (CCD ID: GTP) (formula: C1oH16N5014P3).

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

e Molecule 36 is ZINC ION (CCD ID:

Mol | Chain | Residues Atoms AltConf

Total Zn

36 R 2 9 9 0
Total Zn

36 Vv 2 9 9 0

36 e 1 Total Zn 0

1 1
36 U 1 Toltal Zln 0

ZN) (formula: Zn).
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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: preemRNA

Chain A: . 95%

e Molecule 2: U5 snRNA

8%
. h
Chain B: 27% 44% 15% 8% 1%

< = o]
N N ]
(3] < o

L 2 2 L 2 4 L 2 2 2 4
N 0 w N~
I © ~ oo S ~ o o =] =}
-S.'\-mo° s Im IF‘F‘IF‘ F‘f
< << D L] (=) =) =)

e Molecule 3: Pre-mRNA-processing-splicing factor 8

U10

-~ 0 © N~
- o
=} obb

C18
G20

—
o
<

U22
A26
u27
U3t
C32
U3s

C39
LI
var @
v
Cc45
[
47
A48
|
A51
U52
Us3
Us4
C55
C56
LT
Us8
a59
G60
A61
|
G65
[ ass

G95
G98
C99
C100

: = f—
Chain C: 55% 40% 5%

A A e A A cc sl oo I

g o o o 0 0 ©
= w0 = < B3 < =
| © I~ 0

Q [0 0O

m= >

K33
w37
A42
Y45
A46
K48
R49
H65

- o (=
- N © N~ o M- A
a O [N = - —
< 4 = am ES o >

L89

5142
Q143
E1g4
K155
Rl!s
K1!2
M164
F166


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

EMD-38993, 8Y60

wwPDB EM Validation Summary Report

Page 13

6L1V

S.1d

TL1Q

89Td

LLE9

95€I

vsed
0%eI
62T
TZEN

8T€A
L1ed

e1en
60€Y
70e1
TOoEN

862a
162N

¥62N
682h

8821
L8N

& 4

v8cH

6,24

Lltd

v.L2d
€.T1

TLTH

6921

06¥A
68%M
88%a
L8V'1
98¥)

1874
08¥X

9.vd
S.L¥S

69%)

6971
8SHY

9S¥T
[4%172:1

(S7472:8
8v7h

iaagt
EVPA

0%vd
6EVD

€evd

0ETM

8T

Sehd

€2va
[4474

6174

9T¥D

vIvd

1194

Y0%1

68X

98€d

v8en

18€d

6.L€4

0450
69SA

S994
7934

29SA

6550
89SA

feiichs
¥93L

0GSA
6798

9751
S¥SH

0754

DO NMY WO
NN®mm®mM® Mo
LW W WW LW W W0 W
MEBEdBEBNXBE&NMX

92¢Sd
Sesy
¥2s1
€TSN

02SA
6150
8TST

9181
STSA

€191

TIS%
0TSYH

€0SH

6670
8674

7671

267N

0994

8994
LSOV

SG91
FSoN

TSOM

6794

S79L

€790

094

SE9Y4

€T

T29A

OT9H

909%

F09N
€094
2091
0094
8691

763K

265K
T6SH
065D

18SI

¥.9T
€180

€TL1T

TTL0
0TLT
60L1

L0249

SOLY

T0LY

€584
9781
Sv8y
¥¥8a
€781
981
0%8I
6€8T1

9€8L
Se8a

(4428
S¢8I
0z8y

9T8M

w18
€181

T18L
0T84

L08A

084
£08Y

1081

96.%

CT6LH
6.0

88.b
18,3

S8.LY

8.4
08LL
6LLT
8LLY

9LLT

YL
€LY

69.4
89,0

29,4

9v6d
i
Zved
19631
| ower
6E6M
|
9261
|
£26a
[44:y8
TC6A
i

8161

L90TH
7901d
6%01ad
8€0TS
€E0TD
TEOTI
92OTN
€COTN
TTOTH
1201a
6T0TA
8TOTN
L10TI
ETOTN
600TIH
S00TI
200Ta
TOOTA
000TI

1661
9661

0561
676d
8¥6d

S6TTY
76110

98TT1
S8TT1T

T8TIN
B6LITS
89TTA
GOTTA
091714
75114
STV
9¥11a

6ETTYH
8ETTV

GETTd
9CTTA
€eT1d
60TT1
L0714
vor1a

660Td
860Td
L60TI
960TH
S60TI
76014
€60Td
T60TA
060TYH
880T4
L80T1
980TYH
S80TI
wwmﬂm
9.01d
mhmﬁa
TLOTd
0L01a

91€Td
¢~mﬁ>
oﬁmﬁﬁ
LOETW
90€TH
SOETS
womﬁz
ﬁomHH
S6CTI

16210

68CTA
88CT1

98C1a
S8CT1
78C11
|
08CTN
6T
8LTTA
|
S.2T4d
v.LCT4
€LCTA
|
0L211
|
29CTH
LTI
09CTA
6Tl |
8SCTH
|
0STTV
|
L¥CTI
|
TYTIN
|
LETT
|
0€eT1
[4q T
8¢C1d
|
TeerL
|
8TCIN
|
€TCTA
[454%)
|

T0CTH

S6ETH
£€6ETY
NQMax
mm“ﬂ>
S8ETA
¥8eT1d
€8ETH
C8ETS
08ETI
mnMam
9LETH
vpmﬂm
mwm~>
99€Td
S9€TI

09€T
0 69ETH
8SETS

SGETS
vsetd
€GETA

TSETL
¢

mﬁmﬁc
0%€ETT
mmMaa
9EETd
Peer1
EEETA
CEETH

0EET
mmmﬂm
SCETT
¥Zerd

{4453
12eTd
61€Td
8TETL
LIETA

SOSTH
vost1a
€0STM
20ST4
TOST1

86%TM

S6%Td

€6%TL

L8YTH

8LY11

9LYTh
SLVTI
PLYIH
TLY1d
0L¥TA
69%IN
SSPTIM
8Y¥11

EYPIN
[44 A%

6E7TY
LEVTY
vevId
0EVTT

LevTd
9CTvTa

[4474%)
225741

STPTD
j454%!

12545

6071d
80%11
L0%1Q

SO%T1

€071
[4v4%,

¢

<>

9LSTI
S.STD
YLSTI
€LSTT
CTLSTS
TLSTI
0LSTH

89STL
L9STd

€9STH
C9STI
19674
09STI

8SST.L

98STd
GSSTT
¥SSTh

2SSTh
8%STA
SYSTV

TPSTL
0¥STd
6ESTS

LESTM
9€STT

€E5TY
zESTY
TESTN
0€STd
62STI
8zSTh
LTSIN
92811

€TSTY
[44:3100]

8TST1

9TSTH

YISTH

90STV

SPIT1
YvoT11
E€Y91S
Zy91d
17974
0v91S
6E9TA

LEITM

veo1s
€ETY
CTE9TA
T€911
0€9TT
629TI
8291a

2918
2918
E€TITN
CTTOTH
T29T%

61918
8T9TH

P1911

609TA
809TL
L0973

909TI

70911

2091a
T0911

86STQ
L6STd
96STA

26STa
T6STH
06STA
68STI

98STH
S98STI
¥8STH
€85T0
T8STM
T8S11
08STH
6LSTV

LLSTd

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-38993, 8Y60

wwPDB EM Validation Summary Report

Page 14

0ZLTd

80LTY

90.Ta
SOLTI

€0LTI

TOLTA
00419
669T.L

S69TA

£€69T1S

T69TN
omman
L89TA
9891Q

18914

6L9TA

L.914
mp“aH
899TM
19974

79911

C99TI

099TA

859TH
LS9TL
9G9TL

€991Q
CTSOTI
TSOTA

L¥91Q

88LTA
18.14
98LTA
S8LTA
T8LIN

®  © & oo

28L1a
18L1Q
08LTA
6LLTA
8LLIM
LLLTT
9LLTI
SLLTD

CTLLTA
TLLTT

89LTA

S9L1S

€9LT1

TSLTD
TSLTT

8v.L1Yd

¥vLTd
EVLTT
CYLIA

0PLTT
BELTY

LELIN

YELTH
€ELTI
CELTA

0ELTH
6TLIV

LTLTD
9TLTI
SCLTT
¥TL1d
€TLINA
2eL1S

94814

€4981d

6%8T1

SY8TA

vv81a
€%814
[44:34 4
T¥8T1L
0%8TH
6E8TM
8E8TH

9€8T1

°e8TYd
TE€8TH

9T8TA

vZ8TL
€C8TH
2c8TI
12811
0zZ8Ti
61811
81874
L1811
91810
S181D
VI8TL

2181d
TI8TN
071814
608TI
808Td
L08TI
9081V
S08TD
708TN
€08TI
208Td

66LTL
86LT1

0 S6.7H
0 ¥6.L1d

T6LTA

06LTI
68LTL

T26Ta
0Z6TA
61671

L1674
9T6TT
ST6TA
YI6TH
€16TH
cT61d
11614
LT
606TV
806T
LO6TT
906TI

20614
TO6TY

668TA
868TY
L6871
96810
S68TV

€68T4
268Td
16811
068TH
68811
888Td
188TS
98819
S88TY
78811
€88TA
28811

92811
SL8TH
HL8TA
€873

0 TL811

T.81d
898TI
99814
£€98TA
298TI
19811
6G8TY

8G8Td
188TH

88611
L86TI
98611

€86T1
T86Th
T86TA
0861

67614
SY6TA

EV6TT
14434
werd
07611

LEBTI
9€6T1
SE6TYH
7E6TS

TE6TL
0E6TA

12611
0 9Z6TL

czeta

0661

wNqu
Serey
«NENH
ONmNA
L ﬂmw I
€TTeH
crTey
T1121
0TTZA

80TeH
L072d

S0TCI
Y0TCA
€072l

L6021

$602a

€602S
|
680CH
|
8021
¥80CH
€8021
|

L,0TV

SL0TA

€L0TM
¢.L0z3

0.L023%

0 89028
190z

LETTM

44

2eeed

0€ee1
6cTeH

9Tl
§gTel

{44443

0czged

€12C1

T1CCL

Lozea

0022

96TCH

€6TCA

0672d

88121
6LTCH
8.L1¢CI
LL1TM
CTLITW
69121
v912d
€9121
2972h
0972d
6¥1cd
e€vicy
(44549
Tv1cd

ov1eH
6ETTA

€€TCd

TETCA

SCETA

YEETA
E€EETT

Teecd
0€eTY
62€2a
8CETY
LTETS

In component

116 kDa Ub small nuclear ribonucleoprotei

e Molecule 4

12%

27%

61%

Chain D

N~ DO
M Mo S
oA
mAaETo

SETO
YETT

CETA

9CTs

€CTN

E€TTA

€0TL

¥ScL

1821

6¥ca

S¥CH

[444%

6ETL

ogea

Lee1

0zey
6121

9121l
S1CA

cies

S0TL

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-38993, 8Y60

wwPDB EM Validation Summary Report

Page 15

85EN

96ed
SGeN
vsed
€5€L
(4515}

0GEN

LYET
9vea
Sved
TheEM

cved

0vev

8€ed
veer
T2ed
0Z€eT
6T€L
9T€I

cres
Tres

80€D
90€EN
S0€D
¥0eT

00€T
6621

9624
s6ca

S8CA

8.TT

LTV

6921

7921

(474
192a

6G2y

86¥%S
L6¥1

T67H

6870
¥8vL
T8¥H
9L%D
SLYN
YLY1
L9%a
€978
6S¥S

67¥I

(474725

(%7474

8EVI
LEVH
9EVD

YEWD

26€1
T6€S
06€EL

88EA

v8en
€8¢eb

18€1
08€I
6.LeX
8LEX

9.ed

2691
8891

£89N
289

089N
8991
1991
6291
8C9A
LTOH
{44k}
0Zo%
L1971
8094
€09H
L68d
¥65d
165V
6893

S8S1
¥83L

8.54
S9SI
6GST
8G5d
Peisli]

T991
0GSA

oAt

SeqY
vesn

0€ST
LTS

LOSA

TLLM

L9LN
99.1

€9.%
T9LA

8G.L1T

¥SLA
€9,

6YLL
87.,Q

9VLA

YvLI
EVLN
cvLld
1525

8€LQ
LELD
9€.LD

CELT

ogeLy
6CLY

LTL1
9CLT

veLn

T
0TLL
6T.L0

L1L4
91,3
ST.LD
114

80LL

90.LD
S0LA

103
00LI

8693

9691

7884

8481

T.8I

6984

,98d

298d

0980
6380

58y

L¥8K
ov8A

€¥8A
%80

6€8d

L£8d
9€8A

6284
8C8NH

928y
£e8y
TT8N
1281
€784
0718d
6081
808I

708D
€084

LBLY

S6.LA

0631

88.Y

98LN
S8.4

€8.L71

6LLT

986d
9560

€564

TS6%

6¥61
8¥6S

ov6d
6€64
8€6Y

GE6I
ve6N

Te6ed

8C6H

Sged

cced
12671

8161

016Q

806d
L06A

v06M

S68Y
7680
£68D
2680
T68L

6881
8884
18871

1case

U5 small nuclear ribonucleoprotein 200 kDa hel

e Molecule 5

N

©o

X

o

n

R

—

<
X
o
—

=

o=

<

mmw

6ETA
8€Td
LETA

SETY

2eTT
T€TI

P4l
921a

¥C11
€CTV

1210
0ZTI

L1171

STTA
vr1a
€TTL
CTTL
111d

80Td
LOTH

L6W
964

2 2 4 JE 3R % 4

6LT1

9L1D
SLTT

ELTA

T82CA

8.2a

Teey

67ex

sved
8€ED
LTEN
Sced
[44:)
60€T
90€T
€0€ed
20ed
rToed
862a
1628
962V

882H

T9%1
0970

¥Svd
oisi

(444

LYPA
9YvH

Yvva

(44728

(0478
6EVY

LEVY

SEV

1191
0T%a
6071

9074
S0%d

R LDWIDE

O

PROTEIN DATA BANK

W



EMD-38993, 8Y60

wwPDB EM Validation Summary Report

Page 16

2.LSa
6991
99SGA
9951
%991

095V

8594
LSGSY

T9SI

6€ST
8€SI
LESH
9€54
SESA

€ESA

TL9Y%

8990d
L99A

299V

9G9d
SG9T

€59V

LE9Y
9€91

CEIN

2eoa
TC9H

L1791

6081
808A

9081

7083

Ty8L

0784

8€8)
€84

6T8A
818D

918V
G181

T188
0T18A

€06V

T067
006

868d

[4a%

660TA
860TI
L6073

S60TI
¥601V
€60TY
C60TI
16011

8801V
L80T8
980TH
S80T.L
¥80TA

T80T
080TQ

8LOTI
LL0T1

€073
CLOTT
TLOTH

9010
€901

T90TA

LSOTV
9G0TS

€507
05073
9%0TI

19011
07071

LEOTT
9€0THd

ve0TH
€e0Td
2e0tTd
1074
0€0TY

9C0TN
€c0Ta

2eoTs
12018

78111
€8TTH

081711
9LTTH
PLITI
OLTTH
LOTTI
99114
SOTTI
¥9111
€9T1d

19111
09773

LSTIN
9GTT1

€GTT1
[4ian]
TG617d

6711d
8Y1T4d

OVTTA

i449%
EVITI

0%TTA
6ETTA
8ETTH
LETTH
9€TTd
SETTT
0ETTY
SCTTS
7217

8TTTI
LITIN

P11

TITTL

80TTL
LOTTT

YOTTM

mwmﬁz
S9ZTh
¥oC1d
€9C1d

19¢1d
09274

wm“ﬂ>
96214
vSet1d
€9CTL

ﬁmqu
SYCTA
14745
EVCTIV

awmﬁq
wmmﬁm
mmmﬁH
8TTIA
Leera
wumﬁm
€2¢CTL
[4447.)

L1TTS

STCTH

0T1ZTM

902Td

%0211
€0CTL
20211

00CTA
66TTH
86TT1
LB6TTL

S6TTY
¥6TTL
€6TTI

061711

88TTA
L8TTS
98111

€SETD

TSETd

8VETA

9YETA

TPEIN
OPETA
6EETA

LEETN

SEETA

€EETL
ZEETH

0€eTd
6CETN

LT€14

TTETD

0zZeTT
6TETS

L1€T4
9TETY

YIEIN

CIET]

80€Td
LOETT

SOETH
Y0ETT

COETT
TOETT
00€Td

862Td

€6cTd
262Td

18214

¥8T1A

6,274

T.L2TA
0LZTA

8CYTL
LTHTS

STHTI
i4479"
ETHIN

114725
(445
61VT1
8T¥T1
LIVTH

STP1a
YIVIL

125725

80¥T1
LOPTT
90%TA
SOPTA
YOV
€0PTH
COPIN
TOPT1

86€£TH
L6ETA

06ETA
68ETA

L8€T3d
98ETY

€8€Td
TBETN
T8€1d
08ETL
6LETI

9LETD
SLETYH

0LETH
89€TT
99€TYd
S9€TT
VoeTI
T9eTd
09€TY
6SGETO
8GETI

9GETH

967N

26YTS
16718
06711

88%TA
L8PTI
98% 1Y

€87TY
28v1d
18711

LLYTI

SLy1Y
VLVIN
€LVTY

0L¥TI
69V TA

L9%TT
99%TA
S9%Td

E9VTIN

09%1D

LSYTH
9S8V TA
SSv1a

CSPTA
TS714
0SPTT

8Y¥TI
LYPIN
Ei4al]

TYPIN
EVPIN
[444%
15421
(0747458
6ETTM
8eYTYd
LEVTY

SEVTT
VEVII
€EVTIA
CEVIM
TEVTH
0EYTA
62¥1d

€85Ta
28STY
T8STY

6LSTL
8LSTL

9.STI
S.STQ
YLSTI
69STL

995TY

%951d
€9GTA

09STI

CSSTH

LYSTA
97STA
S¥STd
YHSTH

CYSTI

0%STT
6€STT
8ESTY

9e5Th
SESTL
YESTH

CESTI

LeSTI
9CSTH
SCSTT
vestd
€CST1

TCSTA

61GTYH
8TSTA
LTISIN
915Td
STSTH
P1s14

€0STM
COSTH

6671

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



EMD-38993, 8Y60

wwPDB EM Validation Summary Report

Page 17

V9TV
SPITA
wPo1A
€V9TA
ZH9Th
T¥9T1
owmﬂ<
9€9Td
SE9TT
€€973
€911
0€9TY
62974
8¢9Td
LTIOTI
929Td
S29TS
%2911
29T
TC9TH
02911
6T9TA
8191
LT9TA
9191D
¥1911
€T9T1
CT9TL
11914
0T9TH
60971
L09TS
9091a

¢IEEEN
0 09711
| eoomd |
20913
10971
0 009TA
6651d
863711
0 L6STT

96510
S6STH
€6STL
Nmmqo
68574
885TY

985TY
S8STH

889TA

S89T1

T89T1

B6L9TA

9L9TA

V.L9TH
€L9TI
CTLITA

0L9TN
699TA

L9910

S991d

29971

09971
699TH
8991V

959TA

TSOTIH

2S9TM
19910
05911

808TI
L0813

Y0811

€08TS
208TI

66.LTS

16.73

€6LTT

68LTA
8811

08LTH

9LLTI
SLLTD

€LLTT

TLLIA
0LLTA

89.Td
L9LTIN
99.10

YOLIW
€9.74
9Ly

9S.LTL
SSLTT

€9.70
TSLTA
TSLTV

8V.LIN

SYLTI
YYLIL
EVLTN
TYLIL
TVLIA
0vLTII
6€LTd
8ELTV
LELIN

SELTH
CTELTN
62.1a
8CTLTT

o

0 898711

99810
9814

0 1987Y
09811
6581d
85811

L& 4

SG8TA
vs81d
€481V

088TS
6¥8T1
8¥8TI
LY8T1Hd

0 S¥8T1
81D
£v81Y
THIA
98T
0%8TL
6€8T3
8€8TY

628TI
8¢8TL
L28TL

S28IN
%281l
€C8TA
ZC8TA

0Z8TY
6T8TY
8T8TI
LIBT

ST8T1
PI8IN
€18T1
2181d
1181V
0T8TA
608Ta

+EEER
T€6TS
0€6T1
6C6TA

LT6TA
9Z61D
0 STETY
vZ610
£26T1
zZ6T1
126TY
0Z611
6161V
816TY
L1618
91611
ST6TI

€161d
CT6TL
116170
0T6TS
60610
80611

S06TS

66811
868TH

L68TY
968Th

e SO0

€68T1
T68TN
T68TL
06813
688TA

1881d
0 9881a

78814

8.L8TY
LL8TH

SL8TA
vL8TY
0 €810
TL8TY
0 T.8T1

18674

¥8610d
€86T4d
T86TA

6L6TA

LL6TH

¥.,610
€674

T96Th

COOPPPPP 0000000000000 PPPPPPPP0P0P0PPOOVOIOS

YS6TM

C¢S6TY
19610

L 4

0S6T.L
6V6TA
8V6TI
L%6T0
V6TV
SY6T1
vve1d
EV6TI
cveTy

16TV
0v611

6E6TY

8€61d
LEBTS
9€6T1

SE6TM

< S o

COPPPPPPPPPPPPOO 9009000 G000 <‘>Iii<l><‘><‘><‘>‘l><‘><l><‘><‘><‘><‘><‘><‘><‘><‘> @ 000000 OOS

E€E6TN

2S0CI
TS02A
080z¢d

L¥0TA

Sv0Ta

[a7 4
9021

0%02h
6E0TA

COPPPPPPPPPPPPPPPOOOOSGO G0

0
N
o
I
[=]

T20TA
020cs
67021

81024

£002D

00021
66611

L6611
96611

766N

¢
¢
¢
¢
¢
¢
¢
¢
¢

L 4

a2 & I & 2 2 2 4

43544
1120
01128
60TCW
80724
LOTCA
90121

SoTeL
70TCA

©
D
i=}
5]
<

69029
89021
L90ZA
9902A

S902M
7902M
€902
[aslorac
190231

0902y

85020

95024
S5021
7502d
€502V

0 szTed
0 $TITA
£212S

0 0TTZA
0 61123

0 BITZH
0 €TTCA

11

Ub small nuclear ribonucleoprotein 40 kDa prote

e Molecule 6

74%

14%

58%

28%

Chain F

< w
o o
-
= oA

964

COOPPP PP PP PPPPPPPPPPPP P99 PP0P0P0P090P0OOPCPOYS
-

8.0
SLH
=

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

e
L
TLD

69A

~
©0
o

N M ¥ W
© © © 9
= 0 oo

191

<‘><l><l><l><‘>iii<‘><l><‘><l>

18TI
081a
6LTM
8L11
LLTH
9LTA

€L1Q

Il
~
—
a

e s Ao 2 2 2 2 4

TLIS

69TL
891D
L9TA

9971
S9Th

OO0 ooOo
>
=

) N~
< < <
- -
~ =X

9ETM
SETA
veTv
E€ETA
CETL

0eTa
6CTL
8¢TS
LTTY
9TTS
Serd
¥Z11
E€CTH
121D

> S

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe



EMD-38993, 8Y60

wwPDB EM Validation Summary Report

Page 18

el
(0743

6€TL
8ETA

Lees
9€Ta

YecH

D O = o
N O o M
N N NN
> B = e

pXaass

SeeTN

{444

ozczh
6TCA

L7121

<
-
N
A

€121

112D
ores
60CI
8021
L0zd
902a

£02a
{44
1024

0021
66TA
86TV

L6771

0614
6811
88Th
L8TI

COOPPPPPPPPP & VPP PPPPPPPP99909090909909090990909090909099%9%%9%%9%9%9%9099%

COPPP PP PP PP PP P00 0000090900909 90990909909099092990%9%%99%9%9% 90

81y
0 €8TY
0 28Ty

L o 4o o 2 2 2 4

w o N~
[N N
a N N
XoH

L9z4
992d
§92d
79T
€920
c9Th
T9CZA
092y
6SCA
8G2L

952a
SGSTH
ey
€5CN
(414
T9¢T
05821

]
<
N
%)

o o
S
N N N
n A n

L5€d

SG€d

ESEN

—

SET
0GeYH

2
s
)
i

9€EH
Seed
veey
€EEN
2eed

o
o
®
=

9CEH

€ee1
[445)
Teex
0zeT
6T€I
8T¢eY
LT€Y

C0000000000000000000000000 ¢ 00000000 0606066000000
Pre-mRNA-processing factor 6

e Molecule 7

10%

16%

o 5w
&B|<

33%

51%

Chain G

L 2 4

121

61d
8TA

LETH
9€Td
SETH
veTd

ety
8¢TI
STTA
vera

€CTd
[441)]

0CTH

8114
LITH

€T1a
(43978

80TT

cota
TOTV
0073

86d
L6d
9634

068
684
881
188

28N

€9TA

8GT1
LSTM
felshacs
feishacs

TSTA
TS1d
0STY
6711

Ly1d
710

ovTh
6£TD

8LTN

9,20
S.Tl
V.21
€LTA

TLeH

{41418

65CS

GG

E£9CN

TS
0521

ey

€¥CI
{4748

0%ZH
6€2a

TLYN

0LvY

05850

LYSV

E€VSM

(04N

9€5H

o 2 2

ETON
2191

01971

0 609A

009V

€651

>

i

0 $OLH

L

00,3

i

L89A

7891

289N

0893

8L94

2994

6594

Y791

€€9T

D OO & OO GO O VO VOO 9O O O S0

0€91

O

R LDWIDE
PROTEIN DATA BANK

W



EMD-38993, 8Y60

wwPDB EM Validation Summary Report

Page 19

0 6983
|

7984

a9 Elq)

L9V ‘ SETN T8TA

96%D

€¢hd
{44729 z6%D
0zvh 0673

I
PAS A 7

L8va
mmﬁ 9gva
00vd

668d €870

[4:54]

08%1
6,73

e & & & O o o

S6€Q

z1ed | | LL%L
T1€0 1684 9L¥d
| | 06€1 [ |
80€d 68ed €LVI
| | 88EN [ |

TOoEd 18ed 89%D

008 |
¢

66.LT
6261

68.4 9261 6€T oy

& 4
i
57%
Ia':»:
- N ot
- E
1case
b
&

—

. .
HONM SO0 0O N Mo
00N W WWBWL WM O OO ©
AdmX S =<H> A5 B
NOO M DO MY WO %=1
- - -~ ;. m
2 5 7 | S T ] O 0 ) O O
BE>H < H> AHAMK H oA

27%
WON~NONO __OFWONDD O
© ©©O©ONKNMINN~NNNNNNS®
e I I R R R e e R R e i
nM<HEMN <JdXEmooM
WO~ 03O N®YIWLON~0DO
Dl o N N N N NANANOM
M@ m0mom|nmon|mnnnnn
SN AR R Ao Rl S |
I I

YILR

381d 1521 ££e) I

€874 Svex Teed 9¢¥1

. L9%D
wﬂg ¢ €D MMW = oﬂﬁ omﬂ
i ¢ 4 o < < mmﬁ zsey ¢
T8€L
081 ¢ sea Sl < & ssza 08l ¢
0+ N ved mmﬁm DNW. [ ] 661 o
an) I z01d ogza | sies
zed
¢ ~ 0T [ | LLEA
0.4 1€ - 9.TM | olga ¢
] o oea INEHEN g s ss63
1924 ¢ .w mmw_ S6H ..am wmﬁ ﬂmm omﬁ
¢ 16 o Lzh ¢ @ 1201 6950 B
0 (o 9T1 0 w. [} 455231
¢ r o = 99€L s
e ot _ Csoed o
¢ ¢ = zey £6a [a W €ozy $9€d 671
5.8 M . el 7 = 202D | goga | 8vvd
nﬂS g 1 Lc < l z9e1 Lvv1
1681 % S 811 | oen o ¢ Toex 9v¥T
wﬂhm o W LTV 68H LC W 661D 09¢ex S
() ¢ i ®  [Wemn  [weson e S 8614 i L8
b s1a 189 < L1670 agey
S ) HIA 98N Q2 e 96T ] PP
N ¢ = e1d 98 o ) 967 ovex #
[T 84 76T E
. 4 = = A e e esen
.. ore .- z67Y £vET
¢ : % w- or i 2 mieEN s paem ¢ @
¢ < 81 [ ] < 06Ta | weTh | T9eY [ ]
¢ ¢ = H 3 SLT = 687 €524 ] zevI
o [ ea 7.0 o — | 8811 zsea 9ged TePT
¢ e < — 91 €14 ¢ w1 R, — L8TH [ | | seed | osva
6128 o = 71 TLA ¢ o = 9814 gveH veed 6274
(] M < 1.0 M <
= ¢ < 81 | oved | eeed |
° O ¢ ° @)

-
>

R LDWIDE

O
PROTEIN DATA BANK

W

erbDeBe



Page 20 wwPDB EM Validation Summary Report EMD-38993, 8Y60

OO oo o > & & . g A s A A A

0 -~ w0 © o - M ¢ W O~ [ N w bl o ¢ W o o O n ©
@ =3 O ® 006000009 Sl Cll AN NN 29 9 & &
0 n e} wn © © © © © © Y © © © © © © © © ©0 © © © © © ©O
= = © MExEoR> =L e =l < PR = =] > ™ = A=

o~ N~
N~ ©
© ©
= =

F644
E650

- o
e

© ©
< O

~
©
©
=1

Y689
N690
T693
L694

9000000000000 00000000000000 9000000000000 0 0000000000000 0000
44 o B TEIREE =
0000000000000 000000000000000000000

o

~ L S > S

~ ~ ~ ~ ~ 8
1] = m o 3] o

e Molecule 10: Small nuclear ribonucleoprotein-associated proteins B and B’
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e Molecule 19: U4/U6 small nuclear ribonucleoprotein Prp31
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e Molecule 20: U4/U6 small nuclear ribonucleoprotein Prp4
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e Molecule 26: U11/U12 small nuclear ribonucleoprotein 35 kDa protein
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e Molecule 28: U11/U12 small nuclear ribonucleoprotein 48 kDa protein
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U4/U6.U5 tri-snRNP-associated protein 2
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4 Experimental information (i)

Property Value Source
EM reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided

Number of particles used 388888 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) 50 Depositor
Minimum defocus (nm) 500 Depositor
Maximum defocus (nm) 3000 Depositor
Magnification 81000 Depositor
Image detector GATAN K3 (6k x 4k) Depositor
Maximum map value 2.669 Depositor
Minimum map value -1.184 Depositor
Average map value 0.004 Depositor
Map value standard deviation 0.049 Depositor
Recommended contour level 0.25 Depositor
Map size (A) 549.9904, 549.9904, 549.9904 wwPDB
Map dimensions 512, 512, 512 wwPDB
Map angles (°) 90.0, 90.0, 90.0 wwPDB
Pixel spacing (A) 1.0742, 1.0742, 1.0742 Depositor
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5 Model quality (i)

5.1 Standard geometry (i)

Bond lengths and bond angles in the following residue types are not validated in this section: MG,

ZN, ITHP, M7M, GTP

The Z score for a bond length (or angle) is the number of standard deviations the observed value
is removed from the expected value. A bond length (or angle) with |Z]| > 5 is considered an
outlier worth inspection. RMSZ is the root-mean-square of all Z scores of the bond lengths (or

angles).
. Bond lengths Bond angles
Mol | Chain | py/q7 #4|Z| >5 RMSZ 4 Z| >5
1 A 0.26 0/297 0.28 0/458
2 B 0.38 0/2559 0.66 15/3977 (0.4%)
3 C 0.25 0,/19000 0.37 2/25777 (0.0%)
4 D 0.27 0/6899 0.35 0/9372
5 E 0.20 0/16393 0.39 5/22174 (0.0%)
6 F 0.30 0/2453 0.43 0/3323
7 G 0.20 0/6341 0.40 0/8559
8 H 0.21 0/1169 0.40 0/1580
9 I 0.33 0/4903 0.57 4/6584 (0.1%)
10 a 0.32 0/602 0.55 0/801
10 h 0.34 0/679 0.59 1/905 (0.1%)
10 0 0.54 0/702 0.88 3/936 (0.3%)
11 b 0.18 0/649 0.49 0/878
11 i 0.28 0/649 0.51 0/878
11 p 0.33 0/657 0.63 0/888
12 c 0.20 0/805 0.61 0/1081
12 j 0.31 0/747 0.51 0/1000
12 q 0.47 0/854 0.77 1/1146 (0.1%)
13 d 0.19 0/665 0.44 0/896
13 k 0.36 0/660 0.64 0/889
13 r 0.45 0/651 0.82 0/878
14 e 0.24 0/646 0.70 0/867
14 1 0.36 0/639 0.67 0/857
14 S 0.51 0/676 0.81 0/907
15 f 0.24 0/579 0.65 0/783
15 m 0.61 1/574 (0.2%) 0.75 0/775
15 t 0.49 0/588 0.69 0/795
16 g 0.18 0/584 0.47 0/779
16 n 0.55 0/584 0.74 0/779
16 u 0.50 0/575 0.77 0/768
17 J 0.25 1/2553 (0.0%) 0.40 4/3966 (0.1%)
18 K 0.45 0/1052 0.82 | 10/1636 (0.6%)

EMD-38993, 8Y60
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. Bond lengths Bond angles
Mol | Chain | .\ 1q7 42| >5 RMSZ 42| >5
19 L 0.42 0,/2550 0.73 | 4/3432 (0.1%)
20 M 0.22 0,2943 0.51 0,/3996
21 N 0.27 0,/1898 0.57 0,/2550
22 0 0.25 0/972 0.57 0/1312
23 R 0.34 0/1313 0.57 0,/1762
24 P 0.35 0/2057 0.50 | 6,/4603 (0.1%)
25 v 0.28 0/874 0.74 | 1/1166 (0.1%)
26 | W | 0.40 0/1388 0.62 0,/1866
27 X 0.52 0,/1069 0.75 0,/1441
28 Y 0.37 0/1923 0.64 0,2588
29 Z 0.30 0/1741 0.59 | 1/2323 (0.0%)
30 S 0.18 0/711 0.36 0,942
31 U 0.27 0,/3861 0.39 0,/5230
32 Q 0.11 0/2673 0.32 0/3593
All | Al | 0.29 |2/104257 (0.0%) | 0.50 | 57/142696 (0.0%)

All (2) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
17 J 1 A P-O5" | -6.59 1.49 1.59
15 m 30 | LYS | CG-CD | -5.37 1.36 1.52

The worst 5 of 57 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
24 P 64 A P-03’-C3’ | -9.27 106.30 120.20
18 K 65 U P-03’-C3’ | -8.88 106.87 120.20
24 P 62 C P-03’-C3’ | -8.87 106.90 120.20
2 B 67 A P-03’-C3’ | -8.65 107.23 120.20
2 B 66 A P-03-C3’ | -8.50 107.44 120.20

There are no chirality outliers.

There are no planarity outliers.

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 268 0 138 10 0
2 B 2296 0 1163 91 0
3 C 18488 0 18369 1010 0
4 D 6747 0 6755 210 0
) E 16077 0 16192 1229 0
6 F 2399 0 2334 286 0
7 G 6229 0 6163 442 0
8 H 1145 0 1160 132 0
9 I 4819 0 4893 271 0
10 a 594 0 615 11 0
10 h 669 0 697 26 0
10 0 692 0 717 40 0
11 b 641 0 681 19 0
11 1 641 0 681 20 0
11 p 649 0 693 23 0
12 c 796 0 821 17 0
12 ] 737 0 780 21 0
12 q 844 0 876 32 0
13 d 657 0 675 6 0
13 k 652 0 670 36 0
13 r 643 0 657 20 0
14 e 638 0 657 17 0
14 1 631 0 648 28 0
14 S 668 0 689 21 0
15 f o967 0 275 15 0
15 m 962 0 574 42 0
15 t 576 0 289 30 0
16 g 7T 0 603 12 0
16 n 577 0 603 45 0
16 u 568 0 590 24 0
17 J 2320 0 1178 48 0
18 K 942 0 478 39 0
19 L 2512 0 2526 148 0
20 M 2863 0 2763 43 0
21 N 1861 0 1895 39 0
22 ) 960 0 1010 13 0
23 R 1285 0 1282 47 0
24 P 2647 0 1334 80 0
25 \Y 857 0 829 26 0
26 W 1359 0 1375 32 0
27 X 1055 0 1083 11 0
28 Y 1889 0 1831 64 0
29 Z 1727 0 1827 47 0

Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
30 S 701 0 721 74 0
31 U 3765 0 3777 111 0
32 Q 2626 0 2698 223 0
33 B 1 0 0 0 0
33 D 1 0 0 0 0
34 C 36 12 6 3 0
35 D 32 0 12 5 0
36 R 2 0 0 0 0
36 U 1 0 0 0 0
36 \Y 2 0 0 0 0
36 Y 1 0 0 0 0
All All 101492 12 97883 4787 0

The all-atom clashscore is defined as the number of clashes found per 1000 atoms (including
hydrogen atoms). The all-atom clashscore for this structure is 24.

The worst 5 of 4787 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
7:G:577:TRP:CE3 | 7:G:600:ALA:HB2 1.65 1.30
19:L:61:ALA:HA | 19:L:64:MET:HB3 1.24 1.16
7:G:577:-TRP:CD2 | 7:G:600:ALA:HB1 1.80 1.15
7:G:577:TRP:CE3 | 7:G:600:ALA:CB 2.29 1.14
8:H:55:MET:CE | 19:L:345:ALA:HB2 1.78 1.14

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (i)

In the following table, the Percentiles column shows the percent Ramachandran outliers of the
chain as a percentile score with respect to all PDB entries followed by that with respect to all EM

entries.

The Analysed column shows the number of residues for which the backbone conformation was
analysed, and the total number of residues.

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
3 C 2215/2335 (95%) 2139 (97%) | 75 (3%) 1 (0%) 100§ § 100
Continued on next page...
sPrpe
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Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
4 D 853/972 (38%) | 825 (97%) | 28 (3%) 0 100 f [ 100}
5 E | 1989/2136 (93%) | 1910 (96%) | 77 (4%) | 2 (0%) | 48 |77
6 F 305/357 (85%) | 292 (96%) | 12 (4%) | 1(0%) | 36 64
7 G 783/941 (83%) | 763 (97%) | 20 (3%) 0 [100] [100]
8 H 141/149 (95%) 138 (98%) | 3 (2%) 0 |
9 I 589/820 (72%) 565 (96%) | 24 (4%) 0 |
10 a 69/240 (29%) 67 (97%) | 2 (3%) 0 100 ] [100]
10 h 80,240 (33%) 75 (94%) | 5 (6%) 0 [100] [ 100
10 | o 84/240 (35%) 78 (93%) | 5(6%) | 1(1%)
11| b 79/119 (66%) 75 (95%) | 4 (5%) 0 [100] [100] |
11 i 79/119 (66%) 76 (96%) | 3 (4%) 0 [100] [ 100
1| p 80/119 (67%) 77 (96%) | 3 (4%) 0 100 ] [100]
12 c 94/118 (80%) 90 (96%) | 4 (4%) 0 [100] [ 100
12 i 90/118 (76%) 85 (94%) | 5 (6%) 0 100 ] [100]
12 q 100/118 (85%) o1 (91%) | 7(T%) | 2 (2%)

13 d 82/126 (65%) 80 (98%) | 2 (2%) 0 (100 ] [100]
13 k 81/126 (64%) 78 (96%) | 3 (4%) 0 100 ] [100]
13 r 80/126 (64%) 76 (95%) | 4 (5%) 0 [100] [ 100
14 e 75/92 (82%) 72 (96%) 3 (4%) 0 |
14 1 74/92 (80%) 70 (95%) | 4 (5%) 0 [100] [ 100
14 s 79/92 (86%) 76 (96%) | 3 (4%) 0 100 [100]
15 f 71/86 (83%) 69 (97%) | 2 (3%) 0 100 ] [100]
15 | m 70/86 (81%) 69 (99%) | 1 (1%) 0 [100] [ 100
15 ¢ 72/86 (84%) 71(99%) | 1 (1%) 0 100 ] [100]
16 g 72/76 (95%) 69 (96%) 3 (4%) 0 |
16 | = 72/76 (95%) 67 (93%) | 4 (6%) | 1(1%)

16 | u 71/76 (93%) 65 (92%) | 6 (8%) 0 100 [2oo] |
19 | L 312/499 (62%) | 296 (95%) | 15 (5%) | 1(0%) | 36 64
20 | M 359/522 (69%) | 345 (96%) | 14 (4%) 0 100] [200]
21 | N 220/683 (32%) | 206 (94%) | 13 (6%) | 1(0%) | 24 53
2 | 0 122/128 (95%) | 119 (98%) | 3 (2%) 0 100] [00

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
23 R 155/332 (47%) 152 (98%) | 3 (2%) |
25 99/170 (58%) 98 (99%) 1 (1%) |
26 165/246 (67% 161 (98%) | 4 (2%) |
27 5 (4%) |

v
W )

X 129/132 (98%) 124 (96%)

28 Y 223/339 (66%) 212 (95%) | 10 (4%)
29 Z 208,/485 (43%) | 207 (100%) 0
30 S 83/800 (10%) 79 (95%) | 3 (4%) | 1 (1%) 34
31 U 456/565 (81%) 437 (96%) | 19 (4%) 0 100} | 100
32 Q 316/1007 (31%) | 304 (96%) | 11 (4%) | 1 (0%) 36 64
All | Al | 11376/16189 (70%) | 10948 (96%) | 414 (4%) | 14 (0%) | 49 |77

5 of 14 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
30 S 566 ILE

32 Q | 851 | VAL
3 C 56 | ALA
19 L 172 | SER
29 Z | 338 | VAL

5.3.2 Protein sidechains ()

In the following table, the Percentiles column shows the percent sidechain outliers of the chain
as a percentile score with respect to all PDB entries followed by that with respect to all EM
entries.

The Analysed column shows the number of residues for which the sidechain conformation was
analysed, and the total number of residues.

Mol | Chain Analysed Rotameric | Outliers | Percentiles
C 2015/2108 (96%) | 2009 (100%) | 6 (0%) EE'
756/866 (87%) 755 (100%) | 1 (0%) 881 189
1779/1908 (93%) | 1769 (99%) | 10 (1%) 78180
263/300 (88%) 262 (100%) | 1 (0%) 841182
626/792 (79%) 626 (100%) 0 |
131/137 (96%) 130 (99%) | 1 (1%) 77
(72%)

73
518 /721 (72% 516 (100%) 2 (0%) |84| 82
Continued on next page...
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Continued from previous page...

Mol | Chain Analysed Rotameric | Outliers | Percentiles
10 a 67/177 (38%) 66 (98%) 1 (2%) 57 69
10 h 75/177 (42%) 75 (100%) 0 I 100
10 o 78/177 (44%) 78 (100%) 0 100 I 100
11 b 76/101 (75%) 75 (99%) 1 (1%) 61 71
11 i 76/101 (75%) | 76 (100%) 0
11 p 77/101 (76%) 76 (99%) 1 (1%) 61 71
12 c 93/110 (84%) 92 (99%) 1 (1%) 65 T4
12 j 86/110 (78%) 85 (99%) 1 (1%) 63 72
12 q 100/110 (91%) | 100 (100%) 0 100] [ 100
13 d 73/101 (72%) 73 (100%) 0 100 I 100
13 k 73/101 (72%) 71 (97%)

13 r 72/101 (71%) 71 (99%)
14 e 72/84 (86%) 72 (100%)
14 1 71/84 (84%) 67 (94%)
14 S 75/84 (89%) 75 (100%)
15 f 61/74 (82%) 61 (100%)
15 m 61/74 (82%) 61 (100%)
15 t 63/74 (85%) 62 (98%)
16 g 64/66 (97%) 64 (100%)
16 n 64/66 (97%) 62 (97%)
16 u 63,/66 (96%) 62 (98%)
19 L 271/424 (64%) 265 (98%)
20 M 308/442 (70%) 308 (100%) 0 100 | § 100
21 N 203/599 (34%) 201 (99%) 2 (1%) 68 75
22 0O 107/111 (96%) 107 (100%) 0 100§ 100
23 R 136/287 (47%) 135 (99%) 1 (1%) 7678
25 \Y 92/151 (61%) 90 (98%) 2 (2%) 45 63
26 W 140/215 (65%) 140 (100%) 0 100 I 100
27 X 117/119 (98%) 117 (100%) 0 100 I 100
28 Y 213/313 (68%) 208 (98%) 5 (2%) 44 63
29 Z 173/401 (43%) 172 (99%) 1 (1%) 78180

Continued on next page...
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
30 S 74/681 (11%) 73 (99%) 1 (1%) 59 70

31 U 420/511 (82%) 419 (100%) | 1 (0%) |
32 Q 291/919 (32%) 291 (100%) 0
All All 10173/14144 (72%) | 10117 (99%) | 56 (1%) 76180

5 of 56 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
19 L 165 MET
31 U 339 LYS
13 k 76 MET
30 S 758 LYS
29 Z 335 ARG

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 125

such sidechains are listed below:

Mol | Chain | Res | Type
7 G 733 ASN
12 q 69 ASN
15 f 68 ASN
11 p 26 HIS
31 U 316 GLN

5.3.3 RNA (D

Mol | Chain Analysed Backbone Outliers | Pucker Outliers

1 A 12/280 (4%) 4 (33%) 0

17 J 104/131 (79%) 25 (24%) 1 (0%)

18 K 42/125 (33%) 9 (21%) 0

2 B 108/117 (92%) 32 (29%) 2 (1%)

24 P 121,/135 (89%) 46 (38%) 2 (1%)

All All 387/788 (49%) 116 (29%) 5 (1%)

5 of 116 RNA backbone outliers are listed below:

Mol | Chain | Res | Type
1 A 0 A
1 A 1 A
1 A 2 U

Continued on next page...

EMD-38993, 8Y60
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Mol | Chain | Res | Type
1 A 5 C
B 4 C

All (5) RNA pucker outliers are listed below:

Mol | Chain | Res | Type
2 B 3 A
2 B 7 U
17 J 45 A
24 P 52 C
24 P 88 A

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

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

5.5 Carbohydrates (i)

There are no oligosaccharides in this entry.

5.6 Ligand geometry (i)

Of 10 ligands modelled in this entry, 8 are monoatomic - leaving 2 for Mogul analysis.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the Chemical Component Dictionary. The
Link column lists molecule types, if any, to which the group is linked. The Z score for a bond
length (or angle) is the number of standard deviations the observed value is removed from the
expected value. A bond length (or angle) with |Z] > 2 is considered an outlier worth inspection.
RMSZ is the root-mean-square of all Z scores of the bond lengths (or angles).

. . Bond lengths Bond angles
Mol | Type | Chain | Res | Link | "' RMSZ | 47| > 2| Counts | RMSZ | #]Z| > 2
35 | GTP D 1500 | 33 |33,34,34 | 0.95 0 50,54,54 | 1.63 | 8 (16%)
34 [HP C 3000 - 36,36,36 | 0.79 0 60,60,60 | 0.89 0

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the
Chemical Component Dictionary. Similar counts are reported in the Torsion and Rings columns.

- means no outliers of that kind were identified.
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Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
35 | GTP D 1500 | 33 - 2/22/38/38 | 0/3/3/3
34 IHP C 3000 - - 3/30/54/54 | 0/1/1/1

There are no bond length outliers.

The worst 5 of 8 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°®) | Ideal(°)
35 D 1500 | GTP | C5-C4-N3 | -4.99 120.45 128.39
35 D 1500 | GTP | C2-N3-C4 | 4.75 120.48 112.30
35 D 1500 | GTP | N9-C4-N3 | 3.09 132.12 125.95
35 D 1500 | GTP | C2-N1-C6 | -3.05 119.58 125.11
35 D 1500 | GTP | N9-C8-N7 | -2.94 107.95 113.40

There are no chirality outliers.

All (5) torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
35 D 1500 | GTP | O4’-C4-C5’-05’
35 D 1500 | GTP | C3’-C4’-C5-05’
34 C 3000 | THP | C3-013-P3-023
34 C 3000 | THP | C5-O15-P5-025
34 C 3000 | THP | C6-O16-P6-026

There are no ring outliers.

2 monomers are involved in 8 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
35 D 1500 | GTP 5 0
34 C 3000 | IHP 3 0

The following is a two-dimensional graphical depiction of Mogul quality analysis of bond lengths,
bond angles, torsion angles, and ring geometry for all instances of the Ligand of Interest. In
addition, ligands with molecular weight > 250 and outliers as shown on the validation Tables will
also be included. For torsion angles, if less then 5% of the Mogul distribution of torsion angles is
within 10 degrees of the torsion angle in question, then that torsion angle is considered an outlier.
Any bond that is central to one or more torsion angles identified as an outlier by Mogul will be
highlighted in the graph. For rings, the root-mean-square deviation (RMSD) between the ring
in question and similar rings identified by Mogul is calculated over all ring torsion angles. If the
average RMSD is greater than 60 degrees and the minimal RMSD between the ring in question and
any Mogul-identified rings is also greater than 60 degrees, then that ring is considered an outlier.
The outliers are highlighted in purple. The color gray indicates Mogul did not find sufficient
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equivalents in the CSD to analyse the geometry.

Ligand GTP D 1500

Torsions

Rings




Page 45 wwPDB EM Validation Summary Report EMD-38993, 8Y60

Ligand IHP C 3000

Bond lengths Bond angles

Torsions Rings

5.7 Other polymers (i)

There are no such residues in this entry.

5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.
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6 Map visualisation (i)

This section contains visualisations of the EMDB entry EMD-38993. These allow visual inspection
of the internal detail of the map and identification of artifacts.

Images derived from a raw map, generated by summing the deposited half-maps, are presented

below the corresponding image components of the primary map to allow further visual inspection
and comparison with those of the primary map.

6.1 Orthogonal projections (i)

6.1.1 Primary map

6.1.2 Raw map

The images above show the map projected in three orthogonal directions.
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6.2 Central slices (i)

6.2.1 Primary map

X Index: 256 Y Index: 256 Z Index: 256

6.2.2 Raw map

X Index: 256 Y Index: 256 Z Index: 256

The images above show central slices of the map in three orthogonal directions.
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6.3 Largest variance slices (i)

6.3.1 Primary map

X Index: 188 Y Index: 268 Z Index: 266

6.3.2 Raw map

X Index: 187 Y Index: 268 Z Index: 275

The images above show the largest variance slices of the map in three orthogonal directions.
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6.4 Orthogonal standard-deviation projections (False-color) (i)

6.4.1 Primary map

6.4.2 Raw map

The images above show the map standard deviation projections with false color in three orthogonal
directions. Minimum values are shown in green, max in blue, and dark to light orange shades
represent small to large values respectively.
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6.5 Orthogonal surface views (i)

6.5.1 Primary map

The images above show the 3D surface view of the map at the recommended contour level 0.25.
These images, in conjunction with the slice images, may facilitate assessment of whether an ap-
propriate contour level has been provided.

6.5.2 Raw map

These images show the 3D surface of the raw map. The raw map’s contour level was selected so
that its surface encloses the same volume as the primary map does at its recommended contour
level.

6.6 Mask visualisation (i)

This section was not generated. No masks/segmentation were deposited.
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7 Map analysis (i)

This section contains the results of statistical analysis of the map.

7.1 Map-value distribution (i)

Map-value distribution

— Voxel count

4 Recommended contour
level 0.25

Voxel count (logl0)

T T T T
-1.0 -0.5 0.0 0.5 1.0 1.5 2.0 2.5
Map value

The map-value distribution is plotted in 128 intervals along the x-axis. The y-axis is logarithmic.
A spike in this graph at zero usually indicates that the volume has been masked.
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7.2  Volume estimate (i)

Volume estimate

160000 - \
140000 -

120000 ~

100000 A — olume

Recommended contour
80000 - level 0.25

Vvolume (nm?3)

60000

40000 ~

20000 +

T T I I
-1.0 -0.5 0.0 0.5 1.0 1.5 2.0 2.5
Contour level

The volume at the recommended contour level is 1019 nm?; this corresponds to an approximate
mass of 920 kDa.

The volume estimate graph shows how the enclosed volume varies with the contour level. The
recommended contour level is shown as a vertical line and the intersection between the line and
the curve gives the volume of the enclosed surface at the given level.


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

Page 53 wwPDB EM Validation Summary Report EMD-38993, 8Y60

7.3 Rotationally averaged power spectrum (i)

Rotationally averaged power spectrum

0.0 - TSN

o
%ﬂ! 1 —— Primary map RAPS
= 23 Raw map RAPS
e Reported resolution
E —5.0 1 - 338 A=
@ .
=
—?.5 .
—10.0 4
—-12.5 A
S
T T T T T
0.0 0.1 0.2 0.3 0.4

Spatial frequency (4-1)

*Reported resolution corresponds to spatial frequency of 0.296 A1
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8 Fourier-Shell correlation (i)

Fourier-Shell Correlation (FSC) is the most commonly used method to estimate the resolution of
single-particle and subtomogram-averaged maps. The shape of the curve depends on the imposed
symmetry, mask and whether or not the two 3D reconstructions used were processed from a
common reference. The reported resolution is shown as a black line. A curve is displayed for the
half-bit criterion in addition to lines showing the 0.143 gold standard cut-off and 0.5 cut-off.

8.1 FSC (D

FSC

Unmasked-calculated
FSC

0.143

== 05

== Half-bit
Reported resolution
338 A+

Correlation

T T
0.0 0.1 0.2 0.3 0.4
Spatial frequency (A1)

*Reported resolution corresponds to spatial frequency of 0.296 A~?
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8.2 Resolution estimates (i)

Resolution estimate (A)

Estimation criterion (FSC cut-off)

0.143 | 0.5 Half-bit
Reported by author 3.38 - -
Author-provided FSC curve - - -
Unmasked-calculated™* 4.00 | 6.76 4.07

*Resolution estimate based on FSC curve calculated by comparison of deposited half-maps. The
value from deposited half-maps intersecting FSC 0.143 CUT-OFF 4.00 differs from the reported

value 3.38 by more than 10 %
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9 Map-model fit (i)

This section contains information regarding the fit between EMDB map EMD-38993 and PDB
model 8Y60. Per-residue inclusion information can be found in section 3 on page 12.

9.1 Map-model overlay (i)

The images above show the 3D surface view of the map at the recommended contour level 0.25 at
50% transparency in yellow overlaid with a ribbon representation of the model coloured in blue.
These images allow for the visual assessment of the quality of fit between the atomic model and
the map.
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9.2 Q-score mapped to coordinate model (i)

1.0

0.0
M <0.0

The images above show the model with each residue coloured according its QQ-score. This shows
their resolvability in the map with higher Q-score values reflecting better resolvability. Please
note: Q-score is calculating the resolvability of atoms, and thus high values are only expected at
resolutions at which atoms can be resolved. Low Q-score values may therefore be expected for
many entries.

9.3 Atom inclusion mapped to coordinate model (i)

1.0

0.0

The images above show the model with each residue coloured according to its atom inclusion. This
shows to what extent they are inside the map at the recommended contour level (0.25).
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9.4 Atom inclusion (i)

Atom inclusion

1.0
o
= 0.8 1
£
T,
E 0.6 4 —— Backbone atoms
£ All non-hydrogen
E atoms
g Recommended contour
o level 0.25
v 0.4
=
g=
]
[}
o
E 0.2 1
D-ﬂ T T T T

T T T T
-1.0 -0.5 0.0 0.5 1.0 1.5 2.0 2.5
Contour level

At the recommended contour level, 67% of all backbone atoms, 68% of all non-hydrogen atoms,
are inside the map.


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

Page 59

wwPDB EM Validation Summary Report

EMD-38993, 8Y60

9.5 Map-model fit summary (i)

The table lists the average atom inclusion at the recommended contour level (0.25) and Q-score

for the entire model and for each chain.

Chain Atom inclusion Q-score
All  0.6760 . 0.2580
A e 0.6490 . 0.1320
B 0.8580 . 0.3050
C 0.8850 . 0.4490
D 0.9600  0.5390
E 0.7700 . 0.3290
F I 0.1450 I -0.0050
G 0.7440 I 0.1650
H 0.7850 . 0.2830

I m 0.5710 . 0.2360
J 0.7860 . 0.0990
K  0.6800 . (0.1030
L B 0.6520 . 0.1720
M 0.7370 . 0.0570
N B 0.5620 . 0.0760
@)  0.6580 . 0.1350
P 0.6990 . 0.1240
Q . 0.0780 . (0.0890
R I 0.1980 I 0.0080
S . 0.4200 . 0.1720
U 0.9600 = 0.5260
\Y . 0.2160 . 0.0440
W . 0.4960 I 0.0680
X m 0.5310 . 0.1190
Y . 0.1360 . 0.0350
Z I 0.1530 . 0.0330
a 0.7010 . 0.2520
b B 0.5930 . 0.1370
¢ . 0.4560 I 0.0880
d 0.8320 . 0.4020
e  0.5870 . (0.1890
f m 0.5100 . (0.1330
g B 0.6610 . 0.2940
h . 0.3910 I 0.0660
i . 0.3460 . 0.0320

Continued on next page...

1.0

0.0
M <0.0
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Continued from previous page...

Chain Atom inclusion Q-score
j . 0.3820 . 0.0770
k B 0.4160 I 0.0300
1 B 0.5610 . 0.0420
m e 0.5960 I (0.0450
n . 0.4620 I (0.0300
0 . 0.2970 . (0.0230
p  0.4950 I 0.0480
q m 0.4820 . 0.0720
r . 0.3250 N 0.1010
S B 0.5920 I 0.0810
t . (0.4400 I 0.0660
u - 0.3980 I (0.0450
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