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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 3.50 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
Clashscore I I 55
Ramachandran outliers Y] I W 1.8%
Sidechain outliers TN 16.6%
Worse Better

0 Percentile relative to all structures

[l Percentile relative to all EM structures

Metric Whole archive EM structures
(#Entries) (#Entries)
Clashscore 114402 924
Ramachandran outliers 111179 726
Sidechain outliers 111093 686

The table below summarises the geometric issues observed across the polymeric chains. The red,
orange, yellow and green segments on the bar indicate the fraction of residues that contain outliers
for >=3, 2, 1 and 0 types of geometric quality criteria. 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%

Mol | Chain | Length Quality of chain
1 A 1944 27% 39% 3% - 1%
2 B 84 67% 23% 8% .
3 C 597 44% 37% 7% 12%
3 P b97 46% 30% 6% 18%
4 D 121 31% 2% - 55%
5 E 110 25% 21% 5% 49%
6 F 824 30% 21% 5% 44%
6 H 824 34% 22% . 41%
7 G 85 % 1% 8% 71%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
7 W 85 % 15% 7% - 69%
8 I 808 42% 35% 11% - 11%
9 J 620 38% 35% 19%
9 K 620 33% 20%
10 L 185 45% 44% 8% .
11 M 74 24% 39% 14% 20%
12 N 822 22% 37% 14% 27%
13 O 755 41% 37% 12% - 9%
14 T 15 67% 27% 7%
15 X 599 41% 35% 19%
15 Y 599 41% 35% 17%

WO RLDWIDE

PROTEIN DATA BANK

Unified Data Resource for J0EM




Page 4 wwPDB EM Map/Model Validation Report 5G05

2  Entry composition (i)

There are 16 unique types of molecules in this entry. The entry contains 63181 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 ANAPHASE-PROMOTING COMPLEX SUBUNIT 1.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 A 1569 11890 7656 2014 2140 &0 0 0

e Molecule 2 is a protein called ANAPHASE-PROMOTING COMPLEX SUBUNIT 11.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
2 B 84 649 416 117 99 17 1 0

e Molecule 3 is a protein called CELL DIVISION CYCLE PROTEIN 23 HOMOLOG.

Mol | Chain | Residues Atoms AltConf | Trace

Total C N O S
3 C 024 4306 2774 72T 781 24 0 0

Total C N O S
3 P 492 4046 2613 679 730 24 0 0

e Molecule 4 is a protein called ANAPHASE-PROMOTING COMPLEX SUBUNIT 15.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
4 b %5 436 277 73 86 0 0

e Molecule 5 is a protein called ANAPHASE-PROMOTING COMPLEX SUBUNIT 16.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
g b o0 450 290 74 85 1 0 0

e Molecule 6 is a protein called CELL DIVISION CYCLE PROTEIN 27 HOMOLOG.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N 0O S
6 F 460 3618 2320 608 666 24 0 0
Total C N O S
6 H 488 3879 2489 655 709 26 0 0

e Molecule 7 is a protein called ANAPHASE-PROMOTING COMPLEX SUBUNIT CDC26.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
7 G 25 220 137 41 41 1 0 0
Total C N O S
7 W 26 218 136 41 40 1 0 0

e Molecule 8 is a protein called ANAPHASE-PROMOTING COMPLEX SUBUNIT 4.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
8 I 23 5634 3619 940 1041 34 0 0

e Molecule 9 is a protein called CELL DIVISION CYCLE PROTEIN 16 HOMOLOG.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
) J 504 4053 2604 687 737 25 0 0
Total C N O S
) K 493 3988 2564 672 728 24 0 0

e Molecule 10 is a protein called ANAPHASE-PROMOTING COMPLEX SUBUNIT 10.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
10 L 182 1435 898 263 268 6 0 0

e Molecule 11 is a protein called ANAPHASE-PROMOTING COMPLEX SUBUNIT 13.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
1 M 59 481 304 79 96 2 0 0

e Molecule 12 is a protein called ANAPHASE-PROMOTING COMPLEX SUBUNIT 2.
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Mol | Chain | Residues Atoms AltConf | Trace
Total C N 0O S
12 N 604 4767 3053 851 841 22 0 0

e Molecule 13 is a protein called ANAPHASE-PROMOTING COMPLEX SUBUNIT 5.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
13 O 688 5400 3443 940 989 28 0 0

e Molecule 14 is a protein called UNIDENTIFIED PEPTIDE.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O
4 T 15 79 47 16 16 0 0

e Molecule 15 is a protein called ANAPHASE-PROMOTING COMPLEX SUBUNIT 7.

Mol | Chain | Residues Atoms AltConf | Trace
Total C N O S
15 X 184 3767 2390 649 704 24 0 0
Total C N O S
15 Y 496 3862 2446 666 724 26 0 0

e Molecule 16 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms AltConf
Total Zn
16 B 3 3 3 0
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19%

13%

39%
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27%

These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for a
chain summarises the proportions of errors displayed in the second graphic. The second graphic
shows the sequence view annotated by issues in geometry. 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. 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: ANAPHASE-PROMOTING COMPLEX SUBUNIT 1

3 Residue-property plots (i)

Page 7
Chain A:

TISI (45!

0194 [ orean
605A 0€9d
Thvd 809% 6291

O0LLR

8941
L9LH
9941
S9LA
¥9.L4
€9.4

90SA

y0SA j44 )

9EY'T | | gzob

TOSL

CTOLI

0944

vEVS
£EVL
TEVI 867/ 6190
1€7d L6%1 8T9A
0E%A

SGLT
8C%S ¥6LT
68%1

STYS

o & © ~ - e} ©
oo o oo o N NEmA
© © © © © © © ©
< & m| A (S ] =1 =1

L8%L T19I
98%a 17193 8.L9L
S8%I 0794 LLOM

:
3

Z8%A 809L

~
o
©
=1

699D
08%Y 9094 899K
6.L%Y L99KW
STva 8.L%Q YOON
4521 LLYY €098
ETHM 9L%Y
(4574
TT%H
01%a ELYN 6691
6071 8693
80%0 TLYA
0L%S

TOON

899N
G69A LG9M
S0%d 89%d 69Y 9993
L9¥%1 £6SN
99%1
S9%h T6SA

¥99H

249s
6890 199d £zL1

197N 8894 [ |

09%S 1881 899d
984S

L
t

3
*

L

6.0
9TLH

9%9S STLR
LG%d %891 SY9H

et
bl
B
3

SGTA 289L £%9N 0TL1
¥a%0
£38%Y4
[4id}

THOM
0794
6€9A

0871

8€91

99l

8¥¥S ST9d

548 €19D
219d

RLDWIDE
erbDB
EMDataBank

Unified Data Resource for J0EM

O
PROTEIN DATA BANK

W


http://wwpdb.org/validation/2016/EMValidationReportHelp#residue_plots

5G05

wwPDB EM Map/Model Validation Report

Page 8

g18Y
Y1I8A

C18L
T18d
078X
6080

LO8R
908X
GO08H
7080

CTO8K

88.3

L8LA
98.L7T
G8.LS

€8.L1

8.4

6LLH
8LLT
LLLL
9LLN

YL
€LLT

TLLE

G684

£68S

.81

6984

998D

T4981
TS8D

8v8n
Ly8H
9%8b
Sv8L

£%8S
T¥8d
8E8L
Lg84

9€84

v€8d

CESH

E£E0TY
TE0TT
1€010a
0€072

HTOTH

0ZOTN

8107Q
LTOTN

¥1010Q
£107a

6863
8860

G863

€861

1860

616D
861
LL67T
vL6A

TL6d

6960

996d

86072
L60TL
9607d

€60TH

06074

880TL

980TH

%801Y

280TA

08071
6LOTV
8LOTH

SLOTD

€L0T1T
TLOTD

0L07T1

L9073

¥901d
€90T1

19013
090TH

LSOT1
96013
SG0Td
¥S0TA
€907D

6%0TA

9%01d
SYOTH
w01V
m¢mﬂm
07071

LEOTA

GEOTD
veoTA

YOTIN
€911d

TOTIN
09TTX
6STTA
8GTTI
LSTTH

SGT11S

€9T11
[4<331]

i

0GTTV
6%11d
8YTIV
LYTTI

+

SPT11

EYTTV

F

TYTTA

6ETIN
8ETTH
LETTA
9ETTS

CETTL

6211d
8CT1d
LTTTA
9Z11a

L

0ZT111

8TTTA

9TTTL

€111d

TITIV

60T1H

YOTTY
€0T1d
COTTI
T0T1d

9TTTY
2Tl
j{4998

61CTL
8TCTID
L1TT1

STTTY

CITIA

L0TTH

S0TTS
Y0TTL
€0TTH
cocTa
TOZTH

86TTL
L6TTT
96TTA

Y6TTH

CTETIN
T6T11

98TTL

Y8TTH

Z8TIN

HH

ELTTV
CTLITA

OLTIN

L9113

TIETS

60€TH
80€TH

90€TD

YOETH

CTOETT

00€TT
mmm«u
Y6CTA
€618

0621a

€821d

1821d

LLTTI
9,213

2X4 %)

TLTIA
69CTL
89CTH

S9TTY
v9CTTL

T9CTR

66211

F

vaTTA

TSCTA

8YTIN

THCIL

6E€TTL

08ETN

8LETL
LLETH
9LETT
SLETA
PLETI
ELETH

TLETT

89€TL

G9€Td

09€TA

LSETL
99€Ta

TGETI
TSETD

CTEETD

6ZETH
8TETA
LTETD
9ZETA

HCETH

CCETd
TCETA
0CETN

PIETI

65710
89%TS

9SYTL

Y9711

9EVTH

YEVTI

TE€YTd
0EPTA

8CH1S

et444)

TTYIN

TCv1d

0CHT1

9THTM

[As4%]

60711

L3

86ETd

96ETT
G6ETT

06€Td

€8ETI

CTESTN
TESTD
0€STS
62STH

LTSTW
9TSTA
STSTW
vesTy
€24T11
[44°1 5

028711

8TGTA

1610

€157d
CISTT

L

LOSTL

S0STS

66711

L6YTL
967 TH
S6%Td

£6%TH

887711

8711

TI9TA
0T9TX

+

70910

TO09TA

96GTS
S6SGTH

88GTT

98870
S98ST1
8LSTN
LLSTS

$L8T1

CTLSTA
TLSTH
081D

99674

¥9ST1

29811

8GSTH

$9GT4

CTGSTR
TSSTN
0SSTH

LYGT1D
9%GTL

YPSTN
E€¥4TH
[42°1%)

LESTD

SESTA

€ESTT

S.972

€L9TR
thﬂﬂ
mmmﬁm
99971
S997h
Y991

09971
649913
899Td

99911

€991V

06973

8Y9TH
LY9TL

42298

0%91H
69T
8E9TX
LEITL
9E9TA
S€9TH
PE9TT
€€9T1
CTEITY
TE9TR

629Td
8T9TL
LToTN
9Z9TL

1291d
0Z9TA

L1974
9197d
S1973

21911

TYLIL
TvLTd

6ELTS
8ELTI

SELTd
YeLIH
€ELTd

0ELTY

8TLIS

9TL1Y

YTLIV
ETLIA

6TLTT

STLTH

0TL73

80LTX
LOLTS

%0LTD
E0LTY

TOLTT

669TA
869TX

969TA
S691H

06971

L8971

¥89TL

8L9TI

908TS

%0813

C08TYH

00871
66.LTH

LBLTI
96LTV

¥6.L10
E€6LTH

T6LT1

L8LT1
98LTH

€8LTL

T8L1T0
08LTL
6LLTA
8LLTD
LLLTE
9LLTR
SLLTT
YLLIA

TLLIS

TLLTA

894711

YOLIH

CTOLTD
TOLTH
09LIN
6SLTA

E€GLTR

TSLTY
08474
67L1S

SPLTd
¥hL1a
€PLIS

0L8TV

L8810

Y4E8IN
£4810a
TS8TI
TS8TL

8%8TA

R LDWIDE

9%81d
S9811

Zh81S
TH8IN

6€8T4

LEBTD

vE€81d

€E€8TH

0€8T1
628TY

L2810
9Z8TH

T28t1d
0Z814

LI8TA

€1870
CI8TM

01872
608TS

L0872

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




5G05

wwPDB EM Map/Model Validation Report

Page 9

€E€6Td

0E6TY

LI6TY

ST671
P1671

11674
0T6TS

L681d

S68Td
v68TA
€681S
CT68TH
T68TA
068TA
68811
88814

9881V
98811

£8818

188170

+

€.81S

TL8TR

ANAPHASE-PROMOTING COMPLEX SUBUNIT 11

e Molecule 2

8%

23%

67%

Chain B

£%a

CELL DIVISION CYCLE PROTEIN 23 HOMOLOG

%D

6EA

e o N~ O mmm <+
I oo ® ® m
© (S [ [SHS]

=
5
a

8M

™

e Molecule 3

12%

7%

37%

44%

Chain C

78I

8.3
LLL

693
89V

291

861

€ay

2as

671
8%1

he
€hL
(441
6€I
9€1

€ex
CEI

621

691D
8910a
L9711
9974

o1V

T9TH
09T

8GT1
A S

[4:11s
1811

8YIN

SyT0
42t
329

YETL

STTA

864

96A

764
€64
6V

69C4

LSTA

elsta
921

15148

VAZ4)

i

€921
(474}
1521

6€TL
8ETK
LETI

¥eTT
£ecd
ceed
TecE
0€TH
62CH
8TTH

¥Te1

€1el
(4141

0120
6021

90CH
COCH
1021
002d

L6TH

S6TV
T6TA
€810
1811
08TYH
6411
8LTA

PLTT
ELTR

TLTID
0LT4

SPES
Thed

Thes
157229

LEET

veED
€EEL

8TEeN
Lzea

wTen

eTeN

80€X

90€1

CTOEL
10€d
00EW
662N

L6TI
96cH

€6ca

6821

€821
(4314

08za

LlcH
9,21

€LTR

69CI
89zl

S9TI

092s

81%D

oTvd
SThd

(454

60%A

L
&

S0%1

€071
TOvM

00%Y¥
66€X
86€d
L6€4

S6EN

C6EI

06€H

88EL

98€eh
G8€I

T8EeSs
6.LE%

8LEW
LLEF

L

E€LEH

TLEN

69€L
89€M
LOEY

22199
£9€Y

T9EN

9gey
[ef<f=li]

67eN
8ved

0671

887l
L8%Y

a8oh
»8vHE

(457

8.%d

9L%1

254l

0L%T
697V

L9%Y%
99%d

¥9va
£9%D
{457}

09%&
697V
8474

EE%S
6274
8T
L29h

4474

*

0Z%R

1894
9891
E{e{e]y]

€891

i

6791
8%3V
Ly9Y
9%9D
el ek
vvea
£%9Y

TPSa
0bSN

LESD
9€9D
SESH

£ETY

TEGL

8c9d

et4=h)
[74°5:)

LISV
9781

jA5:L
€184

0188
6093

L6YI

S6%0
$6¥I
€671
z67M

CELL DIVISION CYCLE PROTEIN 23 HOMOLOG

e Molecule 3

18%

6%

30%

46%

Chain P

1€10

6CTY

LT3

et 1
¥e11
E€TTR
(491

0TTX

3

9114

IV
ETTA

1118

607D

9071

*

T07¥
007d

861

<+ ©
D =)
B =

€64
1434

06Y

L8K

[V
0
(=}

P
©
<

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



5G05

wwPDB EM Map/Model Validation Report

Page 10

8CTH

€121
2121

6021

COCTH

6671

L6TH

6.1

891a
L9711

097X

84711

€474

61€T

L1€S
91€1

£TeN

LOET
90€1

3

CTOEL
Toea
00EW

1

062H
6821

9824

€821

9.T1

vLZH
6921
89zh
1928

LSTA

eista
7921

[4:tdy}
TSTX

VAZ4 )

[474)}

8ETK

LETI

5

£eTd

TE€TH

62CH

(4574

607X

L0%0

%0%D

CO%HM

96€N

T6EY

68€Y
88X

S8€I

T8€S

8LEW

9LEW

TLEW

89€M

£9€Y

TOEN

3

LSEV

gseb

9vED

Yhed

1

0%ER

LEET

veed
£EEL
ceed

6TER
8TeN
LTea

8671

671
€671

06%&
68%0

L8%V
08%1
8.%a
LLVH
9L¥1
SLvN
TLYY
TLYA
0L%1
69%V

99%3

09%X
9G¥%X
18%3
5374728
(4470
TvE

8EVY

TEYa

62%Y

v

3474}

(44728

(114729

LT%R

SThd

j45701
eTvY

SESN

T€SL

i

€290

6194

9191

€184

ANAPHASE-PROMOTING COMPLEX SUBUNIT 15

e Molecule 4

55%

12%

31%

Chain D

¥9I

67N

Ly

Eid}
¥PI

o7M

3

622

LTa

STA

€ed
[44:

814

ETL

e
0Td

ANAPHASE-PROMOTING COMPLEX SUBUNIT 16

e Molecule 5

49%

5%

21%

25%

Chain E

TOX
09s

8GA

993
GS8D

S0Td

o)
)
=1

©
o3
B

& 10
D O
=;

26a

063
681

L83
98A

1

28T

8.4

SLb

€La

690

99L

E€9A

CELL DIVISION CYCLE PROTEIN 27 HOMOLOG

e Molecule 6

44%

@ 10 ~ o o 0
© ~ ~ © © ©
[ = B = = -

5%

21%

30%

Chain F

© O = OO ©
© © @ O O
S H A S >

[
©
2]

0 ©
© ©
v O

[ ]
© ©
X o

~
<+
>

<+
<+
=

[
™
2]

8€H

9EH

8974

99Th

¥91d

631D

9810

TaTd
181d
0818
6%TH
8¥T1
LyT4

8ETX

1

0ETH

+

9210

iZ49%

119%8
0211

LTITL

0TTd

D ..II..II.-
)
II =

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



5G05

wwPDB EM Map/Model Validation Report

Page 11

98%N

Asidl

8%

08%N

LLYD

QLYY
254
€LVA
TLYD
TL¥A

69%NH

99%1

99%S

2991

6991
8990

9988

VAL
€988

0GSA

8%9)

9%9T

Azl
€991
THSL
6ESL
LgSHE

GESD

€E3A

9gsy
47}

[44°Fs

0zsY
6193

STSA

TI81

0784

L0SY

S0SI

TOGA
00SM

8671

967X
S6%H

26¥%d
T6%1T

68%S
88%'1
L8%I

P9I

991
0%9D
6E9X
8EM
LESY

SEIX

TE€9d
TEON
0E€9A

8291
LT9V

vco4d

TV

819d

9193

8099

*

Y09K
£09Y
CO9K

009X

1

7651

1650

9TLT
8TLY
LTLE
9TLN
CTTLA

60.4
80LH

TOLN

6690

969V

2891

089H

8L9A
LLOA

S.91
VL9H

TL9T
TL9T

990

991
€990

099

LG9H

9G93

€691

TS94
099X

8790
PAZe)S
9%9k
SH9OX

9%LA
SYLY

E€9LI

L52%:S

6ELA

9€.L3

CELL DIVISION CYCLE PROTEIN 27 HOMOLOG

e Molecule 6

41%

22%

34%

Chain H

I
[
B

1€1

623

LT1
9zd
STA

£2a

1199
ogy

8A
Ld
9d

8974
L9TL
991D

791d

291d
19Ty
0913

L8913
9810
SGT11

ega1d
{43 %

0STS
67TM

Ly14

EYIS
(4749}

(07498

SETS

€ETH
0ETYH
621a
8TIL
STTX

1211

SLIN
vL10

LIS
TLIL

9L¥%'1

254

TLYY

L9%H

S9%1

9G%A

[4siL s

T894
LLSd
9450
SLSN

0LSH

8953
L,99d

€980

66971

¢es1

SPSH

0%ss

LESHA
9ESN

€EGA
CTESYH

0E€SN
6293

practs

0zqY

191

€050

S67H
Y6%H

¢6%d
T6%1
06%H

88%'1

98%N
9871

£8%2

8L%S

EMDataBank

Unified Data Resource for 30EM

O

R LDWIDE

PROTEIN DATA BANK

W



5G05

wwPDB EM Map/Model Validation Report

Page 12

9691
S69V

2691

L89Y%
9893
9898

1

6,90

S.91

TL9T

6995
8995

S99N

2991

0993

999N

€491

991
E£%9N

6E9X

£E9Y

0E€9A
6294

GToH

1291

009X
663N

g63b

6894

¥8sa
€8SH
2853

99.1
S9.a

CTOLM
TOLS

6GLN

LGLT

9G.L1T

TSLD

67.L4

LYLR

YhLD
€PLI
ThL1

0%LA

8ELT
LELS
9€.3
SELY

EELA

TELD

6TL1

9TLT
qTLE

TTLS
0Ly
6TLA

6690
8691

ANAPHASE-PROMOTING COMPLEX SUBUNIT CDC26

e Molecule 7

71%

8%

11%

. 11%

Chain G

81d

971

¥1a

(4]

-
[v] 10 © «Q -
o S 2 pE|

ANAPHASE-PROMOTING COMPLEX SUBUNIT CDC26

e Molecule 7

69%

7%

15%

7%

1

Chain W:

9T1
sca

€T

=
o~
= H

@
—
[

L13
9TI

€11
(42}

8y
LL

[

ANAPHASE-PROMOTING COMPLEX SUBUNIT 4

e Molecule 8

11%

11%

35%

42%

Chain I

[4°FS
1SS

671

LYH

0 QY 0 © O
N ] m M ® &
= ~ o - =

~
o~
=

GTd
¥TI
€cl

LTY

319

€TA
ciy
T4

£%1d

0%1d
6€TT

6TTL
8TTA

ETTH
TT10
1118
0TTA

L0132
90TA

COTH

_

061
6831
88Y

S8y
81

%TTs

1

0ZTA

912s
STTH

£12a

0121

9813
S8TI
7874

d
+
it

T81S

6L1D
8LT11
LLTA

YLIN
€LT1

8911

99T

%911

1918

eletats

TSCTH

A4S
9¥ved
S%21
444

wel
0%

8ETL

9€T1

vecd
EETR

T€TA
ogea
62TS
8zey

CTOEH
T9€X
09€1

89€S

© ~
0 0
™ M
[ ]

6€ES
8e€d
LEET
9€EES

vEED
€EET

T€€Y
0€€T
62€D
8TEN
LTEA

STeT

6TEL
8TED

STEV
v1es
EIEY

4441
£THA
TTHR
114748
0ZTM
6174

TLES
OLEV

99€T

79es
€9€1

0084
6670
8671

€672

L8%A
98%'1
98%a
¥8%a

6.9
8LYA

9L%D
SL7A
254

LSTN
9574

9EVH

CTEVH
TERa

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

O

PROTEIN DATA BANK

W



5G05

wwPDB EM Map/Model Validation Report

Page 13

9LSH
G491
L84

6991

¥98a

oG

LGSR
96971

€490

L

S%8D
¥PS1

0%Sd

8€sh

vE€Sa

(4’3

+

9TGA

v184
€197
21971

808)
L0ST
90SH
S0SS

€0SN
T0sh
T0S1

OYLH

vhid
€hLA

8ELT
LELN
9ELS

TELS
0ELA

Lgld
€TLY
8TLY

P0LL
£0LY

T0Ld
889L
9894
6,90
9L9N

YLOA
€197

0.L9d
899D
TG9A
8¥9L
9%9a
6€971
6191

L091
909a

6690
689L
8894
L8911
9891

8LSN

CELL DIVISION CYCLE PROTEIN 16 HOMOLOG

e Molecule 9

19%

8%

35%

38%

Chain J

- o )
o 10 ~ bl =
= ~ ~ =4 -

990

091

8GH

it

€38K

9€d
ety

2e1

8y

et}
Td

(441

ozb
61X
81h
L10
91h

0%TX

YETT

CETI

6CTH

S6H

€61
T6A

69%

122d

61CA
81CL
L1ca
91Ts

g1

6021
80cy
Loz

S0zd

€0cd
cocH

861D
L6738

S6TN

€671
T6TH
1615

LSTT

PSTH
€4TX

0STL

811

1920

€9cd
c9cd

09y
649cd

8veH
Lycd
ovca
S¥C0
TheN
557/

ovcH
6ecd

LETT

veTA
EETA

1€21
0€TN

L2T1
9TTH

444

1
89€H
L9€D

S9EYN

£9¢1

09eyY
6GEL

LGER

GGeY

1

T8Ea

£%€S
CYEH

0%eR

8€ET

S€ed
YEED

0ogex
62e1
8CEL

86CN

962d

3

057N

Shva
aads)

Tvva
157478

6ETA

i

LEDN

SEYI
PEPY
£EPY
CTEVI

9.Lg1

bLel

€281
2csed
TCSH

L1861
9TSA

184
€T8L

9081

$0SL

008a

9674

88%1

+

i2i2\

CELL DIVISION CYCLE PROTEIN 16 HOMOLOG

e Molecule 9

20%

8%

38%

33%

Chain K

LLY

YLR
€LY
LD

0L3

L9
990

194

8GH

YSH
€9k
zsh
18Y
0SL
691
(5128

9%D

[47:

15729
0%I

@
)
a

SPIN

T71a

6ETI

GETT
YETT

€61
T6A

880

98H

(424
181

9813
G811

8TA

TLIS
TLIL
0471

891a
L9714

(4299
TOTA
091a
68711

feieh s

€9TA
2§18
TGTX
0STL

8¥%11
LPTL

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




5G05

wwPDB EM Map/Model Validation Report

Page 14

98TR
98T4

€82

LLTE
9LTA

TLCH

Ll

Y9CH

29cd
T9ca

692
89TH

99TA

TSTA
082)

8%TH

9%ea
g¥%cd

024
6€TH

SETA

EETA

TeTT
0ETN

Lge1

(444

0zzI

T9gb

89¢€d
LSEX
9GeY
agey
YaEN

csed
TSEQ
0SEH

00€gA

L6TS

]
[45729
125728

(4475

0ZHL
6T%)

9T%H
STHN

£1%4

13578

L0%E

wovA
£0%4

T0%a@
00%3
66€d

S6€T

TBES
16€4

T8EL

6.L€D
8LER
LLEF

SLED
YLEI
E€LER
CTLET

0Lgd
69€T

1980
99€H

H9EN

8091

$0SL

2054

00sa
6671

09%3%

LSPN

997y

25178
E£9%H

1891

8%%1

i

9%vd
Svva
i447:]
1ha2)
1574728
8Evd

SEVI

9TSGR
STSW

€241
{44

L1GL
9TSA

v184d

2180

6094

ANAPHASE-PROMOTING COMPLEX SUBUNIT 10

e Molecule 10

8%

44%

45%

Chain L

894
190

€971
C9H

1D © mm
0 10
=&

3

Sy
fre}
=

o
I}
|

~
Sy
a

©
<
~

<+
<
=

=
<
=

[
2]
©

10
™
©

0gA
62V

L

ScI

£TH

14N
0Zd
6TL
814
L13
91T

< ©
0 ©
B3 =]

4%
€1d
(419

07D

€L

€9TH
CSTH

081a
6714

SHTH
PPN

8eTh
LETT

YETL

T€1d

STTL

ZTIA

0Z1I

G071
POIN

20T4d
TOTN
00N
86A
61
T6d

06L
684

184

6.1
8.0

€871
Z81S

08Tk

LLT4

€LTL

v913
€913
ZOTA

09TL

8911

e Molecule 11

9911
SSTh
»9T4

ANAPHASE-PROMOTING COMPLEX SUBUNIT 13

20%

14%

39%

24%

Chain M

650

LSM

GSH

6%S
8vd

LEd
9€1

3

TEd
TE€I

6CA

Lgd

STd
21
€TA

ocy

+

91a
ST1

Tl
711

0 ©
© ©
A

ANAPHASE-PROMOTING COMPLEX SUBUNIT 2

e Molecule 12

27%

14%

37%

22%

Chain N

8LA
LLE

S.d
21

€94
291

69A

994

€ed

62L

91d

9ETL
SETM

€eTd

8T1S

9211
STTR
¥21d

1CTY

6113
8TT1
L1117
9T1d
STTd
BTV

80T1
L0OTD

S0Td

€01a
CTOTV

86D
160

S61
w6V
£6N

164

68d

.81
98N

EMDataBank

Unified Data Resource for J0EM

O

R LDWIDE

PROTEIN DATA BANK

W



5G05

wwPDB EM Map/Model Validation Report

Page 15

[4:t4))

0821

YA/
ovTA

i

Theh

ovcd
6€£2h

LETT

9ETY

ceed
Teed

62eb
8TEA

£TEY

6TEN

v0ed

00€1
66TH

L6TA
96TA

v6THE
€6CI
CT6TH

ELTH
TLcH

69CL
89CA

£6EL

T6€A
06€D
68€d

S8€Y
¥8eL
£8€d

08EY
6.LEN

L
i

SLe1
YLET

TLED
T.E¥

69€d
89€L

99€d
vses

€9ea
29ed

8YEN

Sved
4729
£vea

157208

£YPL

(V444
6EVA
8E¥I

9EvYd
SEVA
PEVL
£EVa

TEVY
0E%L

8T

43720
€1%S

T0SI

66%S

78%d
£8%a
28¥hd
1874
08%M

8.L%d
LL%d

.89d

£88Y

L.83

$L8I
€LSN

T2ss
(4=}

LSOA
9898
G991

TS9OV

8791

i)

YPoA

279D

0%9L
6E9H

LEOM

PE9L
£E9Y

TEQY
0E9Y

61971
819V

G791
7190

219d

909a

€09d
209d
TO9M

6693

L6898
9691

£6SY

T6SA

6854

CTILL

L0.3

€0LD
T0Lb

I

8691

9691

1

2691

3

9893
G89A
Y89V

T89S

891
LLOL

vLOY
€90

TL90

699K
8991

9991
S99A
799V

T99d
099L
699A
8G9V

6TL1

ANAPHASE-PROMOTING COMPLEX SUBUNIT 5

e Molecule 13

9%

12%

37%

L
i

41%

Chain O

8GY

€8s

673

a2l

6EA

S€I
veA

(4

Lei
921

TETA
TETA

62TL
8TTH
LTTH
9TTA

e€gTa

6114

STT1
711d

CITd

6073

L0Td

vota
€0TD

10TV

[
[
|

L6I
964
961

E€6A

T6N
06Y

98D
g8s

€83
281

9914

€970
c°oTd
197X

6STh

98TL
SSTA

19TA
087Th
6%1S
8%14
LB1S

SPIN
9IS
EVIL
0TI

8ETH
LETH

S.T1
LT

L9TA

v9TA

T9en

3

9821
49GTk

[4cl4cs

0§24

LgTH
9gea
el441
(444

612h

L128
9121
S1cd

L

T12h
012y

1021

vled

L9gY

€9€H

TOET

8GER

9GEQ

caed
TSED

8¥ER

9vEN

R LDWIDE

vhel

€D
0%eT

9EEQ

1

0EEI

8CEI

Szed

£TEY

Teed

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




5G05

wwPDB EM Map/Model Validation Report

Page 16

iaa7)

6CTM

+

£THY
(44723

0Z¥%I

9T%d

Y171

[457:4

00%a

1

Y6EL

T6ED
T6EY

i

L8¢€b

S8EA
8€e1
£€8€S

8LES

9.L€1

819K

TESA
TE€ST

6230

L2911
9TSH
et4=d

0ZSH

L1890
9194

0TS0

B80S
LOSM

C6YH

06%1

88%d

08%b
6.3

9L¥T

6570

0S%S

8YIIH

609V

1

€09
209d

66S1
864GL

965S
9698
¥6SS
€694
T6SM
169K

6893

8.93

0LSH

8998

S9SN

€99V
¢ash

6%9A

9%9Y

£%9D
44k

6ESN
8€9T

e Molecule 14

Chain T

9€SL
GESI

£89%

189d
0890

LL9S

SLoV
%.9S

TLOA
190

L99A

T994

989V

6294

oToN

¥Ton

1298
0ZoV

SGLT
¥SLH
E€G.LN

7%

6%.LA
8Y.LD

9YLS

27%

TvLH
0%L1

LELA
9€LT

0gLY

LTLL

YTl

CTLH

LT
914
QTLR
BILA
€TLA
(4974
1T

67%

60.4

S0La
Y0LA

UNIDENTIFIED PEPTIDE

ToLY

S69N

18971

S893
8oy

STV

Ty
OtV

LT

ANAPHASE-PROMOTING COMPLEX SUBUNIT 7

e Molecule 15

19%

5%

35%

41%

Chain X

LLR

691

0%H
6€Q

LEA
9EN

6711
8YTW

9%TR
S%10

{47491

LETH

YETS

0TT1

LOTYH
90Th

7071

COTW
T0TL
00TA

SETM
7eTa

cecl
T€ed
0gTA
9zeA
{4441

61CA

S1TH

€12es
(At
13143
0721
6021

9021

voca
€021
cocy

1

S6TA

€614
(43199
1618

68TA

L81d

810

1814

6LTR

9LTV

ELTW

TLTI
0LTH
691d
89TL
L9714

7918

9TEY
STe1
v1e1
€T€X

TIER
0TEA
60€d
80EN

v0€1

00€7T
66CH

v6cd
£62Y

0628
68¢CN

£82H
28td
T8CTL

6.2a

LLT1

€LT71

TLTA
0LZN
69z2a

L9271
9921

7921

652D

3

bacy
€£4cH

6%2H
8¥%cl
L¥CH

RA4AS

0¥%CI
6ETH

LETS
9€T1

i
3

00%I
66EY

96€4d
G6EH
Y6el

T6EY
T6€d
06€b
68EA
88€Y

98EN
S8EN

08€D

LLET

0LeS
69€EN
89¢€1

99€1

69%1

S9%1

428
TO%Y

85%b
1871
95¥A
ag¥d
$3¥a

{44}
TS%0

6771

PA4 48
i
SHPL

13444

LEDT

9EYL

EETA

TEYN

0EVY

LTYH

44745

TTPN

PRS2
91%)

[4572)
£1%1

T1%d
(025729
60%0

90%Y
S0%D

LTS3

TTSA

0TsA
6791
8194
LTSa

S1971

0TSGA
6090

908b
GOSN

208y

66%1

96%1
S6%D
v6%a

T69%

68%d
88%Y
L8%S
98%1
98%1

8%
15:528

6.L%A

LLYY
9L¥I

vLva

ANAPHASE-PROMOTING COMPLEX SUBUNIT 7

e Molecule 15

RLDWIDE
EMDataBank

Unified Data Resource for J0EM

O

PROTEIN DATA BANK

W



5G05

wwPDB EM Map/Model Validation Report

Page 17

17%

6%

35%

41%

Chain Y

88S

961

sy
€GA
[4:1)

0SH

LYY

SHY

£7Q
4t

@ -
) <
a =

LEA
9EN

LOTH
901D

%0711

ZOTH

00TA
6631

L6A
96Y

[4ekS

18T
988

w8y
E€8H

LLK

€.d

1.4

1

99N

798

L97d

%918

(419}

68711

9811
SSTV
910
€911

*

6711

9%TA
S%10

THIW

6ETH

LETH

YETS

1

9620

v6cd
€624
2621

68TN

98t

T8CTA

8.Lcy

€LT1

TLTA
0LzZN
692a

+

€92y

8%TlL

9%cTA
S¥vcd

154249
(4441

0%2I
6ETH

9€TT
GETH

0E€TA
62CTL

9TTA
et44))

61CA

S1TH

€1es
(43488

6021

9021

€021

LLET
9.Le7T

ELEA

99€T
S9EY
Y9eN

S9EL

TSes
TSEXR
0ged

8YEH
L%€D
9%€D

EYEA
THEM

oved
6EEY

LeED
9ged
SEES
PeEl

Sged

¥S¥va

[4i
1S90

67%L

PAZ A
9PP1
SYPL
91
£YPL

LEDT
9EHL

YEVR
EEVA

1

6CTTH

oTHY

6THV

PRS2

T8eV

6.LEY

8TGd
LTSa

S1971
0TSGA

6090
808a

S0SN

€091
Tosv

6671
86%1

96%1
S6%D
¥6%a

68%3

L8%S

S8%1

8%
18%)

6L%A

LLYY

69%1

i

S9%1

45}
19V

89%0
LShL
95%A
§Ghd

04gh

879D

9%9T

veaI

CTESK

R LDWIDE

w_ 0

erbDeBe

PROTEIN DATA BANK

EMDataBank




Page 18 wwPDB EM Map/Model Validation Report 5G05

4 Experimental information (i)
Property Value Source
Reconstruction method SINGLE PARTICLE Depositor
Imposed symmetry POINT, Not provided Depositor
Number of particles used Not provided Depositor
Resolution determination method | Not provided Depositor
CTF correction method Not provided Depositor
Microscope OTHER Depositor
Voltage (kV) 300 Depositor
Electron dose (e~ /A”) 27 Depositor
Minimum defocus (nm) 2000 Depositor
Maximum defocus (nm) 4000 Depositor
Magnification 78000 Depositor
Image detector FEI FALCON II (4K X 4K) Depositor
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PROTEIN DATA BANK



http://wwpdb.org/validation/2016/EMValidationReportHelp#experimental_info

Page 19 wwPDB EM Map/Model Validation Report 5G05

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:
ZN

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 | p\ (o7 #éy >2 RMSZ #é\ >2

1 A 0.73 | 11/12168 (0.1%) | 0.93 | 35/16587 (0.2%)
10 L 0.74 | 1/1468 (0.1%) | 0.93 | 3/1993 (0.2%)
11 | M | 065 | 1/490 (02%) | 0.98 | 5/665 (0.8%)
2 | N 0.75 | 7/4860 (0.1%) | 0.08 | 16/6584 (0.2%)
3| O 0.87 | 3/5499 (0.1%) | 0.5 | 12/7432 (0.2%)
| T 0.70 0/78 1.02 0/107
5 | X 0.64 | 2/3827 (0.1%) | 0.87 | 6/5180 (0.1%)
15 | Y | 056 0/3922 0.83 | 9/5304 (0.2%)
2 B 0.63 0/674 0.95 | 2/913 (0.2%)
3 C 0.73 | 1/4403 (0.0%) | 0.93 | 10/5942 (0.2%)
3 P 0.66 | 1/4141 (0.0%) | 0.89 | 6/5593 (0.1%)
1 D 0.62 0/446 0.83 | 1/610 (0.2%)
5 E 0.56 0/459 0.68 0/619
6 F 0.68 | 1/3704 (0.0%) | 0.82 | 4/5019 (0.1%)
6 H 0.71 | 1/3969 (0.0%) | 0.85 | 2/5366 (0.0%)
7 G 0.56 0/221 0.93 | 1/292 (0.3%)
7 W | 057 0/219 0.03 | 1/291 (0.3%)
8 T 0.72 | 3/5754 (0.1%) | 0.96 | 20/7806 (0.3%)
9 J 0.72 | 3/4152 (0.1%) | 0.97 | 10/5623 (0.2%)
9 K 0.71 | 2/4085 (0.0%) | 0.90 | 6/5530 (0.1%)
All | Al | 0.71 |37/64539 (0.1%) | 0.91 | 149/87456 (0.2%)

Chiral center outliers are detected by calculating the chiral volume of a chiral center and verifying
if the center is modelled as a planar moiety or with the opposite hand. A planarity outlier is
detected by checking planarity of atoms in a peptide group, atoms in a mainchain group or atoms
of a sidechain that are expected to be planar.

Mol | Chain | #Chirality outliers | #Planarity outliers
1 A 0 1
12 N 0 1
14 T 0 1

Continued on next page...
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Mol | Chain | #Chirality outliers | #Planarity outliers
8 I 0 5

All All 0 8

The worst 5 of 37 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
13 O 116 | SER C-N 24.88 1.91 1.34
13 O 135 | PHE C-N 13.64 1.65 1.34
12 N 427 | TYR | CG-CD2 | -9.69 1.26 1.39
12 N 600 | PHE | CG-CD1 | -9.42 1.24 1.38

1 A 236 | VAL N-CA 8.96 1.64 1.46

The worst 5 of 149 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z Observed(°) | Ideal(°)
8 I 433 | VAL O-C-N -16.78 89.22 121.10
1 A 505 | ARG | NE-CZ-NH1 | 11.43 126.01 120.30
9 J 61 | ARG | NE-CZ-NH2 | -11.40 114.60 120.30
13 O 388 | ARG | NE-CZ-NH2 | -10.83 114.89 120.30
9 J 61 | ARG | NE-CZ-NH1 | 10.42 125.51 120.30

There are no chirality outliers.

5 of 8 planarity outliers are listed below:

Mol | Chain | Res | Type Group
1 A 1652 | MET Peptide
8 I 429 | THR Mainchain
8 I 433 | VAL | Mainchain,Peptide
8 I 658 | GLY Peptide
8 I 727 | PHE Peptide

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.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 11890 0 11555 1834 0
Continued on next page...
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Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
2 B 649 0 295 33 0
3 C 4306 0 4273 274 0
3 P 4046 0 3998 248 0
4 D 436 0 396 25 0
d E 450 0 435 31 0
6 F 3618 0 3452 380 0
6 H 3879 0 3805 267 0
7 G 220 0 233 30 0
7 W 218 0 222 26 0
8 I 2634 0 5522 590 0
9 J 4053 0 3960 371 0
9 K 3988 0 3911 440 0
10 L 1435 0 1381 165 0
11 M 481 0 457 72 0
12 N 4767 0 4685 1269 0
13 O 5400 0 5416 464 0
14 T 79 0 77 8 0
15 X 3767 0 3820 438 0
15 Y 3862 0 3914 412 0
16 B 3 0 0 0 0
All All 63181 0 62107 6915 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 55.

The worst 5 of 6915 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)
3:P:89:LEU:HD11 3:P:105:PHE:CE2 1.34 1.62
12:N:184: TYR:CZ 12:N:302:LYS:HE2 1.22 1.62
15:Y:104:LEU:HD11 | 15:Y:142:MET:CE 1.20 1.59
3:P:89:LEU:HD11 3:P:105:PHE:CD2 1.37 1.58
1:A:948:PRO:CB 1:A:1813:GLN:HE22 1.12 1.57

There are no symmetry-related clashes.
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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
1 A 1539/1944 (79%) | 1372 (89%) | 112 (7%) | 55 (4%) 37
2 B 83/84 (99%) 72 (87%) | T (8%) | 4 (5%) 28
3 C 518/597 (87%) | 490 (95%) | 23 (4%) | 5 (1%) 19 66
3 P 486/597 (81%) | 466 (96%) | 16 (3%) | 4 (1%) 24 70
4 D 53/121 (44%) AT (89%) | 5 (9%) | 1 (2%) 10] 51
5 E 54/110 (49%) | 54 (100%) 0 0 (100 [200]
6 F 454/824 (55%) | 433 (95%) | 19 (4%) | 2 (0%) 39 |81
6 H 484/824 (59%) | 469 (97%) | 10 (2%) | 5 (1%) 19 66
7 G 23/85 (21%) | 23 (100%) 0 0 (100 [200]
7 % 24/85 (28%) 23 (96%) 0 1 (4%)
8 I 717/808 (89%) | 682 (95%) | 20 (3%) | 15 (2%)
9 J 500/620 (81%) | 468 (94%) | 25 (5%) | 7 (1%) 14| 58
9 K A87/620 (78%) | 456 (94%) | 27 (6%) | 4 (1%) 24 70
10 L 180/185 (97%) | 169 (94%) | 9 (5%) | 2 (1%) 17| 63
11 M 55,74 (74%) 49 (89%) | 5 (9%) | 1 (2%) 11| 53
12 N 590/822 (72%) | 547 (93%) | 26 (4%) | 17 (3%) 6] 42
13 o) 682/755 (90%) | 643 (94%) | 27 (4%) | 12 (2%) 53
14 T 13/15 (87%) 11 (85%) | 1(8%) | 1 (8%) 14
15 X 480/599 (80%) | 463 (96%) | 12 (2%) | 5 (1%) 19 66
15 Y 492/599 (82%) | 473 (96%) | 15 (3%) | 4 (1%) 24 70
All | Al | 7914/10368 (76%) | 7410 (94%) | 359 (4%) | 145 (2%) | [15]| 53

5 of 145 Ramachandran outliers are listed below:

Mol

Chain

Res

Type

1

A

274 VAL

Continued on next page...



http://wwpdb.org/validation/2016/EMValidationReportHelp#torsion_angles
http://wwpdb.org/validation/2016/EMValidationReportHelp#protein_backbone

Page 23

wwPDB EM Map/Model Validation Report

5G05

Continued from previous page...

Mol | Chain | Res | Type
1 A 514 LEU
1 A 723 LEU
1 A 813 LEU
1 A 823 ILE

5.3.2 Protein sidechains (1)

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.

PROTEIN DATA BANK
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 A 1243/1720 (72%) | 967 (78%) | 276 (22%) |
2 B 65/75 (87%) 54 (83%) 11 (17%)

3 C 452/520 (87%) 384 (85%) 68 (15%)
3 P 422/520 (81%) 368 (87%) 4 (13%)
4 D 46/115 (40%) 41 (89%) 5 (11%)
5t E 47/89 (53%) 5 (74%) 12 (26%)
6 F 371/727 (51%) 310 (84%) 1 (16%)
6 H 408 /727 (56%) 368 (90%) 40 (10%)
7 G 25/77 (32%) 16 (64%) 9 (36%)
7 W 23/77 (30%) 15 (65%) 8 (35%)
8 I 607/730 (83%) 508 (84%) 99 (16%)
9 J 425/548 (78%) 363 (85%) 62 (15%)
9 K 423 /548 (77%) 356 (84%) 67 (16%)
10 L 155/170 (91%) 139 (90%) 16 (10%)
11 M 52/67 (78%) 38 (73%) 14 (27%)
12 N 489/724 (68%) 371 (76%) | 118 (24%)
13 O 573/650 (88%) 469 (82%) | 104 (18%)
14 T 1/2 (50%) 1 (100%) 0

15 X 406/513 (79%) 370 (91%) 36 (9%)
15 Y 417/513 (81%) 373 (89%) 44 (11%)

Continued on next page...
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Continued from previous page...
Mol | Chain Analysed Rotameric | Outliers | Percentiles

All | ALl | 6650/9112 (73%) | 5546 (83%) | 1104 (17%) E16

5 of 1104 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type

8 I 165 ILE
9 J 294 LEU
7 W 15 ASP
8 I 254 LYS
8 I 450 GLU

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 190 such
sidechains are listed below:

Mol | Chain | Res | Type
8 I 477 GLN
9 K 318 HIS
15 X 371 ASN
9 J 38 GLN
9 J 406 HIS

5.3.3 RNA (D

There are no RNA molecules in this entry.

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 carbohydrates in this entry.

5.6 Ligand geometry (i)

Of 3 ligands modelled in this entry, 3 are monoatomic - leaving 0 for Mogul analysis.
There are no bond length outliers.

There are no bond angle outliers.
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There are no chirality outliers.
There are no torsion outliers.
There are no ring outliers.

No monomer is involved in short contacts.

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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