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This is a wwPDB X-ray Structure 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 /Xray ValidationReportHelp
with specific help available everywhere you see the (i) 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:

MolProbity : 4.02b-467
Mogul : 2022.3.0, CSD as543be (2022)

Xtriage (Phenix) : 1.20.1
EDS : 2.36.2
buster-report : 1.1.7 (2018)
Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)

Refmac : 5.8.0158
CCP4 : 7.0.044 (Gargrove)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)
Validation Pipeline (wwPDB-VP) : 2.36.2
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1 Overall quality at a glance (i)

The following experimental techniques were used to determine the structure:
X-RAY DIFFRACTION

The reported resolution of this entry is 2.80 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
Rfree [N 0 M 0.261
Clashscore - 21
Ramachandran outliers I 2. 1%
Sidechain outliers N (2.7%
RSRZ outliers (] I 5.9
Worse Better

I Percentile relative to all X-ray structures

[I Percentile relative to X-ray structures of similar resolution

Metric Whole archive Similar resolution
(#Entries) (#Entries, resolution range(A))
R free 130704 3140 (2.80-2.80)
Clashscore 141614 3569 (2.80-2.80)
Ramachandran outliers 138981 3498 (2.80-2.80)
Sidechain outliers 138945 3500 (2.80-2.80)
RSRZ outliers 127900 3078 (2.80-2.80)

The table below summarises the geometric issues observed across the polymeric chains and their
fit to the electron density. The red, orange, yellow and green segments of the lower 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 electron density. The numeric value is given above the bar.

Mol | Chain | Length Quality of chain

%

1 A 160 — 56% 31% . %

6%

1 C 160 54% 30% 6% 9%
3%

1 E 160 - 58% 29% AT
7%

1 G 160 - 58% 28% 5% 9%

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
5%
_ I
1 I 160 49% 36% 5% 9%
2%
1 K 160 56% 31% BT
2%
[ e —
1 M 160 57% 29% 5% 9%
7%
T ——
1 O 160 59% 29% %
20/0
= —
2 B 592 59% 28% 8%  »
%
2 D 592 57% 30% 8%  »
7%
2 F 592 55% 33% 8% -
;/0
s ——
2 H 592 40% 41% 13% = 5%
%
2 J 592 56% 31% 8% o+
%
2 L 592 55% 33% 8% -
7%
2 N 592 55% 33% 7% .
5%
2 P 592 55% 34% 7% .
3 Q 22 50% 9% 41%
7%
T —
3 R 22 50% 9% 41%
2%
——
3 S 22 45% 14% 41%
5%
3 U 22 50% 9% 41%
23%
——
3 Vv 22 45% 14% 41%
23%
I ——
3 W 22 50% 9% 1%
8%
—
3 X 22 50% 9% 41%

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-

ria:
Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
4 OGK B 1100 X - - -
4 OGK D 1100 X - - -
4 OGK H 1100 X - - -
4 OGK L 1100 X - X -
5 PO4 B 1101 - X - -

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
5 PO4 B 1102 - X - -
5 PO4 B 1103 - X X -
5 PO4 B 1104 - X - -
5 PO4 D 1101 - X - -
bt PO4 D 1102 - X - -
5 PO4 D 1103 - X X -
5 PO4 D 1104 - X - -
5 PO4 F 1101 - X - -
5 PO4 F 1102 - X - -
5 PO4 F 1103 - X - -
5 PO4 F 1104 - X - -
5 PO4 H 1101 - X X -
5 PO4 H 1102 - X - -
5 PO4 H 1103 - X X -
5 PO4 H 1104 - X - -
5 PO4 J 1101 - X - -
5 PO4 J 1102 - X - -
5 PO4 J 1103 - X X -
5 PO4 J 1104 - X - -
5 PO4 L 1101 - X - -
5 PO4 L 1102 - X - -
5 PO4 L 1103 - X - -
5 PO4 L 1104 - X - -
D PO4 N 1101 - X - -
5 PO4 N 1102 - X - -
5 PO4 N 1103 - X X -
5 PO4 N 1104 - X - -
5 PO4 P 1101 - X - -
5 PO4 P 1102 - X - -
5 PO4 P 1103 - X X -
5 PO4 P 1104 - X - -
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2 Entry composition (i)

There are 5 unique types of molecules in this entry. The entry contains 46526 atoms, of which 0
are hydrogens and 0 are deuteriums.

In the tables below, the ZeroOcc column contains the number of atoms modelled with zero occu-
pancy, 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 SKP1-like protein 1A.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
! A 145 ?it;;l 7;33 115\;6 2(?37 g 0 0 0
1 ¢ 145 ?ig;l 733 115\%16 2(?37 2 0 0 0
1 B 145 ?(1);21 723 126 2%)7 2 0 0 0
1 G 145 ?1)?21 7(;3 11;16 2(?37 g ¥ ¥ 0
b 5| o s o g ; 0 /
L] R 5| s o g : ; ;
L] M 5| s o g 0 ; ;
L0 5| s o g 0 ; 0

e Molecule 2 is a protein called Coronatine-insensitive protein 1.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C N O S
2 B 566 4521 2862 785 838 36 0 0 0

Total C N O S
2 b 566 4521 2862 785 838 36 0 0 0

Total C N O S
2 F 566 4521 2862 785 838 36 0 0 0

Total C N O S
2 H 062 4486 2840 T79 831 36 0 0 0

Total C N O S
2 J 566 4521 2862 785 838 36 0 0 0

Total C N O S
2 L 566 4521 2862 785 838 36 0 0 0

Continued on next page...
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Continued from previous page...
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
2 N 566 4521 2862 785 838 36 0 0 0
Total C N O S
2 P 566 4521 2862 785 838 36 0 0 0

e Molecule 3 is a protein called JAZ1 incomplete degron peptide.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
IR PR
3 | R 13 11°1tgl 7(31 21\; 1% 0 0 0
3 S 13 ﬁoltgl 704 21\; % 0 0 0
3 | U 13 110;31 7(:1 21\; 106 0 0 0
3| v 13 Tloltgl % 21\5) 106 0 0 0
3| w 13 ﬂoltgl 7(51 21\; % 0 0 0
3 | X 13 ﬁofgl 7(31 212 % 0 0 0

e Molecule 4 is (1S,2S)-2-ethyl-1-({[(3aS,4S,6R,7aS)-6-ethyl-1-oxooctahydro-1H-inden-4-yl|car
bonyl}amino)cyclopropanecarboxylic acid (three-letter code: OGK) (formula: Ci;gHo7NOy).
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Mol | Chain | Residues Atoms ZeroOcc | AltConf
IR
IR
e ey [
ISR
RN
RN
s [ e e [
] ey [

e Molecule 5 is PHOSPHATE ION (three-letter code: PO4) (formula: O4P).

PO4
O3

O-

20O P O o

P
04
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O P
5 B 1 5 11 0 0
Total O P
5 B 1 5 41 0 0
Total O P
5 B 1 5 11 0 0
Total O P
5 B 1 5 11 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
5 | D 1 Togal g fl) 0 0
5 | D 1 TO;"’“ g fl) 0 0
5 | D | TO;“’“ 2 fl) 0 0
5 | D | Togal 2 Pl) 0 0
5 F 1 Togal 2 fl) 0 0
5 F 1 T°5tal 2 fl) 0 0
5 F 1 Togal 2 Pl) 0 0
5 F 1 Togal 2 Pl) 0 0
5 H 1 Togal (i Pl) 0 0
5 H 1 TO;al (i Pl) 0 0
5 H 1 Togal (i Pl) 0 0
5 H 1 Togal (2 Pl) 0 0
5 J 1 Togal (i Pl) 0 0
5 J 1 Togal 2 1:1> 0 0
5 J 1 Togal 2 1; 0 0
5 J 1 Togal (i 113 0 0
5 L 1 Togal Ex) 113 0 0
5 L 1 Togal Ex) 113 0 0
5 L 1 Togal (i 113 0 0
5 L 1 Togal 2 113 0 0
5 N | Togal EL) 11) 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
5 | N 1 Togal g fl) 0 0
5 | N 1 TO;"’“ g fl) 0 0
5 | N | TO;“’“ 2 fl) 0 0
5 p | Togal 2 Pl) 0 0
5 P 1 Togal 2 fl) 0 0
5 P 1 T°5tal 2 fl) 0 0
5 P 1 Togal 2 Pl) 0 0
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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
electron 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 dot above a residue indicates a poor fit to the electron density (RSRZ > 2). 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: SKP1-like protein 1A
6°/°
Chain A: — 56% 31% e

e Molecule 1: SKP1-like protein 1A

16%
. . |
Chain C: 54% 30% 6% 9%

o oo e o o0 oo e o e o000
o =3 © N oo NIl oA N
@ hod = & &+ & < w0 3 w0 © ©
A n®n A = SSBHOAMA HE>» @E

e 00 o ° ° [ X ) (]
© N~ <+ W0 © o O N M © [
~ ~ o~ - - N NN NNEm 0o oo
oo} oo o — - — — o ~ ~
a XH B e EHAXMOKE HHAEBB H

e Molecule 1: SKP1-like protein 1A
3%
Chain E: T 58% 20% B T

(N X )
OMNm NN © @ O = M ~ ©~ ~ IO N o o
02T TRRIIBE BN m & & ww WL Q0
ANM®n © oBRH<SES>M0 ] = > HA HE @E

[ —-Y
oo [~ o o
o o A
H OB oA

526
Q27
I29
A30
M32
V33
E34
D35

F99
1102
Y107 @
N109
I110
L114 ©
vi21

A158
F159

R153
|
w157

w86
D87

Mo1

e Molecule 1: SKP1-like protein 1A
40/0
Chain G: - 58% 28% N7 T

WO RLDWIDE

er

PROTEIN DATA BANK


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

wwPDB X-ray Structure Validation Summary Report 30GK

Page 11

C9H
194

L

9SI

2s1
18I

3

L7A
97N

{440
€vd

Bk

ved
€EA
CEW

OEY
621

kdi]

©
N
w0

o
N
(5]

SKP1-like protein 1A

€1D

118

LET4
9€TL

€eTL
CeTd

0€Td

L1TL

CTIN

0TTI
60TN

LOTA
90TN

COTI

L6L

€61

180

€81

e Molecule 1

9%

oo} [s
0 ©
I>“1=ﬂ-

5%

36%

49%

[N X )
o
I
Im-

12%

0
=]

Chain I

98I

{4y
TSI

3

® L¥A
OYN
S¥d

0TS

LSTM

€5TH

TVIN

6ETI

LETA
9ETL

veTd
€eTI
ceTd

6CTL
8T

9CTTA

743

T2TA
0CTL

8110
LTTL
9TT1
ST1aQ
PITT
€111

TTId
OTTI
60TN

LOTA
90N

2011
T0T1

0973
6GT4d
85TV

SKP1-like protein 1A

12%

e Molecule 1

9%

31%

56%

o
N I
'm

Chain K

1“"
B
=

C9H
794

98I

{4y
TSI

675

9YN

O%N

Sea
ved
€EA
TEW

0ev

@
IS
H

~
o
o

€19
21a

018
631
871

6GT4
8TV
LSTM

CTIN

OTTI
60TN

LOTX

[4s

L6L

€61
{458

b

SKP1-like protein 1A

14%

180

3

[ ]
€81

e Molecule 1

9%

5%

29%

57%

Chain M

3

L¥A
9¥N

ved
€EA
CEW

o€V
621

LTb
9zs

e
© N~
H> A ©

SKP1-like protein 1A

e Molecule 1

27%

9%

29%

59%

oo
—

Chain O

198

9G1

2s1
TSI

3

LYA
9N

sea
ved
€EA
CEW

[ ]
OEV
621

Pkl
9Cs

€1

0TS

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 30GK

Page 12

0973
6STd
85TV

in 1l

te

ive pro

t

1me-1mnsensi

Coronat

e Molecule 2

8%

28%

©
0
<

59%

S6N

2
I
129

g

o ®
o 0 I
o £

LLS

S.1

3

T9A

©
re)
=

3

0
re)
=

YSH

[4ct!

8%d

evY

%0

sed

(41
Ted

ozA

3

9TL

T6TL
T6IN
06TH

9873

081Q
6LTH

9L14

0LTT

9971

09TA
6STI

LST1

731

CSTL

43¢

+

CETT

3

8¢1a

Sc1s

TN
1214

6114

LTTA
9118

€11

SOTL
¥oTA

3
B

00TA

062d
6824
88T

PA4cs

S¥CT

oveH

zeeI

LTTA

STTA

€CTA

Tees
0zey

L124

Ll

orey

0TI

Y024

TOZW

7611

T6EL

1

98€X

E€8EN

08€1

[4UY

6620
8621
L6TH

S6CI
62h

28va

TLYD

134744

61VI

TT7A

Coronat

6074

L9SH

9%5d
SYSI

£%54

+

LESYH

EESH
{458

0esd

9CSS

44t

1250

6TSM

9154

10SS

667D

+

L8%0

S8%Y

€874

® T6SI

0653
68393

1

983A

285d

6.SL

e Molecule 2

L48b

ive protein 1

t

1me-1msensi

3%

—
57%

8%

30%

Chain D

S9d

3

Tk
09D

85V
LSW
951
SGSA
¥SH

3

[4:t:|

8%d

evd

+

%0

Sea

(41
Ted

6L

13

9TL

7611

T6IN
06TH

98Td

081d
6LTH

9L14

99TI

7914

09TA
6STI

LSTT

1749

CETT

I

821a
L2171

218

CTIN
1214

6114

LITA
9118

€110

SOTL

T WO~ 0N
DD DD
ANNNANANAN
OHM@MMXJaA

€0TM

00TA

06cd
6824
88CT

982d
S8TH

1

TLCH

8924
L9TA

S92N
792N
€9CK
€521
Lycd
S%CT
oveH

2eTL

82TTH

STTA

€TTA

Tees

TOZH

L6TT

TLEI

29€b
99€s

c9gd
T9€d
09€a
65€d

LSED

v5ea

6¥EI
8vex

8EEY

9€EN
ol

CTEEY

LTEN

SeelL
yeed

{44\
6TEN
STEd

viel
€1€T

T1€0
OTEH
60€Q
80€d
LOEL

CTOEA

O

R LDWIDE
PROTEIN DATA BANK

W



30GK

8TYA

v
€2hd

T2va

(15729

€0PX

86€1
L6€S
96€d
v6es

T6EL

wwPDB X-ray Structure Validation Summary Report
[

N~ N~ oo oo o
© Wl N~ S 00
wn 0 W W W w
== oxEA A

L

o 9gei

— agen
® | pseV
20 £8EN
< |

(ol 08e1

9%5d

€794

L

LS4
€ESN

® 0esd

92SS

TSy

T2Sd

6TSM

9194

€18d
21871

Ll

6670

i

L8%D

9874

€84
°8vd

TLYD
0L¥T

89V
L9%M
9974
S9%A

@® T6SI

1ne-1mnsenst

0653
685X

in 1l

1ve prote

t

Coronati

e Molecule 2

8%

33%

55%

4%
-

Chain F

96M
S6N

684

S84

831
081

LLS

o
~
(=}

cLd

S9d

3
3

T9X

8GV
LSW
9GL
SGA
¥SH

8%d

PN

£9Y

%0

*

seda

3

Ted

13

9TL

98714

i

081d
6.1

9LT4

0LTT

99TI

09TA
6STI

S8TH

1

08TN
6.LTK

j2X4:

TLTH
0,24

8924
L9TA

S9ZN
Y9CH
€9TA

t

€5CT

LyTa

S

o¥ex

ceeI

8¢¢H

SeTA
¥ees
€TTA

Tees
0zcy

ST12I

T12a

0Tex

,021

£0cd

TOZH

7611

Z6TL
T6TIN

67E1
8ved

BEEY

9€EA
seed

2ELY

0€ED
62€1

LZEN

veed

TTEN

982d

Twhd
ovvY

LEVA
9EVN

vEVD
E€EVI
CEYT

0EYS
62vd
8CYA

T2va

L

€073

66€D
86€1
L6ES
96€d

v6es

T6EL

L

98€X
G8EN

€8EN

08€1

TLE1

29€b
99€8

L]
® 29ed

€ESH

9194

€15d

0054

veva

Ll

® T6SI

@® 0653
685%

1

7831

2¢8Sd

inl

1ve prote

t

1ne-11senst

Coronat

e Molecule 2

O/ o

« 5%

~ — 0 I w
) © © N
= > % =

13%

41%

40%

[
o
..||+.+IIIIKA

Chain H

6.3
8.7

9.4

0
0
=

i

TSL

o
0
I|||I =

© N~
& <
N oH

3
=

it
(4%

9€S

”
2]
o

TIA

¥S1a

LY
9¥1a

TYIa

13745
0%TT

3

SETY
CeTT
6211

8¢1d
L2171

Se1s

[4431)

O

R LDWIDE
PROTEIN DATA BANK

W



30GK

wwPDB X-ray Structure Validation Summary Report

3

Page 14

1

TOCZH

66Td
86TN

C6TL

+

L8T1
98714

81T

8.LT4

cLTd

19T

+

1911
09TA

LSTT

782

z8ed

LLT71

29T

1924

6SGCH
8G2ZH
LSTI

€€T1

[4ci°0]

TGEY

67€1

£ved

Tved
(0298
6e€b

662d

| 86T
L6241
962H

62hY

61VI

L0%d

S0¥%1
TOVN

3

86€1

96€d
g6€T
v6es

3

68€d

L8€A
98€X

78ev
E€8EN

08€T

T.e1

2151
TTS%

60SA
80SY

908V

T0SS

©
3
~

[ serH
Y6vd

1670

1

L8%0

28vd

9.¥S

ELYA

0L%1

89%IW

T9%X

95¥S

€SVT

677D

7831

¢8Sd
6.LSL
8.5Y
1180
0.LSY

L9SH

188

in 1l

1ve prote

t

Coronatine-insensi

e Molecule 2

3%

8%

31%

56%

o2}
N
IIllﬁlll.Eﬂ II

Chain J

S6N

684

¥8d
€834

8%
081

LLS

SL1

3

T94

0 © N ©
[T T oY)
R

e
re)
o

3 )
= I~

—
Sy
o

*

~
()
<

I

sed

[
™
£

i
bl
A

©
—
=

T6TN

9814

081a

9LT4

0LTT

9971

o1

T9TL

6GTI

LST1

4%

L

8€Td

9eTY

CeTT

8¢1d

9z1da
S¢1Ss

CCTH
1245

6114

LTTA

3
i

00TA

96M

1

08ZH
6.LTK
8.TS

S.L271
j2X4:

TLCH

8924
L9TA

S9N
Y9TH
€9CKk
€621
15:143)

PALECS

S¥21

oveH

zeeI

8¢CH

STTA

€CTA

Tees
0zzy

Ll

1324
(0] %4}

L021

%024

TOZH

L6771

7611

® T9¢ed
® 09ed

@® 8SEN
LSED

® ¥vsed

6%€1
8veyd

8EEY

9EEA
geed

COEX

662
86CT
L6231
962y
S62I

062d
6824
88C'1

98¢d
S8CH

144728
EVvd

ovve

LEVA

€EVI
CEVT

Ll

0EYS
627Y
8CT¥A

eyl
£2hd

T2va

61%I

6074
80%d

86€1

96€d

vees

T6EL

68€d

98€X
S8EA

€8EW
08€1
TLET
L9€b

99€S
S9EA

2¢9ed

9¥%Sd

€¥Sa

L

LESY

EESN
CEST

vesd

1250

9754

€7Sd
21871

T0SS

6670

L8%0

S8%Y

€874

€SPT

iatt
SPPT

@ C6SI

@ 0653
689)

1

7831

28Sd

6LSL

2250

L9SH

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 30GK

Page 15

in 1

te

ive pro

t

1me-1nsensi

Coronat

e Molecule 2

3%

8%

33%

55%

Chain L

8GV
LSW
9GL
SSGA
¥SH

[4ct|

87

%0

*
I

sed

cen
Ted
0oea
6CL

13

9TL

9874

t

o1

3

09TA
6GTI

LST1

¥S1a
€GTL

49"

+

9ETY

CETT

8¢1a

SCTS

TN
1214

6114

LTTA
9118

299"
€11

SOTL
¥oTA
€0TM

00TA

96M

8.TS

S.271
j2X4:

TLTH

8924
L9CZA

S9CZN
Y9CH
€9CK

€521

15:143)

8¥cd
PALECS

S%2C1

oveH

zeeI

8¢CH

SCTA

£CTA

1ees
(44}

Ll

01Ty

L02I

7024

TOCTH

L6171

7611

T6IN

® 6Sed
8SEN
® LS€D

® ¥vsed

v62h
6824

88CT

082N
6.LCK

Tvhd
ovvY

LEVA

TEVD

CEVT

0EYS
62vd
8CYA

vy
€ehd
(44748
12va

(15728

TI%A

8074

€073

S9eA

® <79¢ed
® T9ed
® 09€ed

EESH
CEST

0esd

Ll

® %Isd

12Sd

9194

€19d
2191

i
L

T0SS

6670

+

L8%D

G987

€84
°8vd

t

® C6SI

® 0654
68393

S8SA
7851

28Sd

6.LSL

1150
0L8Y

L9SH

9%9d
SPSI

€¥Sa

e Molecule 2

TPSN

LESYH

inl

1ve prote

t

1ne-11nsensi

Coronat

7%

33%

0 © N~ o
T QT T WToRYs}
meER=E<

55%

—
™
A

7%

Chain N

1,94

S9d

€9V

T4

{4t}

8%d

3
&

—
S
o

(48

STV

081d
6LT4
8.L14

9L14

TLTH
® 0.4

8924
® L9ZA

S9N
v92n
€9CK

€921

192D

LyTa

S¥C1

Pizal

ovex

[4AN

LTTA

SCTA

€TTA

rees
0zzy

ST12I

T12a

0Tex

L02I
90231

7024

TOZH

L1611

*

C6TL

98TH

08CH
6.LTK
8.TS

S.21
j2X4:8

1578

13578

€07X

68€d

O

R LDWIDE
PROTEIN DATA BANK

W



wwPDB X-ray Structure Validation Summary Report 30GK

Page 16

jZ4acLt

1250

6TSM

9154

T0SS

667D

veva

Ll

® T6SI

® 0694
6893

L

7891

284d
1850

6LSL
8.5Y
1180
048V

L9SH

9%9d

€794

T¥SN

LESY

1

EESN
CEST

t

in 1

1ve prote

t

1me-1mnsensi

Coronat

e Molecule 2

7%
IIIIES II..
>

34%

e} o N4
Sy w0 wn
IIQ|IHJIIIII==

55%

-
o
_m

6%

Chain P

81
081

LLS

SL1

S9d

0 © 0
w w0 0
. F‘II<

v

70

*

LEY

sea

o
o
£

LIA
9TL

9L14

0471

9971

3

09TA
6STI

LSTT

€GTL

EVTT

+

9€TH

€ETY

CETT

821a

S21s
i£47%

Ll

CCTIN
1141

6114

LTTA
911s8

€11
[43%:¢

SOTL
voTA
€0TM

00TA

96M
S6N

1671

684

S84
¥8d
€84

S9ZN
Yoz
€9CK

€621

j5:143)

8vcd
PA4c

Sve1

o¥veH

CeTI

LTTA

STTA

€CTA

Tees
ozeyd

Tted
oteH

021

Y024

TOZH

L6171

7611

C6TL
T6IN

9813

081a
6LT4
8.L1d

9EEA

88C'1

98¢d
S8TH

082
6.CA
8.TS

S.21
§2X4"s

TLeH
0,24

8924
® L9zA
® 9921

€171

L

6074

SO0¥%T

€0PX

66€D
86€1
L6€s
96€1

76€S

T6€L

1

S8EA

E€8EN

9.L€D

e T.lel

69€D

L9€d
99€S
S9EA

® <79¢ed
® T9ed
® 09€ed
® 6Ged

LGED

¥sed

67€1

¥ye1

8EEY

LSYX

7S%D

ovPY

(4444

LEVA
9EPN

YEVD
® €EvI
CEYT

0€¥7S
627Yd
8TvA

Yyl

(15728

0654
@ 68S)

L

7851

¢8Sd
6.LS1L
8.5Y
1150

L9SH

21871

T0SS

@® T6SI

JAZ1 incomplete degron peptide

e Molecule 3

1%

9%

50%

Chain Q

i

912y

T12d

JAZ1 incomplete degron peptide

e Molecule 3

27%

41%

9%

50%

Chain R

R LDWIDE

O

PROTEIN DATA BANK

W



Page 17 wwPDB X-ray Structure Validation Summary Report

30GK

e Molecule 3: JAZ1 incomplete degron peptide
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4 Data and refinement statistics (i)

Property Value Source
Space group P1211 Depositor
Cell constants 121.85A 221.46A 148.47A .
Depositor
a, b, c,a, B,y 90.00°  104.49°  90.00°
. 49.63 — 2.80 Depositor
Resolution (4) 4963 — 2.80 EDS
% Data completeness 93.7 (49.63-2.80) Depositor
(in resolution range) 93.7 (49.63-2.80) EDS
Rinerge (Not available) Depositor
Reym (Not available) Depositor
<IJ)o(l) >"* 2.25 (at 2.81A) Xtriage
Refinement program PHENIX (phenix.refine) Depositor
R R 0.225 , 0.268 Depositor
) Thfree 0.219 , 0.261 DCC
Rree test set 9332 reflections (5.01%) wwPDB-VP
Wilson B-factor (A?) 46.6 Xtriage
Anisotropy 0.188 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.31, 45.3 EDS
L-test for twinning? <I|L| > =049, < L?> =032 | Xtriage
Estimated twinning fraction No twinning to report. Xtriage
F,,F. correlation 0.91 EDS
Total number of atoms 46526 wwPDB-VP
Average B, all atoms (A?) 59.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 2.31% of the height of the origin peak. No significant pseudotranslation is detected.

Intensities estimated from amplitudes.

2Theoretical values of < |L| >, < L? > for acentric reflections are 0.5, 0.333 respectively for untwinned datasets,
and 0.375, 0.2 for perfectly twinned datasets.

WO RLDWIDE
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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: PO4,
OGK

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 | prigy7 1 47155 | RMSZ #4|Z| >5
1 A 0.53 0/1168 0.61 0/1579
1 C 0.59 | 2/1168 (0.2%) | 0.65 0/1579
1 E 0.62 0/1168 0.66 0/1579
1 G 0.64 0/1168 0.69 0/1579
1 | 0.54 | 1/1168 (0.1%) | 0.61 0/1579
1 K 0.50 0/1168 0.62 0/1579
1 M 0.55 0/1168 0.63 0/1579
1 O 0.60 0/1168 0.63 0/1579
2 B 0.70 0/4603 0.79 4/6212 (0.1%)
2 D 0.67 | 1/4603 (0.0%) | 0.79 2/6212 (0.0%)
2 F 0.63 1/4603 (0.0%) | 0.78 1/6212 (0.0%)
2 H 0.77 0/4566 0.99 11/6161 (0.2%)
2 J 0.62 0/4603 0.78 4/6212 (0.1%)
2 L 0.59 0/4603 0.77 3/6212 (0.0%)
2 N 0.68 0/4603 0.79 3/6212 (0.0%)
2 P 0.64 0/4603 0.77 1/6212 (0.0%)
3 Q 0.36 0/120 0.62 0/155
3 R 0.42 0/120 0.64 0/155
3 S 0.40 0/120 0.58 0/155
3 U 0.41 0/120 0.61 0/155
3 \Y 0.46 0/120 0.57 0/155
3 W 0.44 0/120 0.60 0/155
3 X 0.43 0/120 0.59 0/155
Al

All

 —

0.64 | 5/46971 (0.0%) | 0.78 | 29/63362 (0.0%)

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.
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Mol | Chain | #Chirality outliers | #Planarity outliers
2 H 0

All (5) bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
2 D 60 | CYS | CB-SG | -6.18 1.71 1.82
2 F 148 | CYS | CB-SG | -5.77 1.72 1.81
1 C 114 | LEU N-CA | 5.58 1.57 1.46
1 I 118 | CYS | CB-SG | -5.14 1.73 1.81
1 C 113 | LEU C-N 5.06 1.45 1.34

The worst 5 of 29 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(°)
2 F 129 | LEU | CA-CB-CG | 10.65 139.79 115.30
2 B 129 | LEU | CA-CB-CG | 10.24 138.86 115.30
2 D 129 | LEU | CA-CB-CG | 9.72 137.66 115.30
2 N 129 | LEU | CA-CB-CG | 9.63 137.46 115.30
2 P 129 | LEU | CA-CB-CG | 9.35 136.81 115.30

There are no chirality outliers.

All (1) planarity outliers are listed below:

Mol

Chain

Res | Type

Group

2

H

365 | VAL

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 1152 0 1122 42 0

1 C 1152 0 1122 o8 0

1 E 1152 0 1122 46 0

1 G 1152 0 1122 51 0

1 I 1152 0 1122 55 2

1 K 1152 0 1122 49 0

1 M 1152 0 1122 63 0
Continued on next page...
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Continued from previous page...

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 O 1152 0 1122 44 0
2 B 4521 0 4564 169 0
2 D 4521 0 4564 197 2
2 F 4521 0 4564 194 0
2 H 4486 0 4534 354 0
2 J 4521 0 4564 190 0
2 L 4521 0 4564 195 0
2 N 4521 0 4564 219 0
2 P 4521 0 4564 190 0
3 Q 119 0 131 2 0
3 R 119 0 131 2 0
3 S 119 0 131 3 0
3 U 119 0 131 2 0
3 V 119 0 131 4 0
3 W 119 0 131 2 0
3 X 119 0 131 2 0
4 B 23 0 26 6 0
4 D 23 0 26 2 0
4 F 23 0 27 8 0
4 H 23 0 26 8 0
4 J 23 0 27 7 0
4 L 23 0 27 11 0
4 N 23 0 27 7 0
4 P 23 0 27 7 0
5 B 20 0 0 3 0
) D 20 0 0 3 0
5 F 20 0 0 2 0
5 H 20 0 0 6 0
5 J 20 0 0 2 0
) L 20 0 0 1 0
) N 20 0 0 3 0
5 P 20 0 0 3 0

All All 46526 0 46588 1980 2

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 21.

The worst 5 of 1980 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)
2:H:168: THR:HB | 2:H:196:VAL:HG13 1.34 1.08

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

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:H:305:LEU:HD23 2:H:305:LEU:H 1.24 1.01
1:M:102:ILE:HG21 | 2:N:20:VAL:HG22 1.43 1.00
2:H:364:LEU:HB3 | 2:H:365:VAL:HG22 1.41 1.00
2:B:444: TYR:HA 2:B:471:GLY:HA3 1.47 0.97

All (2) symmetry-related close contacts are listed below. The label for Atom-2 includes the sym-
metry operator and encoded unit-cell translations to be applied.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
2:D:429:ARG:NH2 | 1:1:61:ARG:NH1[2_ 555] 2.03 0.17
2:D:429:ARG:NH1 | 1:1:86:TRP:CE3|2_555| 2.06 0.14

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 X-ray entries followed by that with respect to entries
of similar resolution.

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 141/160 (88%) 115 (82%) | 21 (15%) 5 (4%)
1 C 141/160 (88%) 115 (82%) | 21 (15%) 5 (4%)
1 E 141/160 (88%) 117 (83%) | 21 (15%) 3 (2%)
1 G 141/160 (88%) 119 (84%) | 18 (13%) 4 (3%)
1 I 141/160 (88%) 116 (82%) | 21 (15%) 4 (3%)
1 K 141/160 (88%) 118 (84%) | 19 (14%) 4 (3%)
1 M 141/160 (88%) 114 (81%) | 22 (16%) 5 (4%)
1 O 141/160 (88%) 114 (81%) | 23 (16%) 4 (3%)
2 B 562/592 (95%) 509 (91%) 44 (8%) 9 (2%)
2 D 562/592 (95%) 508 (90%) 44 (8%) 10 (2%)
2 F 562/592 (95%) 509 (91%) 44 (8%) 9 (2%)
2 H 558/592 (94%) 475 (85%) | 63 (11%) | 20 (4%)

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
2 J 562/592 (95%) | 508 (90%) | 44 (8%) | 10 (2%) 28
2 L | 562/592 (95%) | 508 (90%) | 46 (8%) | 8 (1%) 34
2 N | 562/592 (95%) | 505 (90%) | 49 (9%) | 8 (1%) 34
2 P 562/592 (95%) | 503 (90%) | 49 (9%) | 10 (2%) 8 28
3 Q 11/22 (50%) | 10 (91%) | 1 (9%) 0 100 ] [100]
3 R 11/22 (50%) | 10 (91%) | 1 (9%) 0 [100] [ 100
3 S 11/22 (50%) 9 (82%) | 2 (18%) 0 100 ] [100]
3 U 11/22 (50%) | 10 (91%) | 1 (9%) 0 [100] [ 100
3 v 11/22 (50%) | 10 (91%) | 1 (9%) 0 100 ] [100]
3 W 11/22 (50%) | 10 (91%) | 1 (9%) 0 100 ] [100]
3 X 11/22 (50%) | 10 (91%) | 1 (9%) 0 [100] [ 100
All | ALl | 5697/6170 (92%) | 5022 (88%) | 557 (10%) | 118 (2%) 23

5 of 118 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
2 B 271 LYS
2 B 404 ASN
2 B 420 THR
2 D 271 LYS
2 D 420 THR

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 X-ray entries followed by that with respect to entries of similar
resolution.

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
1 A 128/137 (93%) 121 (94%) 7 (6%) 211 52
1 C 128/137 (93%) 119 (93%) 9 (7%) 157 40
1 E 128/137 (93%) 119 (93%) 9 (7%) 157 40
1 G 128/137 (93%) 118 (92%) 10 (8%) 121 35
1 I 128/137 (93%) 120 (94%) 8 (6%) 181 46

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 K 128/137 (93%) 118 (92%) 10 (8%) m 35
1 M 128/137 (93%) 121 (94%) 7 (6%) 211 52
1 O 128/137 (93%) 120 (94%) (

2 B 498/523 (95%) | 424 (85%) (
2 D 498 /523 (95%) 428 (86%) (
2 F 498 /523 (95%) 427 (86%) (
2 H 494/523 (94%) 402 (81%) (
2 J 498 /523 (95%) 426 (86%) (
2 L 498 /523 (95%) 428 (86%) (
2 N 498 /523 (95%) 432 (87%) (
2 P 498 /523 (95%) 433 (87%) (
3 Q 12/20 (60%) 12 (100%)
3 R 12/20 (60%) 12 (100%)
3 S 12/20 (60%) 12 (100%)
3 U 12/20 (60%) 12 (100%)
3 \Y 12/20 (60%) 12 (100%)
3 W 12/20 (60%) 12 (100%)
3 X 12/20 (60%) 12 (100%)
All All 5088 /5420 (94%) | 4440 (87%)

5 of 648 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
2 L 270 ARG
2 N 579 THR
2 L 390 ILE
2 L 232 ILE
2 N 100 VAL

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 104
such sidechains are listed below:

Mol | Chain | Res | Type
2 J 254 ASN
2 L 254 ASN
2 P 327 ASN

Continued on next page...
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Continued from previous page...
Mol | Chain | Res | Type
J 310 HIS

1 K 31 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 monosaccharides in this entry.

5.6 Ligand geometry (i)

40 ligands are modelled in this entry.

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).

Mol | Type | Chain | Res | Link | SPRC TS e S 2] - 2
5 | PO4 P |1101] - 444 | 430 | 4(100%) | 66,6 | 0.88 0
5 | PO4 F |101] - 444 | 438 | 4(100%) | 6,66 | 1.63 | 1(16%)
5 | PO4 P |1103] - 444 | 442 | 4(100%) | 66,6 | 1.10 0
5 | PO4 J o |102] - 444 | 459 | 4(100%) | 66,6 | 0.77 0
5 | PO4 J 103 ] - 444 | 419 | 4(100%) | 66,6 | 1.03 0
5 | PO4 B | 1104 - 444 | 417 | 4(100%) | 66,6 | 126 | 1(16%)
5 | PO4 B | 1103] - 444 | 425 | 3(1%) | 666 | 158 | 2(33%)
4 |OGK| B |1100| - [252525| 6.83 | 11 (44%) | 31,3838 | 2.78 | 12 (38%)
5 | PO4 H |101] - 444 | 442 | 4(100%) | 66,6 | 125 | 1(16%)

gPrDE
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Mol | Type | Chain | Res | Link | oy | RASZ | 12]>2 | Cous | RMSZ | ]2 2
5 PO4 N 1102 - 4,44 443 | 4 (100%) 6,6,6 0.54 0
5 PO4 N 1103 - 4,44 434 | 4 (100%) 6,6,6 1.04 0
bt PO4 L 1104 - 4,44 4.42 | 4 (100%) 6,6,6 0.61 0
5 PO4 N 1101 - 4,44 437 | 4 (100%) 6,6,6 1.26 1 (16%)
5 PO4 D 1101 - 4,44 429 | 4 (100%) 6,6,6 1.21 1 (16%)
5 PO4 L 1102 - 4,44 447 | 4 (100%) 6,6,6 0.63 0
5 PO4 F 1104 - 4,44 4.61 4 (100%) 6,6,6 1.40 1 (16%)
5 PO4 H 1102 - 4,44 4.75 | 4 (100%) 6,6,6 0.70 0
5 PO4 H 1104 - 4,44 4.38 3 (75%) 6,6,6 2.27 3 (50%)
5 PO4 J 1101 - 4,44 452 | 4 (100%) 6,6,6 0.83 0
5 PO4 P 1104 - 4,44 4.95 3 (75%) 6,6,6 1.37 1 (16%)
4 OGK P 1100 - 25,25,25 | 7.01 11 (44%) | 31,38,38 | 2.84 13 (41%)
5 PO4 J 1104 - 4,44 429 | 4 (100%) 6,6,6 0.85 0
4 OGK F 1100 - 25,25,25 | 6.91 10 (40%) | 31,38,38 | 2.53 6 (51%)
5 PO4 B 1102 - 4,44 453 | 4 (100%) 6,6,6 0.48 0
5 PO4 H 1103 - 4,44 452 | 4 (100%) 6,6,6 0.54 0
5 PO4 N 1104 - 4,44 4.51 4 (100%) 6,6,6 0.87 0
5 PO4 D 1104 - 4,44 4.29 | 4 (100%) 6,6,6 1.43 1 (16%)
4 OGK N 1100 - 25,2525 | 6.87 11 (44%) | 31,38,38 | 2.51 10 (32%)
4 OGK D 1100 - 25,25,25 | 6.78 10 (40%) | 31,38,38 | 3.12 13 (41%)
4 OGK J 1100 - 25,2525 | 6.65 10 (40%) | 31,38,38 | 2.73 14 (45%)
bt PO4 F 1102 - 4,44 458 | 4 (100%) 6,6,6 0.60 0
5 PO4 F 1103 - 4,44 433 | 4 (100%) 6,6,6 1.00 0
5 PO4 L 1101 - 4,44 427 | 4 (100%) 6,6,6 1.58 1 (16%)
5 PO4 D 1102 - 4,44 4.55 | 4 (100%) 6,6,6 0.60 0
4 OGK L 1100 - 25,25,25 | 6.93 12 (48%) | 31,38,38 | 3.02 (51%)
5 PO4 D 1103 - 4,44 4.09 | 4 (100%) 6,6,6 0.99 0
5 PO4 P 1102 - 4,44 452 | 4 (100%) 6,6,6 0.66 0
5 PO4 B 1101 - 4,44 4.32 | 4 (100%) 6,6,6 0.89 0
5 PO4 L 1103 - 4,44 4.52 | 4 (100%) 6,6,6 0.86 0
4 OGK H 1100 - 25,25,25 | 6.82 11 (44%) | 31,38,38 | 2.54 5 (48%)

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.

WO RLDWIDE

PROTEIN DATA BANK




Page 27

wwPDB X-ray Structure Validation Summary Report

30GK

Mol | Type | Chain | Res | Link | Chirals Torsions Rings
4 OGK B 1100 - 1/1/9/10 | 8/19/52/52 | 0/3/3/3
4 OGK P 1100 - - 12/19/52/52 | 0/3/3/3
4 OGK F 1100 - - 12/19/52/52 | 0/3/3/3
4 OGK L 1100 - 1/1/9/10 | 11/19/52/52 | 0/3/3/3
4 OGK N 1100 - - 7/19/52/52 | 0/3/3/3
4 OGK D 1100 - 1/1/9/10 | 7/19/52/52 | 0/3/3/3
4 OGK J 1100 - - 5/19/52/52 | 0/3/3/3
4 OGK H 1100 - 1/1/9/10 | 9/19/52/52 | 0/3/3/3

The worst 5 of 211 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(A) | Ideal(A)
4 D 1100 | OGK | C13-C09 | -22.91 1.27 1.51
4 P 1100 | OGK | C13-C09 | -22.58 1.27 1.51
4 L 1100 | OGK | C13-C09 | -22.33 1.28 1.51
4 F 1100 | OGK | C13-C09 | -22.09 1.28 1.51
4 H 1100 | OGK | C13-C09 | -22.01 1.28 1.51

The worst 5 of 123 bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(?)
4 D 1100 | OGK | C14-C09-C10 | 7.72 134.32 117.69
4 P 1100 | OGK | C13-C09-N0O8 | -7.40 108.01 117.77
4 B 1100 | OGK | C04-C05-C17 | 7.22 123.99 110.06
4 D 1100 | OGK | C13-C14-C09 | -6.88 56.76 60.30
4 L 1100 | OGK | C05-C04-C03 | 6.79 123.03 109.20

All (4) chirality outliers are listed below:

Mol | Chain | Res | Type | Atom
4 B 1100 | OGK | C05
4 D 1100 | OGK | C05
4 H 1100 | OGK | €03
4 L 1100 | OGK | €05

5 of 71 torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
4 B 1100 | OGK | C01-C02-C03-C04
4 B 1100 | OGK | C01-C02-C03-C23
4 B 1100 | OGK | C17-C05-C06-0O07

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

Mol | Chain | Res | Type Atoms
4 B 1100 | OGK | C17-C05-C06-N08
4 B 1100 | OGK | N08-C09-C10-O12

There are no ring outliers.

23 monomers are involved in 79 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
5 P 1101 | PO4 1 0
5 F 1101 | PO4 1 0
5 P 1103 | PO4 2 0
5 J 1103 | PO4 2 0
5 B 1103 | PO4 2 0
4 B 1100 | OGK 6 0
5 H 1101 | PO4 2 0
5 N 1103 | PO4 2 0
5 N 1101 | PO4 1 0
5 D 1101 | PO4 1 0
5 H 1104 | PO4 1 0
4 P 1100 | OGK 7 0
4 F 1100 | OGK 8 0
5 H 1103 | PO4 4 0
4 N 1100 | OGK 7 0
4 D 1100 | OGK 2 0
4 J 1100 | OGK 7 0
5 F 1103 | PO4 1 0
4 L 1100 | OGK 11 0
5 D 1103 | PO4 2 0
5 B 1101 | PO4 1 0
5 L 1103 | PO4 1 0
4 H 1100 | OGK 8 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.
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5.7 Other polymers (i)
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There are no such residues in this entry.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#nonstandard_residues_and_ligands
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5.8 Polymer linkage issues (i)

There are no chain breaks in this entry.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#polymer_linkage
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6 Fit of model and data (i)

6.1 Protein, DNA and RNA chains (i)

In the following table, the column labelled ‘#RSRZ> 2’ contains the number (and percentage)
of RSRZ outliers, followed by percent RSRZ outliers for the chain as percentile scores relative to
all X-ray entries and entries of similar resolution. The OWAB column contains the minimum,
median, 95" percentile and maximum values of the occupancy-weighted average B-factor per
residue. The column labelled ‘Q< 0.9” lists the number of (and percentage) of residues with an
average occupancy less than 0.9.

Mol [ Chain | Analysed | <RSRZ> |  #RSRZ>2 OWAB(A?) | Q<0.9
1 A | 145/160 (90%) 0.48 9 (6%) 2 27,72,133,163 | 0
1 C | 145/160 (90%) 0.90 | 26 (17%) 26, 75, 134, 163 | 0
1 E | 145/160 (90%) 0.26 5(3%) 45 35 | 28,70,133,161 | 0
1 | G | 145/160 (90%) 0.07 | 7(4%) 30 (21 | 27,66, 134,161 | 0
1 I | 145/160 (90%) 0.55 19 (13%) 29,73, 134, 163 | 0
1| K | 145/160 (90%) 0.63 19 (13%) 28, 75, 134, 165 | 0
1| M| 145/160 (90%) 083 | 22 (15%) 32,75, 133,162 | 0
1 | O | 145/160 (90%) 125 | 43 (29%) 32,76, 134, 164 | 0
o | B | 566/592 (95%) | -010 | 9(1%) 72 66 | 21,45 107,175 | 0
> | D | 566/592 (95%) | -008 | 16 (2%) 53 43 | 21,46, 110,176 | 0
o | F | 566/592 (95%) | -017 | 21 (3%) 41 31 | 20,49, 111,177 | 0
o | H | 562/592 94%) | -055 | 5(0%)|s4lls0. | 19,38, 91,171 | 0
2 3| 566/592 (95%) | -0.24 | 17 (3%) 50 40 | 22,49, 110,177 | 0
o | L | 566/592 05%) | -027 | 19(3%) 45 35 | 21,50,111,176 | 0
o | N | 566/592 (95%) 0.24 24,53, 112,178 | 0
o | P | 566/592 (95%) 0.08 23, 54, 114, 176 | 0
3 | Q 13/22 (59%) 0.68 79,102, 125,126 | 0
3 | R 13/22 (59%) 2.18 86, 109, 128, 129 | 0
3 S 13/22 (59%) 1.28 89, 108, 129, 131 | 0
3 | U 13/22 (59%) 1.18 87, 111, 128,130 | 0
3 | v 13/22 (59%) 1.46 88, 111, 128, 128 | 0
3 | w 13/22 (59%) 1.47 88, 111, 128,129 | 0
3 | x 13/22 (50%) 1.41 89, 110, 128, 129 | 0

All | Al | 5775/6170 (93%) | 0.04 19,53, 119,178 | 0



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_model_data
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_protein_na_chains
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The worst 5 of 338 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
592 | ILE 16.7
592 | ILE 13.1
12 SER 12.7
591 | PRO 10.7
12 SER 10.1

CITIECIFCIENY
gl Al el les| 1o

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

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

6.3 Carbohydrates (i)

There are no monosaccharides in this entry.

6.4 Ligands (i)

In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. The B-factors column lists the minimum,
median, 95" percentile and maximum values of B factors of atoms in the group. The column
labelled ‘Q< 0.9’ lists the number of atoms with occupancy less than 0.9.

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
5 PO4 H 1102 5/5 0.79 0.24 58,70,91,138 0
5 PO4 F 1102 5/5 0.83 0.24 67,80,101,127 0
5 PO4 P 1104 5/5 0.83 0.22 30,01,77,101 0
) PO4 N 1102 5/5 0.91 0.23 78,89,102,114 0
) PO4 H 1104 5/5 0.92 0.19 23,27,62,87 0
) PO4 L 1102 5/5 0.93 0.18 56,67,112,139 0
) PO4 D 1104 5/5 0.93 0.15 32,38,82,83 0
5 | PO4 | P | 1102| 5/5 0.93 | 0.19 | 70,91,121,132 0
4 OGK N 1100 | 23/23 0.93 0.17 33,04,73,77 0
5 PO4 N 1104 5/5 0.94 0.23 32,59,102,105 0
) PO4 D 1102 5/5 0.94 0.15 48,60,103,128 0
) PO4 H 1101 5/5 0.94 0.15 65,65,83,99 0
) PO4 H 1103 5/5 0.95 0.20 45,60,71,83 0
5 PO4 N 1101 5/5 0.95 0.20 47,54,57,87 0
5 PO4 P 1103 5/5 0.95 0.15 55,56,64,76 0
5 PO4 F 1104 5/5 0.95 0.16 28,33,60,69 0
4 OGK F 1100 | 23/23 0.96 0.17 23,41,50,70 0

Continued on next page...


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
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Continued from previous page...

Mol | Type | Chain | Res | Atoms | RSCC | RSR | B-factors(A?) | Q<0.9
5 PO4 J 1102 5/5 0.96 0.12 54,71,85,106 0
5 PO4 B 1104 5/5 0.96 0.13 23,44,66,67 0
5 PO4 L 1104 5/5 0.96 0.17 54,54,85,104 0
4 OGK J 1100 | 23/23 0.96 0.18 24,36,51,65 0
5 PO4 L 1103 5/5 0.97 0.21 31,41,62,72 0
4 OGK H 1100 | 23/23 0.97 0.17 23,41,56,62 0
4 OGK P 1100 | 23/23 0.97 0.16 40,52,64,68 0
5 PO4 F 1103 5/5 0.97 0.18 32,36,48,80 0
5 PO4 N 1103 5/5 0.97 0.22 40,60,78,102 0
4 OGK D 1100 | 23/23 0.97 0.14 24,32,41,45 0
5 PO4 J 1104 5/5 0.97 0.14 44,46,72,76 0
5 PO4 L 1101 5/5 0.97 0.19 34,39,58,68 0
4 OGK L 1100 | 23/23 0.97 0.17 31,43,62,67 0
5 PO4 B 1102 5/5 0.98 0.14 51,71,81,85 0
5 PO4 F 1101 5/5 0.98 0.15 25,37,47,70 0
5 PO4 J 1101 5/5 0.98 0.14 42.53,62,65 0
5 PO4 B 1103 5/5 0.98 0.16 23,25,30,45 0
4 OGK B 1100 | 23/23 0.98 0.14 14,26,38,48 0
5 PO4 P 1101 5/5 0.98 0.18 47,50,65,73 0
5 PO4 D 1101 5/5 0.98 0.16 29,32,43,57 0
5 PO4 B 1101 5/5 0.98 0.13 31,37,44,44 0
5 PO4 D 1103 5/5 0.98 0.19 28,30,38,79 0
5 PO4 J 1103 5/5 0.99 0.18 34,39,48,64 0

The following is a graphical depiction of the model fit to experimental electron density of all
instances of the Ligand of Interest. In addition, ligands with molecular weight > 250 and outliers
as shown on the geometry validation Tables will also be included. Each fit is shown from different
orientation to approximate a three-dimensional view.
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Electron density around OGK N 1100:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)
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STTTE

Electron density around OGK F 1100:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)

Electron density around OGK J 1100:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF,. (at 3 rmsd) in purple (negative)
and green (positive)
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Electron density around OGK H 1100

.
.

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)

and green (positive)

Electron density around OGK P 1100:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)

and green (positive)
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30GK

2mF,-DF. (at 0.7 rmsd) in gray

mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)
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Electron density around OGK L 1100:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
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Electron density around OGK B 1100:

2mF,-DF. (at 0.7 rmsd) in gray
mF,-DF. (at 3 rmsd) in purple (negative)
and green (positive)
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6.5 Other polymers (i)

There are no such residues in this entry.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands

	Overall quality at a glance
	Entry composition
	Residue-property plots
	Data and refinement statistics
	Model quality
	Standard geometry
	Too-close contacts
	Torsion angles
	Protein backbone
	Protein sidechains
	RNA

	Non-standard residues in protein, DNA, RNA chains
	Carbohydrates
	Ligand geometry
	Other polymers
	Polymer linkage issues

	Fit of model and data i 
	Protein, DNA and RNA chains i 
	Non-standard residues in protein, DNA, RNA chains i 
	Carbohydrates i 
	Ligands i 
	Other polymers i 


