WDRLDWI

2PDB

PRDTEIN DATA BANK

wwPDB X-ray Structure Validation Summary Report (i)

Dec 19, 2023 — 02:23 PM EST

PDBID : 1J0B
Title : Crystal Structure Analysis of the ACC deaminase homologue complexed with
inhibitor
Authors : Fujino, A.; Ose, T.; Honma, M.; Yao, M.; Tanaka, I.
Deposited on  :  2002-11-12
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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 : 1.8.5 (274361), CSD asb41be (2020)

Xtriage (Phenix) : NOT EXECUTED
EDS : NOT EXECUTED
buster-report : 1.1.7 (2018)
Percentile statistics : 20191225.v01 (using entries in the PDB archive December 25th 2019)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.36
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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 2.70 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 - o4
Ramachandran outliers D 6.6%
Sidechain outliers 0 . 10.8%
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))
Clashscore 141614 3122 (2.70-2.70)
Ramachandran outliers 138981 3069 (2.70-2.70)
Sidechain outliers 138945 3069 (2.70-2.70)

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%

Note EDS was not executed.

Mol | Chain | Length Quality of chain
1 A 325 42% 50% 7% -
1 B 325 32% 58% 8% -
1 C 325 37% 54% 8% -
1 D 325 41% 51% 7% -
1 E 325 38% 51% 9% -
1 F 325 31% 57% 11%
1 G 325 1% 70% 13%
1 H 325 29% 60% 10%

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

Mol | Chain | Length Quality of chain
1 I 325 21% 67% 11%
1 J 325 30% 59% 11%
1 K 325 24% 62% 14%
1 L 325 29% 61% 9% -
1 M 325 36% 53% 10% -
1 N 325 45% 46% 9% -
1 O 325 17% 65% 16%
1 P 325 27% 58% 14%
1 Q 325 26% 61% 13%
1 R 325 25% 63% 11%
1 S 325 36% 53% 10% -
1 T 325 31% 56% 11%
1 U 325 32% 58% 9% -
1 A% 325 40% 49% 10% -
1 W 325 24% 61% 13%
1 X 325 27% 61% 11%

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

2 5PA B 1021 - - X -

2 5PA D 1041 - - X -

2 5PA E 1051 - - X -

2 5PA F 1061 - - X -

2 5PA H 1081 - - X -

2 5PA I 1091 - - X -

2 5PA J 1101 - - X -

2 5PA K 1111 - - X -

2 5PA M 1131 - - X -

2 5PA P 1161 - - X -

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

Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
2 5PA Q 1171 - X -
2 5PA R 1181 - X -
2 5PA S 1191 - X -
2 5PA \Y 1221 - X -
2 5PA W 1231 - X -
SPDE
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2 Entry composition (i)

There are 3 unique types of molecules in this entry. The entry contains 60948 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 1-aminocyclopropane-1-carboxylate deaminase.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 A 32 gz;zl 1(%4 411]5 421 ZSL 0 0 0
1 B 32 gzgil 16%4 411]5 421 ZSL 0 0 0
1 ¢ 329 gzgil 16(2)4 411]5 4((31 ZSL 0 0 0
1 b 329 gzgil 16%4 41115 4(6)1 ZSL 0 0 0
1 B 329 ’gzgjll 16004 4?5 4(6)1 ZSl 0 0 0
1 K 329 gzgil 16(3)4 4?5 4(6)1 ZSl 0 0 0
! N 329 gzgzl 1(%4 411]5 4(631 ZSL 0 0 0

Continued on next page...
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Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 Q 32 gz;zl 16%4 41115 421 ZSL 0 0 0
1 R 32 gz;zl 1(%4 411]5 421 ZSL 0 0 0
1 S 32 gz;zl 1(%4 411]5 421 ZSL 0 0 0
! T 329 gzgil 16(2)4 411]5 4(6)1 ZSL 0 0 0
1 v 329 gzgil 16%4 411]5 4(6)1 ZSL 0 0 0
1 v 329 ’gzgjll 160()4 4?5 4(6)1 ZSl 0 0 0
! w 329 ’gzgil 16004 4?5 4(6)1 ZSl 0 0 0

e Molecule 2 is N-[3-HYDROXY-2-METHYL-5-PHOSPHONOOXYMETHYL-PYRIDIN-4-Y
-LMETHYL]-1-AMINO-CYCLOPROPANECARBOXYLIC ACID (three-letter code: 5PA)
(formula: 012H17N207P).

5PA
N1
C2A
Cs /:’ N ‘E:?/ -
osn e
03P [ Ca Ol-é 3
HO
P OO4p C4A N
o7 NH
@)
O1Po OH . 9?\\.“— e
02P Ve N
o
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total C N O P
Total C N O P

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
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Continued from previous page...

Mol | Chain | Residues Atoms ZeroOcc | AltConf
IR IR
e Molecule 3 is water.

Mol | Chain | Residues Atoms ZeroOcc | AltConf
3 A 47 thfl 57 0 0

3 B 34 Tgffl ?4 0 0

3 C 26 ngal ;.6 0 0

3 D 38 Tg;al ?% 0 0

3 E 35 Tgt;‘l ?% 0 0

3 F 40 ngal ﬁ] 0 0

3 G 34 ngal ?(31 0 0

3 H 38 ngal ?% 0 0

3 I 29 ngal ;.9 0 0

3 J 30 ngal ?% 0 0

3 K 33 ngal ?% 0 0

3 L 29 ngal ;.9 0 0

3 M 29 Tgtgal ;.9 0 0

3 N 38 ngal :,% 0 0

3 0 28 Tgtgal ;.8 0 0

3 P 20 ngal ;’0 0 0

3 Q 25 ngal ;’5 0 0

3 R 21 Tgtlal 201 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
3 S 42 ngal fQ 0 0
3 T 40 ng‘“ 2) 0 0
3 | U 48 ng‘“ i; 0 0
3| v 40 ngal ﬁ) 0 0
3 | w 34 Tgffl 331 0 0
3 X 26 ngal ;.6 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. 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.

Note EDS was not executed.

e Molecule 1: 1-aminocyclopropane-1-carboxylate deaminase

.
7%

50%

IEE
ale

42%

Chain A:

©
©
=

79a

291
191

653

L8Y
9%y
SSI
45!
€SN
[4°p)

0SI

8¥%1

v

0%I

8EA

YET

ced
1€8

62N
8¢d

9CA
Szb

el

(40}
61d

LTT

STA
4%

cTd
TTX

61
81

SI

v8v

z8N
188

6.LA

9LA

—
-
=

893

(a4
6021
802a
023
902N
S02T
j4Jan

T0ZD
0021

86TT

96TV

Y6TL
1618
L8TA

98TA
S8TI

€8TQ

08TA

LLT0
9LTL
SLTY
vL1I
€L1d

TLIA
0LTY
6914

L9TK

Y91l

T91d

89TH
LSTD
98Td
S9GTd
YSTI

CSTA
161d

67Td
8¥1D
Lv1a
9vTH
STIH
44"

T6CA
0621
682D

98TV

782D

Ll

9¢TH

{4448

zeehn
Teea
(44

L12D

STCV

(454

SceT
¥zeT

{44591

8T€D

e Molecule 1: 1-aminocyclopropane-1-carboxylate deaminase

9T€H

[ [ - oo 0 0 o
o o o o o =3 (=3 1 |
N N m M m o o o
[=} =) oo 1< 1] w0

8%

58%

32%

Chain B:

PLI

09X
6Gd

L%D

£7a

[4an

61d

STA

{48

681

181
98A
S84

€8H
8N
188

6LA
8LV

9LA
SLL

LBTD

¥6TL

1618
061D
68TV

98TA

8TcH

9TCA
STCV
vier

TTed
(%41
6021

Lozd
902N

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


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

1J0B

wwPDB X-ray Structure Validation Summary Report

Page 11

L.21

j2xac
€L2d
(kAN
TL2D

inase

l-aminocyclopropane-1-carboxylate deam

e Molecule 1

8%

54%

37%

Chain C

T.a

99T

€99

191
094

9%y
SSI

1

€0TY

00TT

L6a
961

76T

681

S84

28N

LLT0

YLTI
€LTH
LD
TLIA
0LTV

89TA
L9TA

S9TT

€9TD
2911

9STd
SSTd

L¥Td
9%2d

49N

TveH

8€TT
LETT

9¢TH
§ees
j{aan

¥2eT

l-aminocyclopropane-1-carboxylate deam

ceel

mase

e Molecule 1

7%

51%

41%

~ )
— —
= =%

Chain D

62N

1,21

Szb

[4aN

0€TS

08TA

8.LTS
LLTD
9LTL

+

¥o1L

191d
09TS

¥0eT
€0€T

592b
6SCI
8GTH
feiefac)
TG2K

8%C1

9%ed
144"

e
ovzA

T€CI

8¢eda
ez
9¢TH

S2ET

ceel
T2eT
0zex

LTEX
9T€H

0T€D
80€L

LOEH
90€1

mase

l-aminocyclopropane-1-carboxylate deami

e Molecule 1

9%

51%

38%

Chain E

LLD
9LA

VLI

CTLA

0Ly

893

+

¥9a
€99
[4°)1
191

694

18X
9%y
SSI
145!
€SN
{4

9%l
S71

8TI

a2

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



1J0B

wwPDB X-ray Structure Validation Summary Report

Page 12

6ETH
8ETH
LETY
9ETA

YETH

0ETS

8TTA
LeTV
9¢1da

(44"

LITI
9TTH

3
i

CITA
TTIN

6013

L0Td
9074
SOTY

761
€63

06Y

98A

78V

8N
188

8LV

S6TT
¥61L

1618

88TV
L8TA
98TA
S8TI

€810
2814

6.13

LLTD
9LTL

VLTI

LD
TLIA

0918

831D
LSTD
9G1d

PSTI

67Td

€8C1

6.2a
8.T1

9,21

vLea
€.24

T.2D

69231

1,921
9921

Yocy
€92

192D
09zZlL

9GCA
eiefacs

€624

TSCA
0sea
6YCA
8vC1
PALECS

¥vea

Tved
0vZA

8€TT

82¢2d

9¢TH
144

Teed

L1729
9TCA

vier
€12D

mase

l-aminocyclopropane-1-carboxylate deami

e Molecule 1

11%

57%

31%

Chain F

0€T

t

28

CH
TH

0ETS

L2TY

SCTA

€eTd
(491

611D

L1TI

ST1d
PITT

CITX
TTIN
0TTD

80TT

90Td
SOTH
701D
£0TH

TO0TA

86V

S6D
761

8V

N~ O OO N < 0 © N~ 0
¥ & ¥ 0w o 0 O 0 O O
PR I R ] I e e ]
B S @A > HA AT O

28N
188
08H

8LV

9LA

88TV

98TA

2814

08TA
6.14
8.L1S
LLTD

VLTI

CTLID

0LTY
6914
89TA
L9TK

¥o1L
€910
2911

091S

SYIA
Il
€714

15444
0%TI

0Lz
6924

L921
9921

€92A

6521

PA 4]
9GCA

60CI

023

S021
%021

S2eT

mase

Teel
114°3

61€Q

LTEX
9T€EH

Y1eL

C1es
80€L
LOEH
€0€I

2oeN

6621
8623

S62H

T6CA

682D
88CA
1824
98¢y

l-aminocyclopropane-1-carboxylate deam

8¢

T8TA

e Molecule 1

082d
6,20

9,21

€.L24
cLTL

13%

70%

: 16%

Chain G

654

9G4
SSI
wou

19D
0SI

TOTA

98TA
S8TI
7818

2814

08TA

9GTd

%971
€STA
CSTA
1STd

6714

{4448

8€TT

1

veey

TeTH

0€TT
62CN

1221
9TTH
§ees
veel
E€CTH

|44

O

R LDWIDE
PROTEIN DATA BANK

W



1J0B

wwPDB X-ray Structure Validation Summary Report

Page 13

€L2d

SCeT

€TeS
{44581
T2eT
0ozeN

LTEX
9T€H
STed
vrel

mase

1-aminocyclopropane-1-carboxylate deami

e Molecule 1

10%

60%

29%

Chain H

67D
8¥%1

S71

T6Y

08H
6LA
8LV

102D

96TV
S6T1
¥6TL

T61S

68TV
88TV
L8TA
98TA
S8TI
781s
€81d
2814

08TA
6.14
8.LTS

991
592h
¥ocy
€9CA

6SCI
85T

6021

S021
7021

20z

SCeT

{4458

LOEH

S0€4

€0€T
c0oeN
T0€d

6621

vecy

z6ca
T6CA

682D

l-aminocyclopropane-1-carboxylate deam

L921

mase

e Molecule 1

11%

67%

21%

Chain I

8TI

STA

4%

(48
TTY

[
—

81
LY
94
SI
2!
€d
CH
TH

61
€631

06YV

8L

S84
w8V
€8H
28N
188

8LV
LLD
9LA

VLI
CTLA

TLQ
oLy

893

9G1d

PSTI
€GTA

CeTd

0€TT

frade
Lee1
92T
144

E£TTN

Tced
02ZH

vier
€12D
(454

(%4
6021

,02a

S02T
¥0cI

102D

Scel
vee1
€CES

mase

l-aminocyclopropane-1-carboxylate deami

e Molecule 1

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



1J0B

wwPDB X-ray Structure Validation Summary Report

Page 14

11%

59%

30%

Chain J

894
198
991
SOV
79a

291

891

u')«’I
0
H o

<
)
Ix

[4°5)

8¥%1

9%l

¥va
€%a
(44

0%I

eI
eed
ced
T€8

6ZN

i<
N
A

©
N
=

Szh

[se]
N
A,

{440

811

~
—
=

STA

(A%
T

961

9LTL
SLTV
PLTI

TLIA
0LTY

89TA
L9TX

S9TT

€91D
2911
T91d
0978

8STH

SS1d
7STI

CSTA
TS1d

6%TY

Ly1d

SYTH
445"
evTd

vy
0¥ZA

8€TT
LETT
9€Td

4344

[44)

Teegd
02ZH

86TT

Seel
¥ee1

682D

1824
982V

T8CA

6.2d

L.21

j2ké4cs

CLTL

0LTA

8924

9921

Yocy
€9CA

e Molecule 1

192D

mase

l-aminocyclopropane-1-carboxylate deami

14%

62%

o < © © O
M M o [e R
IMHI<I>>-I

24%

< 0
38
Iﬂ:>I

Chain K

291
191

851

9%y

0SI

8%1

9vL
SP1
¥va
€va
(4t
15728

Tes

N < © I~ =3
N 3] N N @
= ] ] = H

)
—
o

8T1

oo
WO~ A
MoH L A< X

=
=

498
€2TY

Terd
0TI

8TTH

961
969D
761
€63

681

8L

188

98TA
S8TI
7818

2814

08TA

LLTD

SLTY
YL11

LD
TLIA

89TA

991D
S9T1

€9TD
2911

6GTV

0%TI
6ETd
8€TH
LETY
9€TA
SETA
YETH
€ETT

T€Td

8TTA

9z1a
SCTX

8¥CT
PAZACS
9%2d

j4%a8

0%ZA

8€TT

Seey

eecd
CETH

j{aan
€TTN

Teed
(44

(%4
60CI
802a
Lozd

Ay
€02Ss
2021
102D

66TS

1

S6TT
¥61L

161S

68TV

L8TA

ee1
€2TES

TCeT

61€d

mase

l-aminocyclopropane-1-carboxylate deami

e Molecule 1

9%

~
w
le

61%

leo
[ <
= =

29%

Chain L

SOV
¥9a
€90
291

694

§SI

€SN
[4:1]

o
i
=

9%l
Sv1

o <
<
==

13728

©
5]
<

£ed

0€I

8¢d

9Tk
szd

€2¢d

(40}
61d

L11

STA

894
198

R LDWIDE

O

PROTEIN DATA BANK

W



1J0B

wwPDB X-ray Structure Validation Summary Report

Page 15

102D

661S

Ly1d

SYIA
449"
ev1d

15444
0711

8€TH
LETV
9ETA

192D
0921
6SCI
85T

95Tk
letacs

(414
TSCA
052a

8%2¢1
Lycd
9%ed

LETT
9€TH

41

TETA

0€21

8¢ed
1221

S§2TTS

€TTN
azeTh
Teed
02ZH

20TT

T1€l
0T€eD
60€D

90€T

¥0€T

TOEd

6621

i

z62a

l-aminocyclopropane-1-carboxylate deam

682D

vocy
€9CA
c9cd

mase

e Molecule 1

10%

53%

]
<
=

36%

Chain M

TLA

69D
894

991
S9V
79a

291

—
©
=}

094
694

12TV
9zg1a
STTX

0zTI
611D

L1TI
9TTA
ST1a

(4298
TTIN

3

L0734

SOTX

€0TY

TOTA
00TT

L6a
761
€63
263
181
78V

188

6LA
8LV
LLD

Lv1a
idx:

992K
jeletacs

€9cd
Tses

6%CA

Phzac
9¥ed

Pigecy

TveH

6€CH
8€T1
LETT

geey
4344

ceTH
T€2I

112D
9TCA

[AY4
T12d
012y

SceT

T2eT

8T€D

ST€d

cres
TreI

80€L

So0ed

€0€T
(40>}
T0€d

6621

S62H

T6cA
0621
682D

e Molecule 1

1824
98¢V

182A

L.21

mase

l-aminocyclopropane-1-carboxylate deami

9%

46%

45%

Chain N

6Sd

LSY

9E€TX
SETA
YETN

2ETH
TeTd
0€TS

18TV

TTTA

(4428

0TI

8TTH

9T

YITT

(4998
TTIN

80TT
L0743

2011

00TT
661

€€Td
TETH

0€TT

L
i

9z
S¢CS

(444

022D

112D

j4%48
€12

Ll

S8TI

2814

6L1d
8.L18
LLTD
9LTL

PLTI
€LT3
LD
TLIA

89TA
L9TK

LOEH
90€T

20eN

zeca

T62A

682D

1824

782D

€8¢l
[4:10%

082d
6.2a
8.TT

9,21

j ke
€L2d

0LzZA
692

1921
9921
592h
v9cy
€9CA

192D
0921

85ex

TG2K
0sza

Lycd
9ved

R

1575
0%ZA

8€TT

SETV

SeeT
et

T2eT

0zeA

LI€X

80€L

mase

l-aminocyclopropane-1-carboxylate deami

e Molecule 1

R LDWIDE

O

PROTEIN DATA BANK

W



1J0B

wwPDB X-ray Structure Validation Summary Report

Page 16

16%

65%

17%

Chain O

D <
0 ©
IIW °

LS4
954
SSI

€SN
{41
T8

IIo
)
=1

8¥%1

SY1
¥va

1572
0¥%I
B6EX
8EA
Lea

©
[]
IIIII“

o
M
-

Tes

0 D O
NN ®
A= H

9Tk
szd

{440

o
N
II:; II

n © 00
] —
g II a

cTd

@
=

©
=

$6D
61

{438

06Y

88D
8L

S84
vev
€8H
28N

6LA
8LY

SLL
LI
ELA
TLA
TLa
0LV
69D

991
S9V

S8TI

2814

08TA
6.7

LLTD
9L1L

LSTD
95Td

¥STI
€STA
TSTA
TSTd

67TY
8¥1d
L¥13

SYIX

P4
{47458

0%TI
6€THT
8ETH

9¥cd

v

Teed
0zzH

9TCA

7021

2021
T0ZD

80€L

90€I
S0ed

€0€T

To€d

6621
862H
162D

S624d
vecy
€621

1921
9921
S92b

29Td
192D
092L

2ista

9G9CA

€5cd
eses

6%Ck
8¥%C1
Phzact

€1€D
C1ES

0T€D

mase

l-aminocyclopropane-1-carboxylate deami

e Molecule 1

14%

58%

27%

Chain P

o
0
o

@
S
o

8¥%1

oL
SP1
vva

152
0%

8€A
Lea

eed
el
Tes
0€L

8¢d

9CA
STb

€e¢d

61d

STA

61
81

SI
2!

CH

2021
102D
0021

S6T1

T61S

0978

891D
LSTD

LETY
9E€TA

1921
99¢I
5920
9TV
€9CA

192D
0921
6SCI
85CH

feistacy

{414

mase

052

Lyt
9¥ed

o act
(4448

LETT
9€TH

veey

e
T€CI

9TTAH

L
1

812H
L12D

STey
14248
€12
TITA

(34
60CI

L0T3

0TI
€0CS

SeeT
Y2eT

aceT
T2e1
ozex

LTER
9TE€H
S1€d

€1€d
cies

60€D

90€T

€0€T
20ex
To€d

6621
862
162D

g6
762V

T6CA

1824
982V

l-aminocyclopropane-1-carboxylate deam

¥8¢H

e Molecule 1

13%

61%

26%

Chain Q

69D
893
L9
991
SOV
¥oa
€90
291
19T
094
654
841
L83
99y
SSI
252!
€3N
[4:p)

0SI

e
152!
0%I
6EA
8EA

eI
eed
ced
1€8
0eT

© N~ O O
INESEARS]
1>‘.—1ﬂ<=

[4an

(40
61d
8TI

914
STA
1y

O

R LDWIDE
PROTEIN DATA BANK

W



1J0B

wwPDB X-ray Structure Validation Summary Report

Page 17

86TT
LBTD

S6T1

8.L1S
LLTD

VLTI

CTL1D

0LTV

89TA

S9TT
Y91l
€9T1D

HSTI

CSTA
TGTd

6714

Ty
17491
P11

(4745
15444
0%TI

8ETH

TSCA
0Sca

8vCT
PAZECS

ez
9TTH

j£44%

|44

80€L
LOEH
90€T
S0€d

20oeN

6924
892
L921

mase

1-aminocyclopropane-1-carboxylate deami

e Molecule 1

11%

63%

~
™
[=}

25%

Chain R

3

)
by
[=]

132
0%I
6EA
8EA

0
™
(&

0€T
62N

Le1
9CA
Erdi]
j£an
€ed

13

STA

o
-
<

0 o
I._]._]

< w
X

SOTH

€01y
CO0T'T

00TT

~ © o o o II|I|II [
NN 9 © o ©
II<J = II:= II:= = - II

<+ w0
N~
H

€LA

[l
~
=

8611

96TV
S6T1
Y6TL

[4315]
T61S

L8TA
98TA
S8TI

€810
[4:1 %

08TA

LLTD
9L1L

VLTI

TL1D

0LTV
69TYH

L9TA

S9T1

€919
C9TI

€624
2Ses
TSCA
0S82a

8¢

9ved

€vca

8€TT

9€cTd

€€cd

8¢ca
1221

S¢CS

{444
|44

L7129
9TCA

vrer
14243

Tted
orey
6021
80z2a
023

S021
j{an
€0CS

0021

veel
£CES

T2el
0ozeN
61€Q

LIEXK
9TEH
ST1ed
YTEL

cres
T1el
0T€d

SceT

mase

l-aminocyclopropane-1-carboxylate deami

e Molecule 1

10%

53%

36%

~
—
NE)

Chain S

291

094

891
L83
954
SSI
25!
€SN
[4:p)

0SI

8%1

9%l
Sv1
444

47!
13721
ovI
6EX

el

21

Szb

o o
) N
= =

)
—
I

STA
j4x:!

T4

LY
94

0¥TI
6ETT
8ETH

0€TS

82Ty
Letv
9z1a
SCTA

€2TY

S6D

€63

023

j4an
€0TS
2021
4

661S

LBTD

S6TT

j2xac
€.2d

6924

L921
9921

€9CA

192D

O

R LDWIDE
PROTEIN DATA BANK

W



1J0B

wwPDB X-ray Structure Validation Summary Report

Page 18

T2eT

8Ted
LTEX

l-aminocyclopropane-1-carboxylate deam

Sred

T1€1
0T€D

9,21

11%

mase

56%

31%

o
S
I3I

e Molecule 1
Chain T:

894

¥oa
€99

191

[
v}
I""‘I

9G4

o <
0 0
==<I

oo
hs
-

L%D

Sv1

Y
¢
[=]

39
X m

~ [}
0 <]
=} >

o)
]
o

QO N
NN N® O N
A= ~

Szb

I
IS
[>

8T1

~
—
-

STA

61
81

SIS
2!

TH

L8TA
98TA

€81a
2814

08TA

LLTD
9LTL

YL11

CLTD
TLTA
0LTV

89TA

L¥Td
9%2d

Rigecs

Tven
0%ZA

8€T1
LETT

geey
veey
€€TH

TeCI
0€TT

l-aminocyclopropane-1-carboxylate deam

S¢CSs

€TTN

02ZH

L12D

STV
j4%48
€12

0T2H
6021

S62H

€621

T6CA

682D

.

9%

mase

58%

32%

e Molecule 1
Chain U:

eI
€ed

(4293
TTIN

60T

8L

L

€8H
Z8N

6.LA

LLD
9LA

PLI
E€LA
CTLA
T.Q

6021
802a

902N
S021
7021

2021

0021

L6TD
96TV

76TL
€6TD

68TV
88TV
L8TA
98TA
S8TI

2814

08TA

8.1S
LLTD

SLTY

CTLTD

0LTV
69TH

L9TA
9919
S9T1

€9TD

T91d

j449N
[4a7aN
Tved
oA
LETT

€€Td

i

622N
8¢cd

9¢TH

¥eel
E€CTH

Teed
0229

mase

et
€TES

TeeT
0ZeA

9T€H

CIes
TT€I

10%

49%

40%

l-aminocyclopropane-1-carboxylate deam

e Molecule 1
Chain V

893

(4
1572
071

[
2]
>

©
)
=

9LV

eI

1€8
0ET

8¢d

SzTb

€ed

61d

©
—
H

LT1

STA

(A%
T
otV

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



1J0B

wwPDB X-ray Structure Validation Summary Report

Page 19

CeTd

0ETS

L2TV

0TI

STTH

9TTH
ST1d

CITX
TTIN

60T

L0Td

¥0TD
€0TY
20T
TOTA
00TT

661

L6d

0
)
o

€631

06Y

o
e+
p

8L

S84

€8H
Z8N
18S

o oM < ©
= [
<< = =

1618

T8TA

TSCA

6%CA
8%
PAZ4CS

foygac

LETT

veey

CTETA
T€CI

6CCN

1221

S¢CS

E€CTH

2448
0229

T2el

8T€D

mase

l-aminocyclopropane-1-carboxylate deami

e Molecule 1

19T

13%

L83

SSGI
25!
€GN

o
0
=1

871
L%D
oL
SP1

£7a

152!

61%

6EX

€ed
[aan
Lxecs

61d
811

24%

914
STA

(A%

€ETT

SCTX
HZTA

SOTH

€0TY
2oTT
T0TA

L6d

8LV

8¥1D

SYIA

n © 0 OO N
] [
- o

€9CA
29Td
192D
09zL
6SCI

9GCK
eifeacs

€524

TSCA
052a

pAZ&cS
9v¢d

vy

1

6ETH

LETT

CETA

1221

gees
yeTl

LIEXR
9T€EH
ST€d
€1€D
0T€D

80€L
LOEH

s0ed

€0€T
coex
To€ed
00€D
6621

162D

S624
6y

z6ca
T6CA

682D
88CA
1824
98TV

9,21

i 2kacy
€.L2d

TL2D
0Lz
692X

Scel

mase

l-aminocyclopropane-1-carboxylate deami

e Molecule 1

11%

61%

27%

Chain X

98y
SSGI
{45!
€GN

19D
0ST

©
<
=

9L
S71

£7a

15728
071

8EA
eI
1€8

0eT
62N

Le1
9CA
SzTb

61d
8TI

STA

<
-
~

—
—
x

1-

2814

8.1S
LLTD
9LT1

YLTI

3

0LTV
69TH
89TA
LOTA

S9TT
79TL
€919
2911
197d
091S
6STV
8GT1D
LSTD

HSTI

O

R LDWIDE
PROTEIN DATA BANK

W



1J0B

wwPDB X-ray Structure Validation Summary Report

Page 20

9€Td

veey
foterac
2ETH

28TA

08¢d
6.2a
8,21

6924

L921
99¢1

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 21 wwPDB X-ray Structure Validation Summary Report 1JOB

4 Data and refinement statistics (i)

Xtriage (Phenix) and EDS were not executed - this section is therefore incomplete.

Property Value Source
Space group P1 Depositor
Cell constants 105.87A  147.28A 149.07A .
Depositor
a, b, c, a, B, 73.18° 90.11° 68.49°
Resolution (A) 10.00 - 2.70 Depositor
/0 Data completencss 100.0 (10.00-2.70) Depositor
(in resolution range)
Ronerge 0.06 Depositor
Reym 0.05 Depositor
Refinement program CNS Depositor
R, Rfree 0.291 , 0.342 Depositor
Estimated twinning fraction No twinning to report. Xtriage
Total number of atoms 60948 wwPDB-VP
Average B, all atoms (A?) 45.0 wwPDB-VP
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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:
5PA

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 | prigy 41 7) =5 | RMSZ 4 Z| >5
0.45 0/2526 0.76 1/3407 (0.0%)

0.43 0/2526 0.73 0/3407

0.42 0/2526 0.74 0/3407

0.45 0/2526 0.74 0/3407

0.43 | 0/2526 | 0.73 | 1/3407 (0.0%)
046 | 0/2526 | 0.73 | 1/3407 (0.0%)
048 | 0/2526 | 0.80 | 1/3407 (0.0%)
)
)

0.45 | 0/2526 | 0.73 | 1/3407 (0.0%
0.49 | 0/2526 | 0.77 | 1/3407 (0.0%

0.45 | 0/2526 | 0.74 0/3407
0.47 | 0/2526 | 0.76 0,/3407
0.47 | 0/2526 | 0.76 | 2/3407 (0.1%)
0.45 | 0/2526 | 0.75 0,/3407
044 | 0/2526 | 0.75 | 2/3407 (0.1%)
048 | 0/2526 | 0.80 0/3407
045 | 0/2526 | 0.75 | 3/3407 (0.1%)
0.46 | 0/2526 | 0.75 0,/3407
0.46 | 0/2526 | 0.76 0,/3407

045 | 0/2526 | 0.74 | 1/3407 (0.0%)
046 | 0/2526 | 0.78 | 2/3407 (0.1%)
0.46 | 0/2526 | 0.76 0/3407
044 | 0/2526 | 0.77 | 3/3407 (0.1%
046 | 0/2526 | 0.78 | 3/3407 (0.1%
0.45 | 0/2526 | 0.77 | 2/3407 (0.1%)
0.45 | 0/60624 | 0.76 | 24/81768 (0.0%)

S— | —

= = = =] = = =] =] =] == =] === =] =] = =] =] = = =] =

=l = <3| v mlo] s o 2 2| o B | = = Q| = = o] | @ =

-
 —
—_

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.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#model_quality
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Mol | Chain | #Chirality outliers | #Planarity outliers
1 D 0 1
1 K 0 1
1 L 0 1
1 M 0 1
1 Q 0 1
1 T 0 1
1 \Y 0 1
All All 0 7

There are no bond length outliers.

The worst 5 of 24 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(°)
1 T 304 | LEU | CA-CB-CG | 6.44 130.11 115.30
1 W 17 | LEU | CA-CB-CG | 6.26 129.70 115.30
1 N 290 | LEU | CA-CB-CG | 6.01 129.13 115.30
1 T 290 | LEU | CA-CB-CG | 5.89 128.85 115.30
1 I 17 | LEU | CA-CB-CG | 5.83 128.72 115.30

There are no chirality outliers.

5 of 7 planarity outliers are listed below:

Mol | Chain | Res | Type | Group

167 | TYR | Sidechain
167 | TYR | Sidechain
167 | TYR | Sidechain
167 | TYR | Sidechain
167 | TYR | Sidechain

Y QNN YUY WY T
IslEdiallNlw

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 2484 0 2583 236 0
1 B 2484 0 2583 288 0
1 C 2484 0 2583 286 1
1 D 2484 0 2583 264 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 B 2484 0 2583 245 0
1 F 2484 0 2583 278 1
1 G 2484 0 2583 501 0
1 H 2484 0 2583 328 0
1 I 2484 0 2583 413 0
1 J 2484 0 2583 363 0
1 K 2484 0 2583 430 0
1 L 2484 0 2583 341 0
1 M 2484 0 2583 324 0
1 N 2484 0 2583 219 0
1 O 2484 0 2583 457 0
1 P 2484 0 2583 362 0
1 Q 2484 0 2583 392 0
1 R 2484 0 2583 353 0
1 S 2484 0 2583 295 0
1 T 2484 0 2583 326 0
1 U 2484 0 2583 282 0
1 \Y 2484 0 2583 261 0
1 W 2484 0 2583 409 0
1 X 2484 0 2583 340 0
2 A 22 0 13 5 0
2 B 22 0 13 8 0
2 C 22 0 13 6 0
2 D 22 0 13 7 0
2 E 22 0 13 7 0
2 F 22 0 13 15 0
2 G 22 0 13 3 0
2 H 22 0 13 7 0
2 I 22 0 13 13 0
2 J 22 0 13 9 0
2 K 22 0 13 11 0
2 L 22 0 13 6 0
2 M 22 0 13 10 0
2 N 22 0 13 4 0
2 O 22 0 13 6 0
2 P 22 0 13 10 0
2 Q 22 0 13 15 0
2 R 22 0 13 14 0
2 S 22 0 13 9 0
2 T 22 0 13 6 0
2 U 22 0 13 6 0
2 \% 22 0 13 7 0

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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
2 W 22 0 13 8 0
2 X 22 0 13 5 0
3 A 47 0 0 10 0
3 B 34 0 0 7 0
3 C 26 0 0 3 0
3 D 38 0 0 9 0
3 E 35 0 0 5 0
3 F 40 0 0 6 0
3 G 34 0 0 12 0
3 H 38 0 0 11 0
3 I 29 0 0 9 0
3 J 30 0 0 8 0
3 K 33 0 0 8 0
3 L 29 0 0 12 0
3 M 29 0 0 8 0
3 N 38 0 0 6 0
3 O 28 0 0 9 0
3 P 20 0 0 11 0
3 Q 25 0 0 13 0
3 R 21 0 0 5 0
3 S 42 0 0 10 0
3 T 40 0 0 12 0
3 U 48 0 0 9 0
3 \Y 40 0 0 6 0
3 W 34 0 0 10 0
3 X 26 0 0 6 0

All All 60948 0 62304 7804 1

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 64.

The worst 5 of 7804 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)
1:X:128:LYS:H 1:X:128:LYS:HD3 1.06 1.19
1:C:103:ARG:HD3 | 1:C:133:LEU:HD22 1.21 1.15
1:G:147:GLU:CB 1:1:221:GLU:HA 1.75 1.15
1:C:214:1ILE:HD13 | 1:C:286:ALA:HA 1.29 1.14
1:G:147:GLU:HB3 1:1:221:GLU:HA 1.18 1.14

All (1) symmetry-related close contacts are listed below. The label for Atom-2 includes the sym-

WO RLDWIDE

PROTEIN DATA BANK
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metry operator and encoded unit-cell translations to be applied.

Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
1:C:219:PHE:O | 1:F:147:GLU:O[1_455] 2.12 0.08

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 323/325 (99%) 268 (83%) 42 (13%) 13 (4%) |
1 B 323/325 (99%) 257 (80%) 50 (16%) 16 (5%)
1 C 323/325 (99%) 256 (79%) 51 (16%) 16 (5%)
1 D 323/325 (99%) 273 (84%) 34 (10%) 16 (5%)
1 E 323/325 (99%) 270 (84%) 36 (11%) 17 (5%)
1 F 323/325 (99%) 268 (83%) 37 (12%) 18 (6%)
1 G 323/325 (99%) 232 (72%) 63 (20%) 28 (9%)
1 H 323/325 (99%) 258 (80%) 51 (16%) 14 (4%)
1 I 323/325 (99%) 250 (77%) 50 (16%) 23 (7%)
1 J 323/325 (99%) 242 (75%) 57 (18%) 24 (%)
1 K 323/325 (99%) 231 (72%) 61 (19%) 1 (10%)
1 L 323/325 (99%) 260 (80%) 43 (13%) 20 (6%)
1 M 323/325 (99%) 263 (81%) 45 (14%) 15 (5%)
1 N 323/325 (99%) 275 (85%) 37 (12%) 1 (3%)
1 O 323/325 (99%) 208 (64%) 69 (21%) (14%)
1 P 323/325 (99%) 241 (75%) 56 (17%) 26 (8%)
1 Q 323/325 (99%) 241 (75%) 58 (18%) 24 (7%)
1 R 323/325 (99%) 259 (80%) 43 (13%) 21 (6%)
1 S 323/325 (99%) 255 (79%) 51 (16%) 17 (5%)
1 T 323/325 (99%) 259 (80%) 38 (12%) 26 (8%)


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#torsion_angles
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Mol | Chain Analysed Favoured | Allowed | Outliers
1 U 323/325 (99%) 264 (82%) 0 (12%) 19 (6%)
1 \Y 323/325 (99%) 266 (82%) 41 (13%) 16 (5%)
1 W 323/325 (99%) 234 (72%) 60 (19%) 29 (9%)
1 X 323/325 (99%) 235 (73%) 59 (18%) 29 (9%)

All All 7752/7800 (99%) | 6065 (78%) | 1172 (15%) | 515 (7%)

Percentiles

5 of 515 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 219 PHE
1 A 245 ARG
1 B 33 GLU
1 B 72 VAL
1 B 187 VAL

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 259/259 (100%) 230 (89%) 9 (11%)
1 B 259/259 (100%) 232 (90%) | 27 (10%)
1 C 259/259 (100%) 236 (91%) 23 (9%)
1 D 259/259 (100%) 238 (92%) 1 (8%)
1 E 259/259 (100%) 231 (89%) | 28 (11%)
1 F 259/259 (100%) 226 (87%) | 33 (13%)
1 G 259/259 (100%) 231 (89%) | 28 (11%)
1 H 259/259 (100%) 231 (89%) | 28 (11%)
1 I 259/259 (100%) 236 (91%) 23 (9%)
1 J 259/259 (100%) 236 (91%) 23 (9%)
1 K 259/259 (100%) 234 (90%) | 25 (10%)
1 L 259/259 (100%) 237 (92%) 22 (8%)
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Mol | Chain Analysed Rotameric | Outliers | Percentiles
1 M 259/259 (100%) 232 (90%) | 27 (10%)
1 N 259/259 (100%) 230 (89%) | 29 (11%)
1 O 259/259 (100%) 228 (88%) | 31 (12%)
1 P 259/259 (100%) 224 (86%) | 35 (14%)
1 Q 259/259 (100%) 232 (90%) | 27 (10%)
1 R 259/259 (100%) 223 (86%) | 36 (14%)
1 S 259/259 (100%) 230 (89%) | 29 (11%)
1 T 259/259 (100%) 230 (89%) | 29 (11%)
1 U 259/259 (100%) 232 (90%) | 27 (10%)
1 \Y 259/259 (100%) 228 (88%) | 31 (12%)
1 W 259/259 (100%) 227 (88%) | 32 (12%)
1 X 259/259 (100%) 229 (88%) | 30 (12%)

All All 6216/6216 (100%) | 5543 (89%) | 673 (11%)

5 of 673 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 R 20 TRP
1 U 246 PRO
1 R 113 LEU
1 R 17 LEU
1 S 293 LEU

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 124
such sidechains are listed below:

Mol | Chain | Res | Type
1 L 82 ASN
1 \Y 229 ASN
1 O 25 GLN
1 \Y 206 ASN
1 X 29 ASN

5.3.3 RNA (D

There are no RNA molecules in this entry.
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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)

24 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 CountsBoanl\/IISIZlgt;S\Z | > 2 CountsBOIfli(li/[nglglj;Z | > 2
2 | 5PA | G | 1071| - |222323| 260 | 7(31%) |31,35,35 | 2.16 | 7 (22%)
2 | 5PA S 1191 - [222323] 260 | 7(31%) | 31,3535 222 | 8 (25%)
o | 5PA | E | 1051| - [222323] 263 | 5(22%) | 31,3535 | 195 | 6 (19%)
9 | 5PA | P | 1161] - |222323| 261 | 5(22%) | 31,3535 | 1.87 | 6 (19%)
9 | 5PA | K | 1111| - |22.23.23| 259 | 5(22%) | 31,35,35 | 225 | 5 (16%)
2 5PA T 1201 1 22,2323 | 2.59 6 (27%) | 31,3535 | 1.88 5 (16%)
9 | 5PA | Q |1171] - [222323] 263 | 6 (27%) | 31,3535 | 1.97 | 4 (12%)
9 | 5PA | N | 1141 - [22.2323| 260 | 5(22%) | 31,35,35 | 2.06 | 5 (16%)
2 | 5PA | O |1151| - |2223.23| 266 | 5(22%) |31,35,35 | 1.65 | 5 (16%)
9 | 5PA | D | 1041] 1 |222323| 262 | 5(22%) | 31,3535 | 1.92 | 8 (25%)
2 | 5PA | A | 1011] - [222323] 262 | 5(22%) | 31,3535 | 2.10 | 7 (22%)
2 | 5PA | B | 1021] 1 |222323| 261 | 5(22%) | 31,3535 | 1.96 | 6 (19%)
2 5PA C 1031 - 22,2323 | 2.60 5(22%) | 31,35,35 | 2.10 7 (22%)
o | 5PA | V1220 - [222323] 264 | 5(22%) | 31,3535 | 199 | 6 (19%)
9 | 5PA | X | 1241] 1 |22.2323| 260 | 5(22%) | 31,3535 | 191 | 8 (25%)
9 | 5PA | L | 1121 - [22.2323| 263 | 5(22%) | 31,35,35 | 2.00 | 7 (22%)
2 | 5PA | R | 1181| - |222323| 262 | 5(22%) |31,35,35 | 2.00 | 6 (19%)
2 | 5PA T 1091 | - |222323| 259 | 6 (27%) | 31,35,35 | 1.81 | 4 (12%)

WO RLDWIDE

PROTEIN DATA BANK



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

Page 30 wwPDB X-ray Structure Validation Summary Report 1JOB
Mol | Type | Chain | Res | Link | e | RISZ | 2] 2| Cous | RMSZ | 12> 2
2 5PA J 1101 - 222323 | 2.61 5(22%) | 31,35,35 | 1.80 5 (16%)
2 5PA F 1061 - 22,2323 | 2.62 5(22%) | 31,35,35 | 1.87 | 5 (16%)
2 5PA H 1081 - 22,2323 | 2.69 6 (27%) | 31,35,35 | 1.90 8 (25%)
2 5PA M 1131 1 22,2323 | 2.62 6 (27%) | 31,3535 | 1.95 7 (22%)
2 5PA W 1231 - 222323 | 2.62 6 (27%) | 31,3535 | 1.75 4 (12%)
2 5PA U 1211 - 22,2323 | 2.60 6 (27%) | 31,3535 | 2.05 5 (16%)

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.

Mol | Type | Chain | Res | Link | Chirals Torsions Rings
2 5PA G 1071 - - 7/15/22/22 | 0/2/2/2
2 5PA S 1191 - - 4/15/22/22 | 0/2/2/2
2 5PA E 1051 - - 6/15/22/22 | 0/2/2/2
2 5PA P 1161 - - 9/15/22/22 | 0/2/2/2
2 5PA K 1111 - - 7/15/22/22 | 0/2/2/2
2 5PA T 1201 1 - 4/15/22/22 | 0/2/2/2
2 5PA Q 1171 - - 4/15/22/22 | 0/2/2/2
2 5PA N 1141 - - 4/15/22/22 | 0/2/2/2
2 5PA O 1151 - - 8/15/22/22 | 0/2/2/2
2 5PA D 1041 1 - 8/15/22/22 | 0/2/2/2
2 5PA A 1011 - - 8/15/22/22 | 0/2/2/2
2 5PA B 1021 1 - 7/15/22/22 | 0/2/2/2
2 5PA C 1031 - - 8/15/22/22 | 0/2/2/2
2 5PA \Y 1221 - - 7/15/22/22 | 0/2/2/2
2 5PA X 1241 1 - 8/15/22/22 | 0/2/2/2
2 5PA L 1121 - - 11/15/22/22 | 0/2/2/2
2 5PA R 1181 - - 8/15/22/22 | 0/2/2/2
2 5PA I 1091 - - 9/15/22/22 | 0/2/2/2
2 5PA J 1101 - - 13/15/22/22 | 0/2/2/2
2 5PA F 1061 - - 8/15/22/22 | 0/2/2/2
2 5PA H 1081 - - 8/15/22/22 | 0/2/2/2
2 5PA M 1131 1 - 8/15/22/22 | 0/2/2/2
2 5PA W 1231 - - 7/15/22/22 | 0/2/2/2

Continued on next page...
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Mol | Type | Chain | Res | Link | Chirals Torsions Rings
2 5PA U 1211 - - 9/15/22/22 | 0/2/2/2
The worst 5 of 131 bond length outliers are listed below:
Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
2 E 1051 | 5PA | C4A-C4 | -9.59 1.39 1.51
2 H 1081 | 5PA | C4A-C4 | -9.58 1.39 1.51
2 \Y 1221 | 5PA | C4A-C4 | -9.57 1.39 1.51
2 A 1011 | 5PA | C4A-C4 | -9.53 1.39 1.51
2 M 1131 | 5PA | C4A-C4 | -9.52 1.39 1.51
The worst 5 of 144 bond angle outliers are listed below:
Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(°)
2 K 1111 | 5PA | O4P-C5A-C5 | 7.99 124.57 109.35
2 C 1031 | 5PA | O4P-C5A-C5 | 6.85 122.41 109.35
2 S 1191 | 5PA | O4P-C5A-C5 | 6.77 122.25 109.35
2 U 1211 | 5PA | O4P-C5A-C5 | 6.68 122.09 109.35
2 G 1071 | 5PA | O4P-C5A-C5 | 6.43 121.59 109.35

There are no chirality outliers.

5 of 180 torsion outliers are listed below:

Mol | Chain | Res | Type Atoms
2 A 1011 | 5PA C5-C4-C4A-N
2 A 1011 | 5PA (C3-C4-C4A-N
2 A 1011 | 5PA | C4-C5-C5A-0O4P
2 A 1011 | 5PA | C6-C5-C5A-04P
2 A 1011 | 5PA O7-C7-C8-N

There are no ring outliers.

24 monomers are involved in 197 short contacts:

Mol | Chain | Res | Type | Clashes | Symm-Clashes
2 G 1071 | 5PA 3 0
2 S 1191 | 5PA 9 0
2 E 1051 | 5PA 7 0
2 P 1161 | 5PA 10 0
2 K 1111 | 5PA 11 0
2 T 1201 | 5PA 6 0
2 Q 1171 | 5PA 15 0

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

Mol | Chain | Res | Type | Clashes | Symm-Clashes
2 N 1141 | 5PA 4 0
2 O 1151 | 5PA 6 0
2 D 1041 | 5PA 7 0
2 A 1011 | 5PA 5 0
2 B 1021 | 5PA 8 0
2 C 1031 | HPA 6 0
2 \Y 1221 | 5PA 7 0
2 X 1241 | 5PA 5 0
2 L 1121 | 5PA 6 0
2 R 1181 | 5PA 14 0
2 I 1091 | 5PA 13 0
2 J 1101 | 5PA 9 0
2 F 1061 | 5PA 15 0
2 H 1081 | 5PA 7 0
2 M 1131 | 5PA 10 0
2 W 1231 | 5PA 8 0
2 U 1211 | 5PA 6 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
equivalents in the CSD to analyse the geometry.
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Ligand 5PA U 1211
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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 Fit of model and data (i)

6.1 Protein, DNA and RNA chains (i)

EDS was not executed - this section is therefore empty.

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

EDS was not executed - this section is therefore empty.

6.3 Carbohydrates (i)

EDS was not executed - this section is therefore empty.

6.4 Ligands (i)

EDS was not executed - this section is therefore empty.

6.5 Other polymers (i)

EDS was not executed - this section is therefore empty.
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