WDRLDWI

2PDB

PRDTEIN DATA BANK

wwPDB X-ray Structure Validation Summary Report (i)

Jun 16, 2024 — 10:31 AM EDT

PDBID : 4WQT
Title : Thermus thermophilus RNA polymerase complexed with an RNA cleavage
stimulating factor (a GreA/Gfhl chimeric protein)
Authors : Murayama, Y.; Sekine, S.; Yokoyama, S.
Deposited on  :  2014-10-22
Resolution : 4.40 A(reported)

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

Xtriage (Phenix) : 1.13
EDS : 2371
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) : 2.37.1
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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 4.40 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 l] N 0.313
Clashscore - o4
Ramachandran outliers 0 I 7.5%
Sidechain outliers N 15.9%
RSRZ outliers NN I 1.3%
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))
Rree 130704 1043 (5.00-3.80)
Clashscore 141614 1111 (5.00-3.80)
Ramachandran outliers 138981 1059 (5.00-3.80)
Sidechain outliers 138945 1041 (5.00-3.80)
RSRZ outliers 127900 1095 (5.08-3.70)

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% 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 315 IT 43% 10% « 29%
1 B 315 % 44% 10% 29%
1 F 315 T 7 39% 12% 29%
1 G 315 T 7 39% 11% 29%
%
1 K 315 IT 43% 10% 29%

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

Mol | Chain | Length Quality of chain
1 L 315 16% 43% 11% 29%
;/a
2 C 1119 23% 57% 15%
%
—
2 H 1119 22% 58% 16%
;A;
2 M 1119 25% 56% 15%
%
—
3 D 1524 22% 51% 13% 12%
iAa
3 I 1524 23% 50% 12% 14%
%
—
3 N 1524 22% 52% 13% 13%
%
. P ——
4 E 99 39% 42% 10% - 6%
%
. I
4 J 99 24% 58% 12% 6%
%
|
4 O 99 23% 57% 14% 6%
5%
T
5 X 156 29% 56% 11% =-
5%
S
5 Y 156 35% 48% 14% e
-
-
5 7 156 26% 57% 13% o
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2 Entry composition (i)

There are 7 unique types of molecules in this entry. The entry contains 73369 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 DNA-directed RNA polymerase subunit alpha.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 A 223 ?;t;;)l 1 1CQB 31(\)IG 338 g 0 0 0
1 B 224 ?‘;g;l 1 1029 31(\)I7 339 g 0 0 0
1 K 223 ?(7)?91 1 1023 31(\)I6 3(2)8 g 0 0 0
IKEEEEE P Y HREEE
L]k 25| 170 1 s a0 0 0 0
1] G 20 | e 1 a7 s s 0 0 0
e Molecule 2 is a protein called DNA-directed RNA polymerase subunit beta.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 ¢ 1080 gg;l 5?3)2 1?20 1?85 284 0 0 0
2 H 1081 g‘;g%l 53%8 1?22 1?86 284 0 0 0
2 M 1080 gg;l 53(53)2 1?20 1?85 2S4 0 0 0
e Molecule 3 is a protein called DNA-directed RNA polymerase subunit beta’.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
3 b 1334 E)O;f; 66054 1%13\6154 19065 BSO 0 0 0
3 ! 1318 ;l;)o?fg(li 65083 1%13\4112 19042 289 0 0 0
3 N 1323 ;l;)oéfj(lJ 66013 1;]19 19049 289 0 0 0



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#entry_composition
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e Molecule 4 is a protein called DNA-directed RNA polymerase subunit omega.
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
4 b 93 T;);Z l 4§1 115\’311 1(?38 ZSL 0 0 0
4 J 93 T;);Z l 4?1 11;1 1%)8 ZSL 0 0 0
IR T H K

e Molecule 5 is a protein called RNA cleavage stimulating factor (GreA/Gfhl chimeric protein

Gre-C1).
Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
g X 1od ?gg%l 7?6 21118 2(22 ZSL 0 0 0
g Y 1od ?gg%l 7?6 21118 2(22 ZSL 0 0 0
g z 1od ?gg%l 7?6 21118 2(22 ZSL 0 0 0

e Molecule 6 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
6 D 1 Toltal Zln 0 0
6 I 1 Toltal Zln 0 0
6 N 1 Toltal Zln 0 0

e Molecule 7 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
7 D 1 Total Mg 0 0
1 1
7 I 1 Total Mg 0 0
1 1
7 N 1 Toltal N{g 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: DNA-directed RNA polymerase subunit alpha
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DNA-directed RNA polymerase subunit alpha
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29%

12%

39%

19%

Chain F

DNA-directed RNA polymerase subunit alpha

e Molecule 1

29%

11%

39%

20%

Chain G

191
998

€9H

ToA

©O© N 0o O
0 0 0 0 ©
=>HMKA

Sl
€9A

Lzd
9zd
Se1

{44

STL

N oM
Ealbalbel
B>

6d

LA

LETY

7ETT

CETT

0ETY
6CTI

1211
9z1a
S2Td
YCIN

(4458
Terd
0TTA

LITA

7114
€11Q

TTTV
OTTX

90Td

votd

T0TT
0071

L6A

98A

S81

€83

8N

6.1
8.1

o ¢ w
N~ N
HaAa>

TLA

S8TH
Y8TL

435

YLTA

0LTA

1914

65T
8STI
LSTD
9STH

€STY

TSTA
0STA

8YTA

Sv1a
TyIA

(47498

OPTH
BETN
8ETT

TCCH

6124
812¢T
L121

STCA

20za

00zM
66TI

DNA-directed RNA polymerase subunit alpha

e Molecule 1

29%

10%

43%

19%

%

Chain K

6€d
8EN

9€1
SEL
YEA

T€D

821
Led

114

[
a

0ETY
6211

1211
921a

YTIN

[44%}
TeTd

LITA

Y114

(%
TT1V

L4

vLa
€.d
TLA

0Ld
69d

L9L

O

R LDWIDE
PROTEIN DATA BANK

W



AWQT

wwPDB X-ray Structure Validation Summary Report

Page 8

€61d
2611

8¥TA

447N
evTy
(4749

6ETN

LETY
9ETH

veTa

CETT

TETY
0€TY

YeTh
fAaAn
2ee1
j144:S

81CT

912
STCA

€72h
(44}
11271

00z
66TI

L6TT

S6T1
Y61

DNA-directed RNA polymerase subunit alpha

e Molecule 1

29%

11%

43%

16%

Chain L

v9d
€9H
291

—
©
=

654
8GI
LGSR

©
el
=

Sl
€GA
{41
TSL

LYS

SP1

€vI
e
v

6ed
8EN
LED

g1l
921a

PTIN

{4438

0CTA

LITA

v11d
€11a

12244
OTTH

3

907d

vo13
€0TV
[491%’}

0071

LA
961
s6b
61

26d

067
684

©
[
I>I

€8
281
T8N
081
6.1

L.3
9LA
SLA
v.a
€.L3

04D

@
©
=

TSTA

671D

1447
€YTY
(47478

(0174978
6ETN

9ETD

3

CETT

0ETY
6211

622h

,02d

S02A

20ea

00zZM
6611

L6171
96TL
S6TT
V6T

2611

e Molecule 2: DNA-directed RNA polymerase subunit beta

91

15%

57%

23%

o
o
H oA

isicy

& o
3 %
<=

)
Sy
o

9CA

3

[44\]
TeI
ocd
6TL

—
—
1]

L2174

SC1D
¥21a

2cIL
TCIW

611d

STT1

3
i

ETTA

111d

607X

701a

COTH

96Y

S6A

€6d
eV
160
064

881
180
9834

€80

180

[2X°S

691
894

S9A

€L1Q

8974
L9TX
991d

791d
€971
2971

09TV
6STI
8STA

Y51

1S1d

8%1d

VTN
SH1D

evIS
{47458

ovTI
6ETY

LETA
9€TI
SETA
veTH
€ETA

TETD

8SCA
LSTA

SSGTV

TSea
052H

® 8¥td

3

vel
1%C1

6€24

9€CI
SETT

€€TT

Teed
0€TH

Lged
9CCA

j£44cs
€eea
TTTH
Teet
(44

8TCA
9123
[4%4]
1121

802V
L0271
90CL

CTOTA

0021
66TA

L6771

S6T1
v6TA

61€D
81ed
LTEN
91€d

(434

T62Y

182D
98¢S

8¢y

R LDWIDE

O

PROTEIN DATA BANK

W



AWQT

wwPDB X-ray Structure Validation Summary Report

Page 9

28I
18EV

8.LET
LLed
9.L€d
SLES

*

€LEN
CLET

L9€T

¥oea

—
©
0
=

N M 0 © 0
0w 01 0
SREBEREE

0seYd

8%€T

9VEA
Sved
vved
eved

T7EL

€zea

0CEH

¥¥vd
EVPL
(4747
T77A

B6EVD
8EVI

YEVH

[454)
TEVH
0ETA

8¢HY
LTHA

® Scvd

€ThY
cevd
Tevd

20%s
TO%1
00%d
66EN

LSHY

¥SvS

CSPI
TS¥1

8YYN

Svva

69SA
89SV
2950
9951
S9sb
Y9SN
€9SN

29SS

09SKH

8€9Q
LE9T
9E9V

L

0€9Y
6294

3
i

6651

€635V

2651
16SS

6854

9854
S89d

TLST

00L&

694
969%

7691
€694
2694
1698
0691
6891

L89Y
9890

189D

8.9d
LLOW
9,91

¥.L90

TLON
090

L99Y
9991

%999

1998

659d
859D

959V
SG97T
%591

T99%

679N

1790
9799

¥von
€790

T99d
0%94
6£90

6€.Ld
8ELQ
LELT
9€.LA

YeLT
€ELY

1€.d

8CLH

9CLI

YTLe

€T8A
c18d
Tr18d
0180

® 808y
® L0o8Y
9081

€08L

T08A

66.L1
86.LD
L6.D

2681

i

0681

8881

7981
098H
698d

1580

L964

TE0TY
0€0Th
620TD

L2014
920Th
SCOoTV
v2oTH

T20T1

6T0TD

91071
STOTT
1078
€T0TA

600TS
80014

900TH

€60T0

16074
060TX
680TA
880T1T

1907

6501d
8501d

950TX

[4AA%
TT1TI

DNA-directed RNA polymerase subunit beta

60TTA

€0T11d
COTT1

e Molecule 2

00TTD
660TA

S60TT
7601V

16%

-v
T}
=

58%

22%

Chain H

it

8vd

0 o~
SaSIs
o= <

~
®
5]

Se€d

€ed

62V

L2d
9TA
S¢S

j148
(o4c
6TL
811
L1d

ST1
¥1d

xS

61
84

94

oo
= A

O

R LDWIDE
PROTEIN DATA BANK

W



AWQT

wwPDB X-ray Structure Validation Summary Report

+

Page 10

CETV

1

vZra

02T
611d

LTTH

ETTA

0174
60T

T0TI
00TT
660

L6Y

€6d
{434
160

*

180

©
~
[

le
~
(&

TLA

691
894
L9a
991
S9N
791

L6171

S6T1

181

6711
8714

9VTA
SY1D

9€TI
SETA
veTd

T92a
082y

¥ved

{4448

4598

[454]

602Yd
802y

90TL

C0TA

0021
66TA

Tced
0CZEH
61€D
8T€d
LIEN

00€Q
6624
8624

162V

182D

6921

9924

¥92d

(4144

¥Svs

C¢SPI
1871
0S¥D

€YVl
{4747
154708
ovvd
6E7D

LEVY

SEVA
YEVH
€EVL

TTSA

(4

8TSY

SISV
YTSA

1184

608Y
80SI
L0984
908N

i

667V

29va
T9%A

0TLI

80LK
0.4

S0LI

679N

0918
6SLL
83,4
LS.LD
9G.LA

PSLI
€5.0
[4V]

e T1.d

16871
9684

768D

2681
168D

688H
8881

9,81\

7,81
€.8d

.81
0481

SG6d

€961
2S61

6763
876

V64
Sv6d
961
E€V6A

0v6d

1

ze6d

6264
82631

ST6A

cced
126V

8161
L1671
9163

w161
€164

0T6)

806D
L06a
9064

£06S

0064
6680

6E0TY

LEOTA
9€0Td

i

CE0Td
TEOTH

+

12011
020Td
61010

LTOTL

¥1018

C107d
T10TD

600TS

0669
6861

1861
986d
S869D

O

R LDWIDE
PROTEIN DATA BANK

W



AWQT

wwPDB X-ray Structure Validation Summary Report

Page 11

660TA

9601V

7601V
€60TD
26011
T60Td
06013
680TA

L80TA
98074
98074
780TS

280Td

S90TV

DNA-directed RNA polymerase subunit beta

[A93 %
TI111

60TTA

LOTTN

e Molecule 2

SOTTH
vor1a
€0T1a

00TTD

15%

56%

25%

%
B

Chain M

S9A
791
€99

84

veEA

62y

9Tk
SCS

[44)]
TeI
0zd

0
3
..-II

®
—
=

oty

A
Bl AR 7Y =
()

—
~
II>-

ovTI
6ETY

3

SETA
veTH
€ETA

TETD
0ETN

€eTd
(4958
TCIH
0ZT11
611d

LTTH

T11d

601X
80TI

701a

TOTI
0071
660

€6d

160

(223
00
IHI

180

Ll

kc
25

¢l

© O
©0 ©
B

9924
S92H
v92d

© - oo
© Q0 0
2 ™| M oM

A0 o

(41414

0921

8GCA
LSTA

4 §
yScA

152
0scy
67T

¥ved

(4748
15748

8¢€e1

9zed

€cea
CTEN

0CZEH
61€D
81€ed

v1eL
€1eT
crey
Tred
0T€T

[ 60eA
80€Y
[ l0eT

8824

98CS

782y

veed

98€4

SLES

E€LEN

SGEA

foasio
CSEV

9EEN
SEEL

€EET

TEEH
0EEN

T9%A

657V

LSPY

¥Svs

6771

LYWV

(4747
TYvA

6E¥D

0EVA

8Tvd

{744
€ThY
® TTvd

6T¥L

@ LI¥D

92¢Sd
Sess
¥Zsh

2TSA
Tesd
02sd

SISV

[4set:s
1159

60SY
80ST
0S¥
90SN

00SN
667V

L6%Y
96V1
S67.L

0673

PASIAR

79V

29%a

8¢Sd
Lesd

8599

690
8€9Q
LE9T

SE9L

29T
¥29d
€T9A

0291
6194
8799
L79a
9194

1191

609N

909A
S09%

€09A

T09D

L

9654

€6SY

T6SS
065a

9€.LA

veLT
€ELY

1€Ld
0€Ls
6CLT

LgLd

@ Scla

€CLL

e Tcld

R LDWIDE

O

PROTEIN DATA BANK

W



AWQT

wwPDB X-ray Structure Validation Summary Report

~
o
)
[

Page 12

Te8d

6T8A

9183

v18d
€T8A
(450

0180
608D

084
90871
5084

€08L

T08A

66.L1
86.LD
L6.D
96,41

68LS

8069 18634
L06a | 0869
9064 6L61
| s06T 8L64
¢Mmm 116D
TO6A SL6A
0064 Y.61
6680 €L6A
| 868y L6
16871 TL6Y
9684 0169
G684 6960
8961
1964
9961
7963
8881 €961
FMwm Nmma
88 8S6L

:
L

%989 6264

£980 | szeN

17981 9264
098H
658d

2S8I
79834

6781
8%8A

9v8y

cYoTY
Tv0Td
0%0T1

8E0TM
LEOTA
9€0Td

ve0Td

2EOTA
T€0TY

620T1D
820TH
L20Td
920Th
mwmﬁ<
12071
020Td
67010

STO0TT
¥10TS
E€TO0TA

TT0TD

600TS
800TYH
LOOTYV

F

SO0TI

€001d
2001d

000TI

8664

96631

S60TT

€60T0
26011
16072

680TA
880T1T
L80TA
980TY
S80Td
78018
€80T
280Td
T80TA
080TS
6L0Td

LL.0Td
9.L0TA
§S.01d

€L01D

TLOTI

9901V
S90TV

€90TY

79074
090TI

850Ta
LS0TS
950TH

¥S0TL
€590T1

15073
05070
6%0T1
8%0T.L

9%0TV
SYOTV
901D

0TT1d
60TTA
LOTIN
90T1a

DNA-directed RNA polymerase subunit beta’

e Molecule 3

12%

13%

51%

22%

<
-
©n

Chain D

N N~ O 3

ogd
62d

9CA
sca
44

Elﬁ

acs
114

o
N
0

811

914
STd

Ty

o
—
[

1211
9CTA

{44

8111

ved
€61
C6H

06K

1970
0574

LYTA

SYIA

wiL
oIy
6€TD

SETT

€ETI

TETH
0€TS

v1ca
€TCA
(4548

012y
6024
802¢d
L0c4
902y

02T
€0TV

3

66711
86TY
L6TS
96TA
S6TA

S8EA

€8€D
28¢€d

2c9ed
T9€EA

85€D
L5€d
96ed

[45¢]

0T¥s
607

L0YA
90%a

60Sd

G0SS

TLvd

697
8991

SSPY

€57a
¢SPI

O

R LDWIDE
PROTEIN DATA BANK

W



AWQT

wwPDB X-ray Structure Validation Summary Report

Page 13

CLSH
TLSYH
0.59

L9ST
9951

953

295V

it
L

9%5H
S¥SY
4747

2%sa
THSN

6€35a

9ESY

feract:s
j£4

Tesd
0231

8TSd

9TSV

Y191

CISH

[44°L

8191
LTON
9190

2199

809S

1

9091
S09a

€091
2098
1094
0091
6659d
8654

96SS

2651
T6SA
065d
685V

1,894

989D
783N

2891
1851

6150
8LSA

S.S0
¥.9T

889M
L89A

5890

€L9V
CTLOV

0L9A

9991

79934
€998

659%
8591

3

[40]
T9LI
09,4

89,3
LSLY
9S.b
SGLY

2S.Ls

6V.LA
8Y.LH
LYLA
LY
SYLN
7LD

(425

0¥v.Ld

8ELY

Se8y
YZ8N

ce8y

9LL4
SLLD
YLLS

89.LN
L9LH
99,V

¥9LT

6761
8¥6L
Lv61
9%6D

9164
ST6A
v161

1167
0768

L0631

7061
€£06Q

1060

S68A
76831
€684
2680

068A
688Y

188V

8TOTN

910Td
STOTA

9001V

Y00TL
€00TA
200TX

000TL
6661
8663

6864

1864
9864
9860
7861

2864

6563

L56d

£€807Q

8L0TY

9.0TD
SLOTH

€L0TS
CTLOTI

89011

990TL
S90T1T
901D

950Td

¥S014d

CS0TL

05079

LY0TH

SYOT
Y7011

[440%
19011

8€0TT

9€0TY
SEOTI
YE0Th
€E0TD

TEOTN

920Ts

€COTI
2T0TA
TCOTA
02071

[4sh A%

0STTY

8YITA

LY17d

OTTTY

COTTL
TOTTA

660TA
86011
L60TH
96014

%6011
€60TA

16018

€127

T0TTh
10210
00ZTA

86TTA

96TTL
S6TTH
¥6110
€6TTL
[4:12%!

06TTS
68114
88TTA

98TTA

8110

[4:19%

6LT14

LLTTY
9LTTHA
SLTTI
YLT1T

CLITH

SOTTA

€911

6STTY

LSTTD

SGTTA

€GTTA

LLTT1

¥.LCTI

29211

09271

85CTyd
L521d

|

SYCTD

werd

9€TT1

YETTL

2eeTd

TeeTd
0€TTD
62CT1

8121

91218
STCTA
v1c1d

svera
TYETA

0%ETD

8EETY

9€ETT
SEETT
YEETD
E€EETH
2eerd
TEETA
0€ETT

LTeTYd
9CZETL
SCETT

€TETH

ozceTd

STETA
YIETH

L

0TETY

v0eTH
€0ETA

88¢Td
18214

v8cTa
€8CTI

T8CTA

6.2TD

LOPTT

V9ETH
€9€TT

TOETA

63ETD

LSETY
9GETA
SSETA
VSETH
€SETH
CGETI
TSETH
0SeTA

9LYTL
SLYID
VLiVIV
€LV1d

TLPTT
0L%1Y

89711

99%TA

yov1d

(451291
T9PTD
09711
6SVTT
8S¥13a
LS¥1a

€SVTV

TST1V

R LDWIDE

6vv1a
8YHTL

VHTA

EYVIL
CYVIN

SEVTT

(457458

0EVTS
62YT1
8CYTIV
L2%TS
9THTIA

124729
€CY1D
CTYIN
1347491

LIVIN
9TVIV
STPTA

€TPTIL
(45458

O

PROTEIN DATA BANK

W



AWQT

wwPDB X-ray Structure Validation Summary Report

DNA-directed RNA polymerase subunit beta’

Page 14

6671Yd
86VTV

96%1d
S6VTI
cidal

(45491
T67TL

88%1d
L8YTA

S8%Th
78VTL
€87Td

T8%TA

8L¥TS

e Molecule 3

%
B

14%

12%

w o
IQ‘ B
2% -

50%

23%

Chain I

o - o
0w W0
[

o
<
(=]

54

@
I
2%

8%
LET
9€L

ozs
614
811
LTH
914
STd

-
< w0 © 0 0 —

(4}

9CTA

vera
€CT1
(44X

8TT1
L11Q
9TT1

® 1671
0674
6810

L8TX

S8TA

0L1d

LYTA
9%1d

3

(4725

6ETD

jAx4cs

(44

® TicA

602d
802d
L0zc4
902

7021
® €0av

00za
6611

L61S

S.e3
vLrea

0LEV

89€A

@ L9€I

(4444

0Z¥A
6170

L1%d
9THV
STPA

TT%L

S0SS

2054

6671

96%1
S6%H

£67Yd

067y
6874
8874

S8Y%S
¥8%d

8%
187N

99%4
S9¥1
7oV

[4534)]
To7I
09%V
6574

9GTH
it

£97Q

05§74
677S

LYY
9vvA

1447
€YV

15744

2098

76Sd

26SL

i

885D

9854

08SY

8.LSA
LLSY

+

SVLR
i420]
€%.LQ

3

8ELY

SELY

€ELD

0€Ld
6CLH
8CTLT

eTLa

6TLA
8T.Ld
LTLD
9TLd
STLY
$TLD

TILD
TTL1
0T.Y

80.LT

90.d
SOLY

£€8d
28y
T€8D

628A

208V

00831

L83

O

R LDWIDE
PROTEIN DATA BANK

W



AWQT

wwPDB X-ray Structure Validation Summary Report

Page 15

9E8A

LS6d
9G61

256a

6761
8¥6.1

+

vv6L
EV6L

1764

2Te1
Tc6d
0261
6164

9164

€160
(415}
11671
0T6S

L0632
9060

7067

2061

6681

i
3

S68A

TEOTN

F

L2019
920Ts
SZOTD

€TOTH
TTOTA
T2OTA
02011

8TOTN
L1074
910Td
ST0TA

L0OTA

F

200TH
T00Td
000T.L

L661
966M
S66°1

€661
2661

066
6864

1864
9864

7861

2864

086K

8L6A

9,60

€460
CLET

0631
6964

7961
€964

COTTL
TOTTA
00T1d
660TA
86011
L60TH

€60TA

T60TS

¥80TL

8.L0TY4

+
=

TLOTI
TL0T4

69013
89011

990T.L
S90T1
%9019
€901

6390TS
859074
LS0TA
990Td

75013

6%0TS

LY0TH
9%0Th
STOTH
¥70T1
€%01D
TyoTd
T90TT
0%0T1D
6€0TD
8€0TT

9€0TY
SEOTI
YE0TD

CEOTd

89TTH
L9718

SOTTA

€9TTD

09TTT

LSTTD

GSTTA

E€GTTA

TSTTY

8¥TTA
Ly11d

SPTTA
wwmﬁq
6ETTA
8ETTY

SETTY

EETTYH
CETTT

0€TTY
6CTTL

L2113

SCT1d
17421
€CTTd
(44391

-

F

8TTTI

9TTIN
GTTTL

€TT1D

OTTTV

LOTTA
90TTA
SOTTI

€0TTH

SETTY

€ETTD
ceTTd

62CTI

LTTTh
l44a |

€2CTI
2eetd
TCCTA
0ZeTV

812T1D
L1211

STCTA
v1c1d
€1CTd
(4544 4
TICTH
012TS
60CT1

90219

i q)
€021
20ZTh
TOTTD
00TTA

86TTA

€6TTL
C6TTT

06TTS
68TTY
wmmﬂ>
8110
€8TT1
Nwmﬂm
8LITV
LLTTY
whmﬁx
CLITH
TLITA

69T1a

00€TS
66CTd
86CTD
L6213
96218

76CTA
€6CTd
T6TTA
T621S
06211
68CTH
88¢Td

v8cTd
€8CT1
28CTY

08CTA
6.CTD
8.21a
LL2T1

v.L2TI
0LZTY
69CTH

99214
S9CTV
v9CTd

Nmﬁﬂq
6SCTA
85CTY
1S21d
98211

€5CTL

werd
0¥CTL

8ETTN

9€CT1

69€Td
89€TI

99€TH
S9€Ta
¥9€TH

CSeTI

15€T3

F

LYETA

svera
wreTA

TveTd
0%ETD
6EETH
8EETY

9EETT

YEETD

ceeTd

0E€ETI
62ETY

LTeTY
9CETL
SCETT

€TETH

T2ETY
0ZeTA

STETa
i35
E€TETA
CTeTT
T1€TT

90€Td

Y0eTH

TOETH

SEVTT

L

62VT1
8TYIV

215458
LIFTM
9TFIV

(57458

80%TI

L) womﬁﬁ
€0VTT
[4u2a4
Tov1E
00%TA

86ETM
LBETH
96€Td
S6ETT
76eTA
€6ETD

TeeTd
06€TT
68€TT
88ETYH

S8ETH
wwmﬁm
T8ETA
08eTd
BLETA
8LETA
LLETH

SLETH
LETD
€LETYH
CTLETA

L6¥13d

S6VTI
il
€671
T6YT1
T67TL

68710

L8YTA
98%TA
S8%Th
78V T.L

z8v1Yd
T8%TA

8LV1S

9LVTL

€LV1d

TLYTT
ONMﬁm
L9711
99%TA

DNA-directed RNA polymerase subunit beta’

vovta
€9V T

T9%1D

6SVTT
8S¥1d
L5%1d

€SPV

TSYIV

(747450

LYPTT

EVPIL
TYPIN
YT

e Molecule 3

BEVTS

13%

24d
19D

13%

] < 0 © 0 R o
< < & < & o
[=] - A Mo

=)
<
=]

6€d

9EL

52%
[
=

ogd
6cd
8TA

9CA
rac

€CA

M

614

22%
Sy
b2

S
=

SA

Chain N

8111

€T1D
CITI
TITH
0oT1s
60Td

LoTa
9013
SOTA
Y014
€0TM

TOTH
00TV
66V
86d

S61

€61
C6H

061

884
184
984
S8A

€8S
(43}

881D
L8TY
98TA
S8TA
7813
€873

081X

€9TA
29TH

8STX

SST1d
YSTL

CSTT
TST0
0STY

LYTA
9%1d

T911

6ETD

SETT

€ETL

*

6214

9CTA

vera

R LDWIDE

O

PROTEIN DATA BANK

W



AWQT

wwPDB X-ray Structure Validation Summary Report

Page 16

B6LEV {4747\
8.1 | ovve
LLEN (0374728
9.3 mﬂ«g
vLe3 GETA
| | VY
0LEY EETD
69V | Tevk
89EA TETA
L9€T 0EYa
993 | ezys
§9ed 8THN
[ | o lzvh
T9EA 9THN
09¢€Y
63EY
89€D
B
12y1
GGEA 0TTA
PSEN 6T7a
CTSEN LT%d
TSEN 9Ty
| | STHA

20vd
TOVA
00¥%A

86V
LBEN

S6EN

® €6€I

O = N MW © 0 OO =N
0 00 0 00 0 00 0 0 DN DD
Mmmmmonm o Mmmmmnm
Mo >>m T Ea<®n

0153
60Sd
8054
LOSN

S0SS

667N

9671
S6vYd
5728
e67Yd

3

8874

9874
S8YS
78¥d

3

vLva
€LY

1Ly
0L¥1
697

0S¥A
6¥¥S

LYPA
47218

274718

8¥%SI
L¥ST

SvSY

€%5T

TYSN

6€90

LESL

82SA
LTSH

CISH

7991

2%90

0%9H

8EM
LEIT
9€90
S€9d

EE9N

CTEIA

R 7s LL2d | segu
0124 92,48 189
I SLLD 9€8A
[ | 3e8S
L0LL 1L.8 | vesl
90.d L oLLT ££8d
S0LY 691 | zesu |
%024 89N 1689
| g0N L9/H oggy
20LT 99.¥ 628
1041 9918 828y
00LA $9LT I
| eeon £9.1
869} | zowh 5z8Y
1699 19L1 | veeN
0924 £28T
6LV | eeav |
769 83,4 TZ8A
€693 VA | ozed
2698 93.b 6189
1691 38 818
069V $5.4 |18
889M
189
289
0890
6,94
8,98

TLOV

0L9A

vv8yv

£¥84

T¥8A

6€8T1

65631

L56d
9561

7S6v
€560

TS61

6761
8%61

6€64
8€6D
LEBA

SE6N
€61

E€E6Y

201D
920TSs

€COTI
2c0TA
TCOTA

8TOTN

STOTA

¥00TL

200TH
10074
000TL

6661

966M

S661

€661

6864

086

8960

9964

7961
€964

L60TH

%6011
€60TA
601D
16018

,80Td
98071
S80TY

€801
2801V
801D

SLOTH

€L07S

8STTA

9GTT1
SSTTA
¥S11d

[413S

0STTV
67111
8YTTA
LY1Td

SYTTA
144291

13405
071TI

LETTY
9ETTA
SETTY

€ETTY
CETTT

L2714
SCT1d
i7431]
€CTTd

(442!
1211d

L3

6T1TS
8TTTI
LITTA

STTTL
YITIL

CIT1D

SOTTI

€0TTH

TOTTA

660TA
86071

TICTH
012TS
60CT1

9021

20TTh

66TTD
86TTA

96TTL

¥6T1D

[413%)

06TTS
68114
88TTA

98TTA

6.174

LLTTY
9LTTH
SLTTI
YLTTT
€LTTT

TLTTA
0LT1a
6971
89TTH

SOTTA
¥o11d
€9T1D

19174
09171

R LDWIDE

O

PROTEIN DATA BANK

W



AWQT

wwPDB X-ray Structure Validation Summary Report

Page 17

99C1d

vocta
€92T4
29211

092TI
6SCTA
8521y
1521d
98211

€5CTL

LETTL
9€CT1

|

zeetd
TeeTa
0€TTD
62CTI

|

22210
9TV
{444

€2CTI
(444

wmmﬁr
€SETH
CTGETI
TS€Td
0GeTA

9€ETT
SEETT
eeTd
E€EETH
CEETd

0EETI
6CETY

L2ETY
9CETL
SCETT
¥eerd
€2ETH
[445)

vremd
ETETA

T1€11
0TETY

LOETH

@ SO0ETT
YoeTH
momﬁ>

00€TS

86CTD

96218

@ T6TTA

06211

LIVIM
9TVIV

(45458

9071

YOVIN
€0%11
[4vu4a 4
10773
007 TA
66€TQ
86ETM

96€Td
S6ETT
v6eTA
€6ETH
C6ETD
T6eTd
06€TT
68ETT

L8ETS
98€1d

¥8€1d

T8ETA
08€Td

8LETA
LLETH
9LETI
SLET
LETD
€LETY

0LETI
69€T1d
89€TI
LOETH
99€TH
S9€1a
¥9eTH
€9€TT

TOETA
09€TH

LSGETY

9LYTL
SLVID

€L¥Td

TL911
0,774

89711

99%TA

(49"
971D
09%TI
65711
8S¥Td
LS¥1Q

SSPTIA
¥Sv10
44

TSHTV

6771d

LY

SYYTH

EYVIL
CYPIN
9710

8EVTV
LEVTY

SEVTT
PEVIN
E€EVTS
[4574%'

62711
8CTYTIV
LTY1S
9TY TN
STYTL
14447\
€CYID
(444508

617Td

667TYH

96%1d
S6VTI
vevIv
€671
(43291
T6VTL
0671
687Th
88%1d
L8VTA
98VTA
S8%Th
78VTL
€87Td

T8%TA

DNA-directed RNA polymerase subunit omega

e Molecule 4

2%

6%

)

-

©
IIIIIIIII=-II

10%

42%

39%

Chain E

™
©
=

n
)
B

3]
[t}
3

191
0SL
670

~
<
le

vva
€vd

wa
0%1
B6EA

ey
1€1

[
a N
o<

e}
[l
=

N
o
I>

0zl

{4374

0Td
61

0
Ix

9I
SD

261

©
©
o

G811

DNA-directed RNA polymerase subunit omega

€80
8l
T8d
08A
6.7

€L7

194

SOW

e Molecule 4

6%

[ X )
=R ]
0 O ©©
IIIIIIIII:= ==

12%

58%

24%

N
g
I:I

2%
n

Chain J

%91
€90

6%d
8YH
LYY
9vd
Svd
¥va
£va

0 O O
M M
B>

0
el
29

()
]
==}

ced
TeT

~ o
(SR @
B =g |

oy
Sy

€A
{44\
TCA

8TY4
LTA

¥1a

0oTd

© o
oA

€d

681
884

DNA-directed RNA polymerase subunit omega

980
S81

SOW
wov
€9M

e Molecule 4

6%

14%

57%

23%

2%

Chain O

€9M
2oL
TOA
09V
6SN

95a

%91
€90
[4sics

N~ o O —
< & & n
Ix}::’I'—I

0
<
~

0 O O
M M
B> A

0
Il
[

O~ 0O = NMm
ANNANANMMOMM
m<<CocCddmT

SeH
eV
€CTA
(44N

0zl

814
PADS
9TH

261

063
68

980
S$81
78y
€80

08A
6.1

©
~
rz

VLA

[2X°S

o
=
IHI

891

994

O

R LDWIDE
PROTEIN DATA BANK

W



AWQT

11%

56%

wwPDB X-ray Structure Validation Summary Report

29%

5%

Chain X: -

e Molecule 5: RNA cleavage stimulating factor (GreA/Gthl chimeric protein Gre-C1)
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4 Data and refinement statistics (i)
Property Value Source
Space group P1211 Depositor
Cell constants 189.57A 263.77A  195.85A .
Depositor
a, b, c, a, B, 90.00°  116.83°  90.00°
. 45.79 — 4.40 Depositor
Resolution (A) 45.79 — 4.40 EDS
% Data completeness 96.4 (45.79-4.40) Depositor
(in resolution range) 96.5 (45.79-4.40) EDS
Rinerge (Not available) Depositor
Rsym 0.17 Depositor
<I/o(I)>" 1.70 (at 4.45A) Xtriage
Refinement program CNS 1.3 Depositor
R R 0.260 , 0.313 Depositor
7 Phfree 0.260 , 0.313 DCC
Rree test set 3149 reflections (3.01%) wwPDB-VP
Wilson B-factor (A?) 151.2 Xtriage
Anisotropy 0.098 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.22 , 136.8 EDS
L-test for twinning? <|L] > =035, < L?*>=0.17 Xtriage
Estimated twinning fraction 0.129 for 1-k,h Xtriage
F,,F. correlation 0.89 EDS
Total number of atoms 73369 wwPDB-VP
Average B, all atoms (A?) 179.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 2.08% 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.
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5 Model quality (i)

5.1 Standard geometry (i)

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

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

1 A 0.46 0/1791 0.64 0/2436

1 B 0.51 0/1799 0.65 0/2447

1 F 0.51 0/1791 0.66 0/2436

1 G 0.51 0/1791 0.68 0/2436

1 K 0.45 0/1801 0.60 0/2450

1 L 0.51 0/1799 0.65 0/2447

2 C 0.51 0/8683 0.63 0/11747

2 H 0.53 0/8692 0.64 0/11758

2 M 0.49 0/8683 0.63 0/11747

3 D 0.52 | 0/10692 | 0.65 1/14452 (0.0%)

3 I 0.50 | 0/10571 | 0.62 0/14288

3 N 0.50 | 0/10617 | 0.63 0/14350

4 E 0.49 0/768 0.62 0/1035

4 J 0.51 0/768 0.63 0/1035

4 0O 0.53 0/768 0.62 0/1035

5 X 0.68 0/1212 0.81 1/1629 (0.1%)

5 Y 064 | 0/1212 | 0.82 | 1/1629 (0.1%)

5 Z 0.62 0/1212 0.87 2/1629 (0.1%)
All All 0.51 | 0/74650 | 0.65 | 5/100986 (0.0%)

There are no bond length outliers.

All (5) bond angle outliers are listed below:

Mol | Chain | Res | Type Atoms Z | Observed(°®) | Ideal(®)
) Z 37 LEU | CB-CG-CD1 | -6.64 99.71 111.00
5 Z 42 | LEU | CA-CB-CG | 591 128.89 115.30
b} X 40 | GLY N-CA-C -5.23 100.03 113.10
) Y 85 LEU | CA-CB-CG | -5.07 103.64 115.30
3 D 1242 | HIS N-CA-C -5.02 97.45 111.00
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There are no chirality outliers.

There are no planarity outliers.

5.2 Too-close contacts (i)

In the following table, the Non-H and H(model) columns list the number of non-hydrogen atoms
and hydrogen atoms in the chain respectively. The H(added) column lists the number of hydrogen
atoms added and optimized by MolProbity. The Clashes column lists the number of clashes within
the asymmetric unit, whereas Symm-Clashes lists symmetry-related clashes.

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 A 1759 0 1805 257 0
1 B 1767 0 1816 262 0
1 F 1759 0 1805 253 0
1 G 1759 0 1805 236 0
1 K 1769 0 1815 236 0
1 L 1767 0 1816 230 0
2 C 8521 0 8619 1196 0
2 H 8530 0 8632 1294 0
2 M 8521 0 8619 1131 0
3 D 10513 0 10743 1508 0
3 I 10396 0 10627 1408 0
3 N 10440 0 10682 1391 0
4 E 754 0 769 86 0
4 J 754 0 769 99 0
4 O 754 0 769 124 0
5 X 1200 0 1194 142 0
) Y 1200 0 1194 139 0
) Z 1200 0 1194 125 0
6 D 1 0 0 0 0
6 I 1 0 0 0 0
6 N 1 0 0 0 0
7 D 1 0 0 0 0
7 I 1 0 0 0 0
7 N 1 0 0 0 0

All All 73369 0 74673 9501 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 64.

The worst 5 of 9501 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.
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Interatomic Clash
Atom-1 Atom-2 distance (A) overlap (A)
5:Y:41:ASP:OD1 5:Y:48:TYR:HB2 1.38 1.19
1:F:54:THR:HG22 | 1:F:158:ILE:HG13 1.26 1.17
2:H:983:ILE:HD12 3:1:944: THR:HA 1.23 1.16
1:G:99:LEU:HD13 | 1:G:142:VAL:HG23 1.29 1.13
1:K:35:THR:HG21 1:L:43:ILE:HD11 1.28 1.12

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (3)

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 221/315 (70%) | 167 (76%) | 41 (19%) | 13 (6%) 20
1 B 222/315 (70%) | 171 (77%) | 43 (19%) | 8 (4%) 28
1 F 221/315 (70%) | 166 (75%) | 41 (19%) | 14 (6%) 19
1 G 221/315 (70%) | 168 (76%) | 43 (20%) | 10 (4%) 24
1 K 223/315 (T1%) | 173 (718%) | 39 (18%) | 11 (5%) 23
1 L 222/315 (70%) | 165 (74%) | 47 (21%) | 10 (4%) 24
2 C 1074/1119 (96%) | 774 (72%) | 213 (20%) | 87 (8%) 14
2 H 1075/1119 (96%) | 766 (71%) | 223 (21%) | 86 (8%) 14
2 M 1074/1119 (96%) | 765 (71%) | 222 (21%) | 87 (8%) 14
3 D 1326/1524 (87%) | 943 (71%) | 271 (20%) | 112 (8%) 13
3 I 1308,/1524 (86%) | 958 (73%) | 247 (19%) | 103 (8%) 14
3 N 1313/1524 (86%) | 953 (73%) | 258 (20%) | 102 (8%) 15
4 E 91/99 (92%) 66 (72%) | 18 (20%) | 7 (8%) 15
4 J 91/99 (92%) 62 (68%) | 22 (24%) | 7 (8%) 15
4 o) 91/99 (92%) 58 (64%) | 27 (30%) | 6 (%) 18
5 X 152/156 (97%) | 125 (82%) | 21 (14%) | 6 (4%) 26
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Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
5 Y 152/156 (97%) | 118 (78%) | 23 (15%) | 11 (7%) 16
D Z 152/156 (97%) 119 (78%) 24 (16%) 9 (6%) 20
All All 9229/10584 (87%) | 6717 (73%) | 1823 (20%) | 689 (8%) 15

5 of 689 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 133 GLU
1 A 171 PHE
1 A 228 PRO
1 B 118 ALA
1 B 126 ASP

5.3.2 Protein sidechains ()

In the following table, the Percentiles column shows the percent sidechain outliers of the chain as a
percentile score with respect to all 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 196/273 (72%) 163 (83%) 33 (17%)
1 B 197/273 (72%) 161 (82%) 36 (18%)
1 F 196,273 (72%) 160 (82%) 36 (18%)
1 G 196/273 (72%) 163 (83%) 33 (17%)
1 K 196/273 (72%) 168 (86%) 28 (14%)
1 L 197/273 (72%) 160 (81%) 37 (19%)
2 C 909/941 (97%) 763 (84%) | 146 (16%)
2 H 910/941 (97%) 762 (84%) | 148 (16%)
2 M 909/941 (97%) 763 (84%) | 146 (16%)
3 D 1124/1279 (88%) | 948 (84%) | 176 (16%)
3 I 1114/1279 (87%) | 951 (85%) | 163 (15%)
3 N 1120/1279 (88%) | 946 (84%) | 174 (16%)
4 E 82/88 (93%) 69 (84%) 13 (16%)
4 J 82/88 (93%) 70 (85%) 12 (15%)

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

Mol | Chain Analysed Rotameric | Outliers | Percentiles
4 O 82/88 (93%) 68 (83%) 14 (17%)
D X 128/129 (99%) 111 (87%) 17 (13%)
5 Y 128/129 (99%) 108 (84%) 20 (16%)
5 Z 128/129 (99%) 104 (81%) 24 (19%)
All All 7894 /8949 (88%) | 6638 (84%) | 1256 (16%)

5 of 1256 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
2 M 367 LEU
3 N 1134 LEU
2 M 590 ASP
2 M 361 MET
3 N 396 VAL

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 239
such sidechains are listed below:

Mol | Chain | Res | Type
3 I 33 ASN
3 N 1374 | GLN
3 | 1103 HIS
3 N 1323 GLN
5 Z 27 GLN

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.
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5.6 Ligand geometry (i)

Of 6 ligands modelled in this entry, 6 are monoatomic - leaving 0 for Mogul analysis.
There are no bond length outliers.

There are no bond angle outliers.

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.


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#polymer_linkage

Page 26

wwPDB X-ray Structure Validation Summary Report

AWQT

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 223/315 (70%) -0.30 3(1%) |77, 68 | 89,173, 228, 279 0
1 B 224 /315 (71%) -0.33 1(0%) f92)187] | 108,172,229, 282 | o0
1 F 223/315 (70%) -0.39 1(0%) [92) 87| | 83, 162, 225, 270 0
1 G 223/315 (70%) -0.45 of1o0)f100 91, 153, 211, 230 0
1 K 225/315 (71%) 0.17 2 (0%) |84) 177 | 116, 192,249,279 | 0
1 L 224/315 (71%) -0.43 0 f1o0)f100 89, 167, 217, 242 0
2 C | 1080/1119 (96%) -0.33 6 (0%) |89 |84 | 80, 168, 245, 311 0
2 H | 1081/1119 (96%) -0.35 10 (0%) |84| 77| | 67, 161, 239, 339 0
2 M | 1080/1119 (96%) -0.30 16 (1%) 73 64 | 80, 174, 247, 315 0
3 D | 1334/1524 (87%) -0.28 15 (1%) 80| 72 | 83,172, 251, 342 0
3 I 1318/1524 (86%) -0.22 22 (1%) 70 61 | 65, 181, 280, 356 0
3 N | 1323/1524 (86%) -0.26 17 (1%) 77 68 | 77,176, 260, 310 0
4 E 93/99 (93%) -0.07 2 (2%) 62 52 | 115,192, 279,362 | 0
4 J 93,99 (93%) -0.26 2 (2%) 62 52 | 115,177,268,293 | 0
4 0 93,99 (93%) 0.17 2 (2%) 62 52 | 88,176, 245, 261 0
5 X 154/156 (98%) 0.12 8 (5%) 27 24 | 146, 228,282,303 | 0
5 Y 154/156 (98%) 0.21 9 (5%) 23 |19 | 157,237,315,379 | 0
5 Z 154,156 (98%) 0.07 7(4%) 33 28 |133,219,288,356 | 0
All | Al | 9299/10584 (87%) | -0.27 | 123 (1%) |77 68 | 65, 175, 259, 379 0

The worst 5 of 123 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
4 E 56 | ASP 7.0
4 E 57 | ASP 6.3
3 I 211 | VAL 5.8

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

Mol | Chain | Res | Type | RSRZ
2 C 807 | ARG 5.2
5 Y 129 | LEU 4.7

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
7 MG N 1602 1/1 0.91 0.38 | 182,182,182,182 0
6 ZN I 1601 1/1 0.94 0.07 | 666,666,666,666 0
7 MG I 1602 1/1 0.95 1.08 | 114,114,114,114 0
6 ZN N 1601 1/1 0.95 0.06 | 333,333,333,333 0
6 ZN D 2001 1/1 0.97 0.06 | 221,221,221,221 0
7 MG D 2002 1/1 0.97 0.17 | 130,130,130,130 0

6.5 Other polymers (i)

There are no such residues in this entry.
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