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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 : 2232
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) : 2.23.2
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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 3.45 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 [I W 0311
Clashscore - 67
Ramachandran outliers I 6.9%
Sidechain outliers I 35.8%
RSRZ outliers N 31.1%
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 frec 130704 1291 (3.52-3.40)
Clashscore 141614 1372 (3.52-3.40)
Ramachandran outliers 138981 1337 (3.52-3.40)
Sidechain outliers 138945 1338 (3.52-3.40)
RSRZ outliers 127900 1205 (3.52-3.40)

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
20%
W= —_—
1 A 503 23% 47% 23%
31%
I — —_—
1 B 503 23% 49% 20% .
30%
I — —_—
1 C 503 23% 47% 22%
33%
1 — e
1 D 503 22% 47% 24%
38%
e — -
1 E 503 23% 46% 24% ..

Continued on next page...
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Continued from previous page...
Mol | Chain | Length Quality of chain
24%
1 F 503 23% 46% 22% 7
32%
1 G 503 23% 48% 22% -
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2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 26208 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 primase/helicase.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
L A 483 g?iil 2?311 61§7 7(2)1 285 0 0 0
! B 483 g(;ﬁlil Q?Sll 61217 7(2)1 285 0 0 0
1 ¢ 483 g(;ﬁl Q?Sll 61217 7(2)1 2S5 0 0 0
! b 483 g?izl 2?311 61§7 7(2)1 2S5 0 0 0
! B 483 1;(;5111 23le1 6127 721 2S5 0 0 0
! d 483 g(;ﬁlil 2?511 62]7 731 2S5 0 0 0
! G 483 g(;ﬁl 2?511 62]7 721 2S5 0 0 0

There are 14 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual Comment Reference
A 317 VAL GLY | engineered mutation | UNP P03692
A 318 MET LYS | engineered mutation | UNP P03692
B 317 VAL GLY | engineered mutation | UNP P03692
B 318 MET LYS | engineered mutation | UNP P03692
C 317 VAL GLY | engineered mutation | UNP P03692
C 318 MET LYS engineered mutation | UNP P03692
D 317 VAL GLY | engineered mutation | UNP P03692
D 318 MET LYS engineered mutation | UNP P03692
E 317 VAL GLY | engineered mutation | UNP P03692
E 318 MET LYS engineered mutation | UNP P03692
F 317 VAL GLY | engineered mutation | UNP P03692
F 318 MET LYS engineered mutation | UNP P03692
G 317 VAL GLY | engineered mutation | UNP P03692
G 318 MET LYS engineered mutation | UNP P03692
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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 primase/helicase

20%

23%

47%

23%

Chain A:

6CTN

I
3

S¢1da

E€CTA

6TTA

LTIN
911D
STIN

SOTH
70TA

[
o
=
-~
A

20t1a
TOTA

66V
e 86I
LM
® 964

e Y6V
€63

160

684

® 98I

784

181

® 6.8

€6TA
BTN

88TL
L8TH

S8TV

€8TS

181D
08TH
o 60

® 8.11

LL18

® S9TA
Y9TL

COTH

09TI
6STH

7STA

CSTH

® S8¥IN

9T

® <Cvid

0Ty

8ETS

9ETH

3

CETL

® ¥scA
€520

0SCI

8TEN

cies

LOEA
90€d
S0€D

£0ey

8.LCH
L.T3

§.21
.24
€.23

e T.21
0.2s

892V
1928
99CA
(]

€920

£8€d

EVPa

C6EH

06€L
@ 68ed

@ 98€d

® 96%S
S67%1
670

1544
067D

88%D

28YS

08%d

8.%d
L1%3
e oLva
o SupH
LyY
€LV
2

® 6%3D

of svss |
LYSK
9%SS
ks

TYSH

6€SL

LESH

e sesk

e vesd

o eesn
288k
1e9D

62SI

92sa
S2TSH

j54:)

@ 61971

® 91SA
G191
YISA
€191
CTSN

OTSK
605

SOSN

e Molecule 1: DNA primase/helicase

31%

20%

49%

23%

Chain B:

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe


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

1Q57

wwPDB X-ray Structure Validation Summary Report

Page 6

@ Scid

® €TIA

B6TTA
8TTI

110

o @
o -
= -
==
a >

® 901X
® SOTW
® ¥VOTA

@ <201a
TOTA
001X

® 66V

861

L6M

964

®
® 6V

-
@
o

oel
@0
B3

981

<
Q
Iﬁl

e L¥za

%20
0vcd

LTTH

Seey
¥zed
@ €ctl

e Tzcad
@ 0zey

9TCA

Yrexa
424

0000000
Sy
o
]
=}

88TL

N MW O~
OO0 O0O0O0Q
MO OHOMN®O
< /BB M|>

6621

962N

6824

o0 o000
<
10
I
=

® CTLEI
TLed
0.LeY

99ea

i

29€T

09€A

8GEN
® LSEH
9G€T

® ¥SEl
€5€T

T5€d

8¥ed

9veN
abes
vved

6€€T
8EE€D

9geN
SeeN

0€ED
6zeM
8TEY

€2ed
TTEN
Teed
0zeL

BTEW

v1es

cres
TTEL

® Sevd
o PEVD

@ CEVY

8CVI
L2¥S
9CY1

® <Ttvl
114728
(747N
617d

L1%D

TIVA

807X

S0PT
vovY
£0%a
® CTOo%lL
Tovd

76EX

C6EH

SLEN

9.vd

€LY
TLYD

[4si2s
TS%D

6771

6ETY
8EVH

8%3S
LYSK
9%39s

£Y9d

T¥SH

8€5d

® SESK
vesa

® <CESK
T€SD

6251

9280
29D

€284
2esy
128D

6151

wTSA
€151

OTSH

SOSN

€053

8671
L6%Q

1case

DNA primase/heli

e Molecule 1

22%

47%

30%

23%

Chain C

Sc1a

® €CIA

LTIN
911D
STIN
ja21)

TTTA
0T1a

e 181
0o8Y
6.Ls
8LA
L4

88TL

S8TV

S9TA
7911l

29T
T91d

® 6514

[
® vSTA

@® TSTd
® TSTY

671D

® 9711
® SvIH
® vvId

[44%S

o0
o
<
—
<I

@® 0SZI

L¥Ta

L61Q
9674
S6TA

TBIN

21es
TTEL

LOEA
90€d
S0€D
%0€d
€0€Y
COEY

[
66CL

96CN

@ 6824

982D

852D

SGTM
¥ScA

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



1Q57

wwPDB X-ray Structure Validation Summary Report

Page 7

8%ed

9veA
g¥ves
vved
£ved

6E€T

000000
@
I3
L3
[

SEEN

TEEL
0EED

vies

P47

6ETY

9EVS
SEVA
veYD
EEVS

88EN
18€D

£€8ed
c8ed
T8EM

@ 8.led

€053

Y670

167V
067D
6878
88%D

28YS

L]
08%d

8.L¥D
LLYE

® S.¥H

ELYN

® 89¥N

LYPL

SYPT
47478

9%SS
® €¥sd
® <T¥S1
® T¥SM

6ESL

® LeSY%

® GEeSk
YEGH

1Case

TE€SD

@® 6CSI

©
o
[fe}
=]

DNA primase/hel

GOSN

e Molecule 1

24%

47%
i

b

33%

22%

Chain D

907X
SOTW
70TA

TOTA
007X
66V
861
L6M
964

76y

® 160

8834

I‘OI
00
=1

L]
784

181
08v
6.LS

Lrd
9D
SLN
LS

TL4

S9L

78TV

® S9TA
7911

C9TH
191d

@ 6974

® S9TA
® %SIA

¢S

i
SYTH

[44%S

(07434

9ETH

CTETL
T€TH
0€Td
6CTN

wed

L123
9TCA

biexa
€124

o000
o
o
Y
=]

cres

96CN

62D
€621

® 162D

@® 6824

1828

6,21
8LCH
L.,T3

S.2I
j2xa

@ T.T1

89¢V
1,928

%92d
£92a
¢9td

M 0 N~ OO AN ©ON OO
§ 9 & ¥ & ¥ 0w WL W LWwW o o
& & AR RS A
Aa=4 B AN O HO>> A=

852D

SGTh
¥ScA

LLEN

SLEN

CTLET
TLed
0.LeY

99€d

0ZEL

8TEN

@ 6e¥d

SEVA
TEVD

ZEVY

L2%S
® 9T%I

(44748
TevI
(4778

L1%D

€8ed
c8ed

® 8.Led

28YS

08%d

8L¥D
LLv3

VLYV

® TL¥D

LYSK
9%3S

6ESL

LESH

® SESk
e
[

€99

@ 62SI

92sa
S2SH

£€¢5d

128D

6151

SOSN

@® €054

1cCase

DNA primase/heli

e Molecule 1

O

R LDWIDE
PROTEIN DATA BANK

W



1Q57

wwPDB X-ray Structure Validation Summary Report

Page 8

38%

24%

46%

23%

Chain E

€CTA

8TTI
LTIN
911D
STIN
i231]
€T1a

TTTX

964

v6Y

Sl R S e N I
Q@ © @10 © oo
=] s o

181
0o8v
6.Ls
8LA
L9

SLN

S9L

S9TA
791l

C9TH
191d

6GTd

911
® S¥IH

[44%

oIy

9ETH

CETL
T€TH
0€Td
6CTN

sc1a

000000
s
<
I
=

ved

~ =)
el <
] N
=] &

veed
€eTT
ZeTA
1544

LTTH

¥zed

Tzeh
® 0zey

® 912A

vrexa
424

88TL

CTLET

99ed

9eb

09€A
639€Y4
8GEN

9G€1

€5€T
¢5ea

8%ed

9veEN
Gves
vved

6€€T
8EED

SeeN

8TEY

® 9CEV
STED

gTEN
® Tced
0zeL

BTEW

cres
TTEL

® 00
©
®
<
%

125729
(544

80%)

® S0¥1
vovY

® <C0%l
To%d

o (] (]
0O < 10 ©
DO DD o R
S S SIS
S o< o Aan

® 6%SD
| 8yss
T8¥S VAN
o T8YA 9v58
® 08%d | |
.I €753
8LvD | Tvel
LL73 T¥SM

H
3

@ LESY

® v | 9gaN
® GESA
vesd
low .‘
® 9991 62ST

S9VH [ |

9zsd
[ G§TSH

e o
Q
©
<
_

6STA 125D
85V [ ozey |
LS%D 6TST
9G7L 8TSI
§S7S
ESPY G191
cshd PISA
1579 €191
0S¥Y ® CISN
e 6Vl L o118d
237470 OTSH
AN _
SYP1
4747\ GOSN
£5Q | wosy
() €053
L)
6ETH (]
e gevd

1case

DNA primase/heli

e Molecule 1

5%

22%

46%

24%
23%

Chain F

® <CEll
e TEWN
0€Td
6CTN

S¢1a

E€CTA

LTIN
911D
STIN

€11a

TTTA
0T1d

® SOTH
® 7©0TA

20t1a
TOTA
001X

861
L6M
964

V6V

160

684
8834

981

784

08y
6.8
8LA

*

VLS

® SS9l
®

S6TA

€6TA

6810
88TL

8TV
€8TS

¥L1d
€LTA
TLIN
TL1D
0L1a
691D
[

® S9TA
Y9TL

COTH
191Q

6513

FSTA

(415}
TGTH

671D

SYTH

[44%S

07TV
6€Td

852D

952N
SGTM

0521

9%CH

TWed
(Ve

LE2A

8¢cA
Lge

® ¥eid
® €acl

j12d)]
0zey

pARACE
9TCA

j450'8

602a
802K

%021
€02I
201

00TT
66Td
8610

® 9614

6T€S
8TEN

TTEL

162D

@ 6824
8821

982D

€920
@ 29td

R LDWIDE

O

PROTEIN DATA BANK

W



1Q57

wwPDB X-ray Structure Validation Summary Report

Page 9

£€8€Q
® 78€d

6.eQ
® 8.Led

SLEN

CTLET
TLe2
0Le4

@® 6€€1
8EED

seexn
0€ed

6TEM
8zed

ozey
szed

azTeN
® Tced
ozeL

® S¥¥1
PYIN
£7va

6ETY

8TVI
Le¥S
9CYI

LN N
Q= o
@ o0 00
II(w II(w
a = 0

®

o
IS
<
=

GOSN

® 96%S
S6%T
7670

T67Y
067D

® 88%D

o000 0
i3

N M
33
O X

® 9971
S9VH

9%Ss

T7SM

LESH

SESK
® %esd

T€SD

@® 62SI

92sa
S2SH

@® Tcsd
125D

@ 6191
8TSI

191
YISA
® €1S1
® <CISN

e Molecule 1

@® OTSW

1case

DNA primase/heli

34%

22%

48%

23%

Chain G

08v

SoL
Yo

® S81V
e V81V

@ O08TH

@ 8.L11

911

SYTH
e vvid

[44 %

€eq1
ZeTA
Teey

TLed
0Le¥

99€d

i
ik

6621

C9€1

1620
09€A

@ 8821 T9€d

IIIIIIil
[

w0 O~ ©

SIS

® 0 om0

(= ]

182S

v1es

c1es
TTEL

LOEA

SEVE
YEVD

@ CEWV

8¢¥I
L2¥%S
® 9T¥I

LT%D

YIS

CTVH
TT7A
(5744

80731

LLEN

SLEN

CTLET

9678
S67T
670

T67V
06%D
687S
88%D

8%

08%d

8.L¥D
L.y
9.vd

® EL¥M

99%1

6ETVY

6€SL

LESH

@ SESA

@® <CESA
TE€SD

6281

9230
4}

128D

61ST

SOSN

€053

O

R LDWIDE
PROTEIN DATA BANK

W



Page 10 wwPDB X-ray Structure Validation Summary Report 1Q57
4 Data and refinement statistics (i)
Property Value Source
Space group P1211 Depositor
Cell constants 117.18A  171.57A 118.58A .
Depositor
a, b, c, a, B, 90.00° 99.86° 90.00°
. 20.00 — 3.45 Depositor
Resolution (4) 0578~ 3.45 EDS
% Data completeness 99.7 (20.00-3.45) Depositor
(in resolution range) 99.6 (95.78-3.45) EDS
Rinerge (Not available) Depositor
Rsym 0.04 Depositor
<I/o(I)>" 2.91 (at 3.49A) Xtriage
Refinement program REFMAC 5.1.80 Depositor
R R 0.299 , 0.326 Depositor
) Thfree 0.284 , 0.311 DCC
Rree test set 3055 reflections (5.04%) wwPDB-VP
Wilson B-factor (A?) 127.0 Xtriage
Anisotropy 0.322 Xtriage
Bulk solvent kg (e/A®), By, (A?) 0.34 ,197.2 EDS
L-test for twinning? <|L] > =050, < L?* > = 0.33 Xtriage
Estimated twinning fraction 0.001 for 1-k,h Xtriage
F,,F. correlation 0.89 EDS
Total number of atoms 26208 wwPDB-VP
Average B, all atoms (A?) 138.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 2.65% 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.

O RLDWIDE
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5 Model quality (i)

5.1 Standard geometry (i)

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 | ¢ o7 #Z| >5 RMSZ #Z| >5
1 A 0.96 5/3806 (0.1%) 1.12 33/5124 (0.6%)
1 B 0.87 2/3806 (0.1%) 1.05 35/5124 (0.7%)
1 C 0.85 5/3806 (0.1%) 1.04 33/5124 (0.6%)
1 D 0.78 2/3806 (0.1%) 1.04 33/5124 (0.6%)
1 E 0.75 1/3806 (0.0%) 1.00 33/5124 (0.6%)
1 F 0.85 1/3806 (0.0%) 1.04 32/5124 (0.6%)
1 G 0.73 1/3806 (0.0%) 1.02 36/5124 (0.7%)
All All 0.83 | 17/26642 (0.1%) | 1.05 | 235/35868 (0.7%)

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

Mol | Chain | #Chirality outliers | #Planarity outliers
1 A 0 4
1 B 0 3
1 C 0 5
1 D 0 4
1 E 0 4
1 F 0 5
1 G 0 4
All All 0 29

The worst 5 of 17 bond length outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
1 A 130 | PHE | CE1-CZ | 6.54 1.49 1.37
1 A 317 | VAL | CB-CG2 | 6.50 1.66 1.52
1 F 260 | TRP | CB-CG | 6.18 1.61 1.50
1 B 277 | GLU | CD-OE1 | 6.07 1.32 1.25
1 A 130 | PHE | CE2-CZ | 5.88 1.48 1.37



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#model_quality
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The worst 5 of 235 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
1 D 259 | PRO | CA-N-CD | -13.27 92.93 111.50
1 A 262 | PRO | N-CD-CG | -11.76 85.56 103.20
1 A 261 | ILE C-N-CD | -10.84 96.75 120.60
1 A 173 | TYR | N-CA-CB | -10.40 91.88 110.60
1 C 167 | GLU | CA-C-N | -10.27 94.60 117.20

There are no chirality outliers.

5 of 29 planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 A 260 | TRP | Mainchain
1 A 261 | ILE Peptide
1 A 282 | GLU Peptide
1 A 396 | SER Peptide
1 B 167 | GLU | Mainchain

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 3744 0 3697 253 0
1 B 3744 0 3697 482 0
1 C 3744 0 3697 545 0
1 D 3744 0 3697 527 0
1 E 3744 0 3697 524 0
1 F 3744 0 3697 027 0
1 G 3744 0 3697 205 0
All All 26208 0 25879 3503 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 67.

The worst 5 of 3503 close contacts within the same asymmetric unit are listed below, sorted by
their clash magnitude.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#close_contacts
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Atom-1 Atom-2

Interatomic

distance (A)

Clash

overlap (A)

1:G:276:ARG:HH11 | 1:G:276:ARG:CB 1.16 1.55
1:B:248:ARG:HH11 | 1:B:248:ARG:CB 1.19 1.51
1:F:260: TRP:HB2 1:F:262:PRO:CD 1.49 1.40
1:G:276:ARG:HB3 | 1:G:276:ARG:NH1 1.31 1.40

1:F:260: TRP:CB 1:F:262:PRO:HD2 1.56 1.35

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 479/503 (95%) | 377 (79%) | 68 (14%) | 34 (7%)
1 B 479/503 (95%) | 384 (80%) | 65 (14%) | 30 (6%)
1 C 479/503 (95%) | 385 (80%) | 57 (12%) | 37 (8%)
1 D 479/503 (95%) | 377 (79%) | 66 (14%) | 36 (8%)
1 E 479/503 (95%) | 381 (80%) | 65 (14%) | 33 (7%)
1 F 479/503 (95%) | 380 (79%) | 63 (13%) | 36 (8%)
1 G 479/503 (95%) | 386 (81%) | 67 (14%) | 26 (5%)
All All 3353/3521 (95%) | 2670 (80%) | 451 (14%) | 232 (T%)

5 of 232 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 128 LYS
1 A 182 ALA
1 A 244 ASN
1 A 258 GLY
1 A 261 ILE



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#torsion_angles
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#protein_backbone
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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 401/421 (95%) 254 (63%) | 147 (37%) |
1 B 401/421 (95%) 264 (66%) | 137 (34%)

1 C 401/421 (95%) 257 (64%) | 144 (36%)
1 D 401/421 (95%) 254 (63%) | 147 (37%)
1 E 401/421 (95%) 257 (64%) | 144 (36%)
1 F 401/421 (95%) 254 (63%) | 147 (37%)
1 G 401/421 (95%) 261 (65%) | 140 (35%)
All All 2807/2947 (95%) | 1801 (64%) | 1006 (36%)

5 of 1006 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 D 201 GLN
1 G 141 LEU
1 D 543 GLU
1 G 119 VAL
1 G 368 LEU

Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 146
such sidechains are listed below:

Mol | Chain | Res | Type
1 F 296 ASN
1 G 475 HIS
1 F 380 GLN
1 G 117 ASN
1 C 198 GLN

5.3.3 RNA (D

There are no RNA molecules in this entry.


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#protein_sidechains
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#rna
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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)

There are no ligands in this entry.

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

OWAB(A?)

Q<0.9

29, 136, 136, 136

94, 94, 178, 178

120, 120, 178, 178

132, 132, 178, 178

115, 115, 178, 178

103, 164, 164, 164

129, 129, 178, 178

Mol | Chain Analysed <RSRZ> #RSRZ>2
1 A 483 /503 (96%) 1.11
1 B 483 /503 (96%) 1.85
1 C 483 /503 (96%) 1.58
1 D 483/503 (96%) 1.74
1 E 483/503 (96%) 2.69
1 F 483 /503 (96%) 1.41
1 G 483/503 (96%) 2.13
All All 3381/3521 (96%) 1.79

59, 132, 178, 178

oO|lo|o|o|Oo|Oo || O

The worst 5 of 1050 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
1 E 136 HIS 32.1
1 G 109 | ALA 30.4
1 E 65 | THR 25.2
1 G 157 | GLU 22.2
1 E 181 | GLY 21.0

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.



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_model_data
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_protein_na_chains
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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6.4 Ligands (i)

There are no ligands in this entry.

6.5 Other polymers (i)

There are no such residues in this entry.


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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