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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 : 211
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) : 2.11
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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 3.23 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 DN 0.434
Clashscore 0 I 2
Ramachandran outliers I 8.5%
Sidechain outliers N 19.5%
RSRZ outliers I I 6.8%
Worse Better

0 Percentile relative to all X-ray structures

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

Metric Whole archive Similar resolution
(#Entries) (#Entries, resolution range(A))
Riree 130704 1619 (3.28-3.20)
Clashscore 141614 1755 (3.28-3.20)
Ramachandran outliers 138981 1728 (3.28-3.20)
Sidechain outliers 138945 1727 (3.28-3.20)
RSRZ outliers 127900 1567 (3.28-3.20)

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 on 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
8%
1 A 474 57% 36% 7%
2%
[ |
1 B 474 54% 37% 8%
5%
[ |
1 C 474 61% 33% 5%
8%
1 D 474 60% 33% 7%
8%
1 E 474 51% 40% 8%
7%
1 F 474 55% 39% 6%
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2  Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 18516 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 L-arabinose isomerase.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 A 4 g(l)tlail 19C99 51§8 5C6)6 2 0 0 0
1 B 4 g(l)tSaél 2001 3 51?\}9 5(;() 2 0 0 0
1 ¢ A ggtla%l 19C36 51117 5C5)6 2 0 0 0
1 b 4 z(l)tlail 19099 51?\)18 5C6)6 2 0 0 0
L £ 4 g(l)g%l 2001 3 51?\}9 5(;0 2 0 0 0
L s 4 ggtla%l 19036 51117 5%)6 2 0 0 0
$roe
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Chain A: -
[ X ]

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).
consecutive residues without any outlier are shown as a green connector. Residues present in the

These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for
sample, but not in the model, are shown in grey.

3 Residue-property plots (i)

e Molecule 1: L-arabinose isomerase

Page 4

9LA

221

{428
TOL
091
6GS
890

9SL

€9A

8vA

91
4200

8€1

YeT

623

LTA
9TH

T2d

©0 o O
- -
H o

©
—
o

ETA

o
pa
1)

©
(=}

o
~

0LTR

89TA

7910
E€9TH

LSTH

£81a

TSTH
0GTH

SYIV
IV
£€%1d

9€TI

YeETY
EETR

TETY

8CTTH

® €Tr1

1014
90Th
SOTL

COTH
1011

L%Ca

Syea

LETR

3

0E€TA
62y

8TCTA

912V
STTA

CTITN

60TA

Loza

(4o
T0TH

66T
86TV
LTV
96TA

c6Td
T6TL
06TA
68TV
98T

£81d

1874
08TY¥
6LTV

LLTH

€LTS

Te€H
0EEW

LTEL
9zed
STEA
{444 4

61EX

9T€Y
STEL

0TEN
60€4

L0ED

L6TH
9621

€6CA

69%a

L9%M

85%h

LYPH

e

Q
w0
<
—
=
Q
R
Q
wn
Q
i=
o)
<
i
T
—
=
=
=
QO
=
=
[

8%

37%

54%

S
=

I
&
=
=
=
@)

88N

©
~
B

9LA

3
Ll

ey

T4
OTH

087Y

LLTY

SLTH
vL14
€L1S

TLIN

69TV

€9TH

897d
L9710
99TA
§S1a

2STH

0STH

L

8%TA

€%1d

9€TI

+

8CTH

oTIS

TN
TTIH

611a

ST11S

711a

1014
90Th

Y01V
€071
COTH
TOTT

66d

i
i

68M

L9211

9Ty

692d
89CH

98zh

A4S

{424\

6%CA

LvTH
® 9¥CH
of swa

® ¥¥IN

RLDWIDE

TeE
ovTA
6€TT
8€Ta

0ETA

Lgea
9gel

TeeI

STTA
121

T12L

S0TL

00zI

LBTY

v61a

T6TL
06TA

L810a
98TYH
S8TNW

0O
PROTEIN DATA BANK

erpBe

W


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

ALQL

wwPDB X-ray Structure Validation Summary Report

Page 5

LYES
oveD
SYEN

TvEH
oved
6EEH
8EEY

S€eT
YEEL

Te€d
OEEN
62eT1
8CEY

® STed

(444 )

61N

STEL

80€d
LOED

v0€D
€0e4
20eD

6620
86CI
LBTH

€6CTA
143141

8821
182b
9823
6821
%829

28T1

9LTL
S.T4

TLTD

j1478
0T¥%d
6171

LT%d
9T¥H

£T%3

TTPL

60%0

LO%A

SO%A

T0%d

S6EX

06ea

98€D

L

¥8EY

CT8EL

08EA

9.ed

@ 0.eI

89€T

99€H
@ 99eA
¥9ex

YLV

0L%d

899
1893
997
i

1mnose 1somerase

E£9%V

6%%A
8Y¥L
LY%H
9Y¥H

L-arab

4%

6ETM

6273

9THM
STYI

e Molecule 1

5%

5%

33%

61%

Chain C

ELA
LA

0LN

89N

672

e S¥a

(028

ve1

1eY
0€a

LTA
9TH

T

@ -
© @
= 5

6TA

9Th

0TH
64

LR

€9TH

097I

9STA
GS1a

TGTM

8%TA

B
b

SPIV

+

8CTH
LTIV
9TTS

YCTH
€211
ZTIN

0CTX

8TTH

9171

¥11a
€114

90Th

P01V
€071

TOT1

183

T8H
08I
6LM

9LA

i2x4

692a

1921

S92

€921

1921

L8TT

[4c4)s

® 9%CH

® ¢£¥ea

e 0%TA
6€TT

+

6610

LBTY
96TA

T6TL

88TA
181a

S8TW

6.1V
811

iZA%

L9TV

®
@® STed

€cea
TTEY

L1€7T
9T€eY
STEL
v1e1

TIEW
0TEN
60€d

L0€D
90€d

1

20ed

62h

1

062D

88T1

498c1
¥82H

28T'1
1820

6.c4

9.TL
S.24

0E€PI

1

9THM

cThY
TTHA

61%1

LT%d

ST

1

60%0

90%d

v0%D

86€d
LBEQ

£6€T1
CTB6EL

88€D

a8ed

18¢4

6.L€T

LLEY
9.€d

vLEQ
@ <TLed

TLED
0LEI

@ 99¢gA
y9gd

29gd
L]

TLYI

09%3

LSPE
98va

1nose 1somerase

L-arab

e Molecule 1

8%

7%

33%

60%

Chain D

SOTL
YOTY

1071

i

061

S8d

09I

1

9SL

691V

L9TV

H

891d

baTY

281D

8%TA

IV
£%1d

T7IN

6ETY

2ETH

TI1I
OTIN
60TN

L9271

9Ty

892H

GSTR

{424}

0GzgA
6%Ck
8%TH

PPN

L

0o%TA

€ETT

0ETX

e{44cs

(444
TecI
(44]
61CN
81CA

344§
AL

TICL

60Tk
80Tk
L0za
902A
S0TL

€02D

661D
86TV

v61a

2612

06TA
681V

987H
G8TW

R LDWIDE

erbDeBe

O
PROTEIN DATA BANK

W



ALQL

wwPDB X-ray Structure Validation Summary Report

Page 6

v9ed
£9ea
TSEA
TS€3

1
i

SEET

TEER

62€1
8TEY
LTEL
9zeD

STEL
v1e1

60€4

b
-

68¢d

L82b

¥8¢H

LLzTa
9.LTL
S.T4
LTV

TLTR
TLTD

6ETH
8EPD

L

62%3

b

@ aThvy

61%1

9THNH

TTPL

60%0

LO%A

c0%d

00%&

96€4

T8EL
18¢d

3

LLEV
9.ed

@ E.8M
L]

TLED
0LEI
69€D

99€H
SOEA

19€d

69€d

1mnose 1somerase

E€LYI

0L%d

L9%Y

S8%S

1

TSPL

677N
8YvL
LY%H
9Y¥H

e Molecule 1

440

L-arab

8%

40%

o o — [l
0 ©©O ©
vHEB X

51%

8%

Chain E

€GA

084

87
Lvd

0¥y

LED

£eN

0ea

[ ] LTA

(44

[
o
-
=

L7d
9th

L) ETA

+

© o
© ©
==

PETY
€ETA

TETH

8CTH
LTTY

41}

CTIN
TTTH

611a
8TIH

€114
21id
TITI

1014
® 901b
GOTL

€071

@® 0071

+

o
b
-

98Y

78S
€84

9%CH

{444
57448
o¥TA
6€TT

11

TeeI

81CA
LITA

711
£12H

012d
60Tk
80Tk
L0ca

£02H

661D
86TV
L6TY
96TA

v61a

06TA

88TA
L81a
987YH
S8TH

€81a

Ll

cL1E

691V
89TA

60€4
80€a
LOED

£0€4
20ED
TOEX

6620

H

LBTH

9621
v62h
€6TA

1621
0629

8821
182h
98za
6821
¥82D

7820

@® €ScA

6%Ck

v6€S
£6€T
°

S8€d

CT8EL
@ 18¢€d

6,71

LLEY

S.ed

99€H

T9€d
09€%

3
t

vaed
€8€a
CTGEA

TEEQ

TTEY
0Z€eI

e TLvM

89%A
L9%)
99%d
£9%Y
1990
8G9

elsi

(454}

0891

8YvL

(074721

8¢%d
LTHL
9THM
STV

(444
1ThA

1nose 1somerase

6T%T

cTvd
TTPL
0T%Y
60%0

@ LO%A

(029

00%X

86€d
L6€d

e Molecule 1

S6€X

L-arab

6%

3

39%

55%

7%

Chain F

S9%
Pon
€94
(4228

09I

84a
LSY

084

L¥d
123
Sva

32

9D

6EN

LED

SEA

i

1€V

621

LTA

©
N
5]

T

™
3
<

12d

)
el
=

L7d
9th
a1

o oo
-
=
[

=
=

€970

€¥1d
(447

6ETY

GETR

TETH

0€1a

LTTY

geth

€CT11

TTIW

9111

P11d

CT1d

S6'T
764

164

68M1
88N

98Y
S98d
%8S

28L
T8H

6LM
8LL

ELA

TLa
0LN
69%

L9Y
993

8€ca

€ET1

0ETA

8ceTy

(44]

61CN

81CA

AL

TIcL

£02D

002I

86TV

I

ZA%S
€L18

89TA

91h

291da
TOTV

6STD

LSTD

GS1a
baTy

O

R LDWIDE
PROTEIN DATA BANK

W



ALQL

wwPDB X-ray Structure Validation Summary Report

Page 7

TEER

8TEY
LTEL

STEN

2TEY

61€X
81€1

STEL
Y1€1

[02355:8
60€d

S0€d
v0oed

TOER
L6TH
v62h
£6TA

® T6cy
@ 16T1

8821

98¢H
S8T1

28T1

S.zd

CTLTA

L9271

9T

1921

09Tk
64Gcd

LSTT

444

® <CTvd

LO%A

L

00%X

S6EX
¥6€S

SOEA
¥9ed

L

57:8

8EeY
LEET

SeeT
beeL

o YLvY

L

L9%Y
99%4

oy
£9%V

1990

8G%h

SG%S

£8%Y

9Y¥H

(474729
157428
[0)47218
6ETM

LEWN
9EHY

vevE

1€%D
0€%I
62%d

(4441
134728
0Z%d

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 8 wwPDB X-ray Structure Validation Summary Report 4LQL
4 Data and refinement statistics (i)
Property Value Source
Space group P 212121 Depositor
Cell constants 85.20A 184.83A 186.35A .
Depositor
a, b, c,a, B,y 90.00°  90.00° 90.00°
. 44.85 — 3.23 Depositor
Resolution (4) 44.85 — 3.23 EDS
% Data completeness 99.1 (44.85-3.23) Depositor
(in resolution range) 99.1 (44.85-3.23) EDS
Rinerge 0.10 Depositor
Raym (Not available) Depositor
<I/o(I)>" 2.54 (at 3.25A) Xtriage
Refinement program PHENIX (phenix.refine: 1.8 1069) Depositor
R R 0.314 , 0.432 Depositor
» Phfree 0.315 , 0.434 DCC
Rfree test set 2404 reflections (5.06%) wwPDB-VP
Wilson B-factor (A?) 94.8 Xtriage
Anisotropy 0.073 Xtriage
Bulk solvent kyo(e/A?), By (A?) 0.23 , 132.1 EDS
L-test for twinning” <|L| > =049, < L? > =10.32 Xtriage
Estimated twinning fraction 0.010 for -h,Lk Xtriage
F,.F. correlation 0.84 EDS
Total number of atoms 18516 wwPDB-VP
Average B, all atoms (A?) 80.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 2.86% of the height of the origin peak. No significant pseudotranslation is detected.

Intensities estimated from amplitudes.

2Theoretical values of < |L| >, < L? > for acentric reflections are 0.5, 0.333 respectively for untwinned datasets,

and 0.375, 0.2 for perfectly twinned datasets.

WO RLDWIDE

PROTEIN DATA BANK
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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 | pyioy i 7155 | RMSZ | #(7] >5

1 A 0.53 0/3156 0.80 1/4270 (0.0%)

1 B 0.58 0/3176 0.83 1/4293 (0.0%)

1 C 0.47 0/3060 0.72 0/4151

1 D 0.47 0/3156 0.72 0/4270

1 E 0.47 0/3176 0.70 1/4293 (0.0%)

1 F 0.50 0/3060 0.75 | 3/4151 (0.1%)
All All 0.51 | 0/18784 | 0.76 | 6/25428 (0.0%)

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

Mol | Chain | #Chirality outliers | 7 Planarity outliers
1 A 0 1

There are no bond length outliers.

The worst 5 of 6 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(°)
1 A 95 | LEU | CA-CB-CG | 6.87 131.09 115.30
1 F 95 | LEU | CA-CB-CG | 6.21 129.58 115.30
1 B 282 | LEU | CA-CB-CG | 5.97 129.04 115.30
1 B 404 | GLY N-CA-C 5.68 127.31 113.10
1 F 202 | LEU | CA-CB-CG | 5.24 127.35 115.30

There are no chirality outliers.

All (1) planarity outliers are listed below:

Mol | Chain | Res | Type | Group
1 A 143 | PRO | Peptide



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#model_quality
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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 3111 0 2557 132 0
1 B 3130 0 2581 141 0
1 C 3017 0 2377 123 0
1 D 3111 0 2557 116 0
1 E 3130 0 2581 155 0
1 F 3017 0 2377 148 0
All All 18516 0 15030 752 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 22.

The worst 5 of 752 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:C:294:GLN:HE21 1:C:352:VAL:H 1.20 0.89
1:A:439:TRP:NE1 1:A:444:GLY:O 2.07 0.88
1:A:308:ASP:0OD2 1:A:447:HIS:ND1 2.07 0.87
1:A:85:PRO:HB3 | 1:C:188:VAL:HG22 1.58 0.86
1:A:192:GLU:O 1:A:310:LYS:NZ 2.09 0.85

There are no symmetry-related clashes.

5.3 Torsion angles (i)

5.3.1 Protein backbone (1)

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 472/474 (100%) 336 (71%) | 89 (19%) | 47 (10%)

Continued on next page...

WO RLDWIDE
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Continued from previous page...

Mol | Chain Analysed Favoured | Allowed | Outliers
1 B 472/474 (100%) 345 (73%) | 86 (18%) | 41 (9%)
1 472/474 (100%) 360 (76%) | 80 (17%) | 32 (7%)
1 D 472/474 (100%) 348 (74%) | 84 (18%) | 40 (8%)
1 E 472/474 (100%) 325 (69%) | 108 (23%) | 39 (8%)
1 F 472/474 (100%) 323 (68%) | 107 (23%) | 42 (9%)

All All 2832/2844 (100%) | 2037 (72%) | 554 (20%) | 241 (8%)

5 of 241 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 63 PHE
1 A 305 PRO
1 A 306 GLU
1 A 356 LEU
1 A 367 PRO

5.3.2 Protein sidechains ()

Percentiles

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.

Percentiles

Mol | Chain Analysed Rotameric | Outliers
1 A 194/393 (49%) 161 (83%) | 33 (17%)
1 B 199/393 (51%) 161 (81%) | 38 (19%)
1 C 173/393 (44%) 140 (81%) | 33 (19%)
1 D 194/393 (49%) 157 (81%) | 37 (19%)
1 E 199/393 (51%) 150 (75%) | 49 (25%)
1 F 173/393 (44%) 142 (82%) | 31 (18%)

All All 1132/2358 (48%) | 911 (80%) | 221 (20%)

5 of 221 residues with a non-rotameric sidechain are listed below:

Mol | Chain

Res | Type

1 C

421 VAL

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

Mol | Chain | Res | Type
1 D 315 THR
1 F 175 HIS
1 C 451 THR
1 D 101 LEU

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 11 such
sidechains are listed below:

Mol | Chain | Res | Type
1 C 106 GLN
1 D 125 GLN
1 F 252 ASN
1 B 461 GLN
1 F 81 HIS

5.3.3 RNA (D

There are no RNA molecules in this entry.

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

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

5.5 Carbohydrates (i)

There are no carbohydrates in this entry.

5.6 Ligand geometry (i)

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#rna
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.

Mol | Chain Analysed <RSRZ> #RSRZ>2 OWAB(A?) | Q<0.9

1 A | 474/474 (100%) 0.20 30 (8%) | 11118] |29, 72, 143,172 | 0

1 B 474/474 (100%) -0.01 18 (3%) 40 29 27, 57, 115, 221 0

1 C 474/474 (100%) 0.21 25 (5%) 26 |17 35, 81, 134, 191 0

1 D 474/474 (100%) 0.34 38 (8%) |12 8 32, 83, 148, 204 0

1 B 474/474 (100%) 0.35 38 (8%) |12 8 33, 89, 151, 246 0

1 F 474/474 (100%) 0.27 35 (7%) 1 14| 10 35, 78, 135, 165 0
All All 2844 /2844 (100%) 0.23 193 (6%) [ 171 [ 12} | 27, 77, 140, 246 0

The worst 5 of 193 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
1 B 324 | ASN 18.3
1 D 244 | ASN 11.2
1 E 245 | ASP 10.7
1 E 412 | PRO 10.6
1 E 474 | LYS 9.6

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 carbohydrates in this entry.

6.4 Ligands (i)

There are no ligands 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
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#fit_nonstandard_and_ligands
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6.5 Other polymers (i)

There are no such residues in this entry.


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