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We welcome your comments at validation @mail.wwpdb.org
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https://www.wwpdb.org/validation /2017 /Xray ValidationReportHelp
with specific help available everywhere you see the (1) symbol.

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 2.30 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 NN 0 M 0.273
Clashscore I 23
Ramachandran outliers I 2.0%
Sidechain outliers I 8.4%
RSRZ outliers N I W 2.7%
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))
R free 130704 5042 (2.30-2.30)
Clashscore 141614 5643 (2.30-2.30)
Ramachandran outliers 138981 5575 (2.30-2.30)
Sidechain outliers 138945 5575 (2.30-2.30)
RSRZ outliers 127900 4938 (2.30-2.30)

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
1 A 255 64% 31% 5%
%
[ |
1 B 255 63% 33%
%
1 C 255 63% 32% 5%
2%
[ |
1 D 255 63% 31% 5%
3%
[ |
1 E 255 59% 35% 6%
3%
[ |
1 F 255 59% 36%

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

Mol | Chain | Length Quality of chain
7%
1 G 255 o 50% 44% 6%
%
1 H 255 u 62% 33% 5%
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2  Entry composition (i)

There are 2 unique types of molecules in this entry. The entry contains 16095 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 Phosphatase.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
1 A 259 ?(9)23241 1 2043 3128 3C6)3 2 0 0 0
1 B 259 T(Q)t;él 1 2C43 3128 3C6)3 2 0 0 0
1 ¢ 259 Tg%l 1 2C43 3128 3C6)3 2 0 0 0
1 b 259 Tg%l 1 2C43 3128 3C6)3 2 0 0 0
1 £ 255 ?(9)23241 1 2043 31;8 3(6?3 2 0 0 0
1 d 255 Tg%l 1 2043 3128 3(633 2 0 0 0
1 G 255 Tg%l 1 2043 3128 3(6?3 2 0 0 0
1 H 255 Tg%l 1 2043 3128 3(6?3 2 0 0 0

e Molecule 2 is water.

Mol | Chain | Residues Atoms ZeroOcc | AltConf
2 A 58 ngal 5% 0 0
9 B 56 ngal 506 0 0
2 C 55 ngal 585 0 0
9 D 39 ngal ??g 0 0
9 E 2% ngal 206 0 0
2 F 42 th;‘l z 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O
2 G 16 16 16 0
Total O
2 H 27 57 97 0
gPDE
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Stretches of 2 or more
5%

31%

64%

wwPDB X-ray Structure Validation Summary Report

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: Phosphatase
Chain A:

e

Page 6

TTIL
COTL
S6L
€6d
z6a
16V

18d
984

28K
8L

9LN
S.d

€L

L9V

191

£3aY

677

9%H

6€S
8EN

9EW

L2d
oy

Tl
€cd

TCH

811

91y
ST

€1d

661d

3

S61D

Z6TL

06TX

Y811

T8TIL
081a

8LTL

9LIA
SLTH

CTLIL

fctact
€gzI

0GZk

ovev

8ECTH

TeTT

TecE

0ETY

Lged

j454'

112d

0TCH

0TV
90CS

e Molecule 1: Phosphatase

€0TI
c0es

33%

63%

%

Chain B: .

9%EH

6EES

9EEN

8zed
LTed

TCEH

STEY

g€1ed

2671

0671

£8%I

08%a

8LYL

9LYA
SLYH
YLYL

TLYL

8EVA
LEDY

PEVT

TETW

LThd

qcha

8THY

STP1

ET¥A

TI%L

S0%A

bagd
€691

TS99
0GSA

8%93

£%a%

6€54d

1

€ESN

0ESY
6294

Lgsd

21971
T16d
018D

LOSY
90SS

$0s1
€081
208s

3

5%

32%

63%

L

2%

Chain C: ™

i

e Molecule 1: Phosphatase

CTOLL
|
669D
]
969d
S69L
w69 |
£69d
269d
169V
069%
]
9894
]
289K
|
6,93
]
9LOW
S.9d

@® €EL9I

TLOY
0L9H

899K
L99V

|
1991

]
089V
679V
8%9a

9%9H

8E9N

.29d

G291
i£4°0
£29d

TCOH
0ZoN

8191

9194
ST94

2190

I

09D

7081
€08I
208s

3

S6.LD

€6.a
CT6LL

06L%

¥8L1
€81

+

9LLA

RLDWIDE

0O
PROTEIN DATA BANK

W

erpBe


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

1T70

wwPDB X-ray Structure Validation Summary Report

Page 7

va8d

984

6184

L18L

e Molecule 1

9184

T18d
018D

908S

Phosphatas

4%

5%

31%

63%

Chain D

666D

966d
S66L

c66a
T66Y
0661
6861

1864
9864

9L6KW
S.6d

@® EL6I
cL6ea
@ T.6Y

796D

£36V

@ 1664

676V
® 8%6a
Lv64
9%6H

6€6S
8E6N

9E6HW

8260
Lg6d

1

£26d

L

8167

9164

€164

Ll

£06A

V60TV

® T60TL

060TX

€80TI

990TA

T90TH

S80TH

8%0TH

SHOTA

E€%0TA

@ 6€01da
8€0Ta

SE0TT

TEOTH

620TY
820T4d

§20tTa

[a40) xS

ST0T1T

E€T0TA

TTOTL

200TL

1E€T1E

59%

L

9TTITV

+

6TTTY

LITTL

F

Phosphatas

TTT1d
0TTTD

LOTTY

F

e Molecule 1

€0TTI

660Td

L60TL

6%

35%

3%
[

Chain E

86CTA
L6TTH
96CTd
S6CTL

z6eta
1621V
06CTX

1821d
98TTYH

6,213

LLTTT
9LTTH
S.TTd

£8TTV

§

15214

67CTV
8¥CTa
PAZ4LS

8ETTIN

L
i

9ETTH

LTT1d

L

€2C1d

12CTH

81CT1
LITTA

STTTY

TOZTH

T8ETL
08€Td

8LETL

SLETH
TLETL

CTLETL

0LETI
69ETA
89ETV

99ETA

CTOETT

09ETH

SGETH

€SETS

8YETH

SYETA

CYETL

0%ETT

8EETA

TEETH

59%

62ETY

LTETd
9TETN

0ZeTd
6TIETA
81ETYH
STETT

EIETA

TIETL
0TETT
60ETH

COETL

vav1a
€G%TI

08%TX

VYTV

8EVTH

EEVIN

Tevta
0ERTY
(441

® Lthia

+

61%TY
81%13
LIPTL
9THTT
STv1d
AS4L S

T171d

0T%1D

90%1S

€0%TI
20%1S

00%TH

Y6ETV

CT6ETL

e Molecule 1

06ETA

7811

Phosphatas

36%

3%
-

Chain F

]
meﬂh
T6STa
T6STY
06GTX
68GTN
88GT1
L8GTd
98GTH
SG8GTA

T8GTA

9LGTH

@ E.LSTI

TLSTA

LOGTV

® S9STN
%9979
£9STT

$69T1
€941V
[4eih )
T19STYH

6YGTV

L¥STH
9%STH

6ESTS
8EGTN
LeGTd
9EGTH

LTGTd

TCSTH

61STh

+
e
3

07STd

k
+

LOSTD

E€0STA

£€89TI

T89TL
0891a

8L9TL

SL9TH

TLITL
TLOTD
0L9T1
699TA
8991V

999TA

0997THM

TS9TL

8Y9TH
L$9T4

SHOTA
¥9914
€%9TA

0%971

@ 8€91da
LEJTYH

YEITT

TEOTH

629TY
82914
L291d

TCOTH

81974

ST19T1
YI9IN

TI9TL

2T09TL

009TM
66STD

€GLTI

T1SL14
0GLTR

RLDWIDE

LIV

6ELTA
8ELTH
LELTT

SELTA

CTELTT

LgLia

+

6TLTY

LTLTL

YILTY

CTLIT
TTL1d
0TL1D

90L1S

Phosphatas

€0LTI
TOL1S

S69TD
Y691V

e Molecule 1

@® T69TL
16910
069TX

%8911

0O
PROTEIN DATA BANK

erpBe

W



1T70

wwPDB X-ray Structure Validation Summary Report

Page 8

7%

6%

44%

50%

Chain G

S.87d

0L8TH

898TM
L98TY
998TH

981D
€98T1

mmmﬂu
TS8TH
0G8TY
6781V
8¥8Ta
® L¥8TH

SH8TH

£%8T4

T¥81H

F

6E8TS

LE8TH
9E8TH

|

PEBTA

CTEBTA
L) ﬂJmﬂm
L28Td
oC8TH

€28Td

L

818711

£181d
CI8Th

01814

S08T4

€08TA

® 097671

® LE6TH

TE6TH

82614
L261d

k

ST6Ta

8T6TY

91671
ST671
YI6TN
ET6TA

TI6TL
01671

[
® SO06TA

C06TL

@® 006TM
668TD

L68TD
968Td
S68TL

€681d
T681a
® 1681V
068TA

88811
1881d

G88TA
Y8811

188TL

6,872

L1811
9.L8TH

L20cE
ldva )

+

6702H
8102d
L1021

Y1028

21021
1102d
0102H

80021
Loocy

£00CI

666Td

® 96674

Y661V
€66Ta
CT66TL

066TA

886TL

€86T1

8L6TL

CTLBTL
TL6TD
0L6TI
696TA
896TV
L96TV
996TA

€961V
29611

€967S
CTS6TL

6761V

€60TI

Phosphatase

TS0cH

8%0cH

2%0TH

6€0T4

PE0TD

6202H

e Molecule 1

2%

5%

33%

62%

Chain H

T0TTL
661CH
S6TCL
z612a
1612V
06TCA

L81cd
98TcH

[4:1549

6.123

SL1¢d

€L1CI

O0LTCH
L9TTY
99TCH
S9TCN
¥912D
19121
%9121
6¥1CY
9%1CH

g€v1cd

LeT1TH
9ETCTH

LT1ed

L

€g1ed

114148

81121

€11¢d
[43%4)]

8072a

€0€TI
C0ETS

662Cd

622V
€622
z62TL
1622h
062TA

£82C1

182CL
08cca

8.TTL
L.22d

SLTTH
¥.2TL

TLTTL

0Lgel
69zcA

[ 444

£4ges

9vzea
S¥TTA

3

L]
8ecea

§€TT1

T€TTH

Lgeed

ggeed
j1444%
0zeed
612CA
812cH

S71221

£12TA

11221

602TH

btacs
€6eTI

0GETA

oveTY

8EETH

EEETN

Teecd
0EETY

® LTecTH
oTETY

0zeTd
61€TH

L1ETL

g1€Td
v1eETH

T1€Cd

LOETY

90€TS
S0€TH

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W



Page 9 wwPDB X-ray Structure Validation Summary Report 1T70
4 Data and refinement statistics (i)
Property Value Source
Space group Cc121 Depositor
Cell constants 242.79A 116.61A 89.28A .
Depositor
a, b, c, a, B,y 90.00°  109.40°  90.00°
. 19.95 - 2.30 Depositor
Resolution (4) 4754~ 2.30 EDS
% Data completeness 78.5 (19.95-2.30) Depositor
(in resolution range) 90.2 (47.54-2.30) EDS
Rinerge (Not available) Depositor
Raym (Not available) Depositor
<I/o(I)>" 3.22 (at 2.29A) Xtriage
Refinement program CNS 1.1 Depositor
R R 0.207 , 0.260 Depositor
» Hhfree 0.222 , 0.273 DCC
Rfree test set 10028 reflections (10.02%) wwPDB-VP
Wilson B-factor (A?) 36.0 Xtriage
Anisotropy 0.504 Xtriage
Bulk solvent kyo(e/A?), By (A?) 0.31, 41.7 EDS
L-test for twinning” <|L] > =050, < L? > =0.33 Xtriage
Estimated twinning fraction 0.016 for -h-2*1,-k,] Xtriage
F,.F. correlation 0.94 EDS
Total number of atoms 16095 wwPDB-VP
Average B, all atoms (A?) 43.0 wwPDB-VP

Xtriage’s analysis on translational NCS is as follows: The largest off-origin peak in the Patterson
function is 6.00% 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 | pyiay | 4171 S5 | RMSZ | #]2] >5
1 A 0.38 0/2022 0.66 0/2743

1 B 0.39 0/2022 0.67 0/2743

1 C 0.36 0/2022 0.67 0/2743

1 D 0.37 0/2022 0.65 0/2743

1 E 0.35 0/2022 0.62 0/2743

1 F 0.37 0/2022 0.65 0/2743

1 G 0.35 0/2022 0.62 0/2743

1 H 0.37 0/2022 0.63 0/2743

All All 0.37 | 0/16176 | 0.65 | 0/21944

There are no bond length outliers.
There are no bond angle outliers.
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 1972 0 1904 76 0
1 B 1972 0 1901 85 0
1 C 1972 0 1901 102 0
1 D 1972 0 1901 107 0
1 B 1972 0 1901 108 0
1 F 1972 0 1901 96 0
1 G 1972 0 1901 129 0
1 H 1972 0 1901 81 0

Continued on next page...


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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
2 A o8 0 0 1 0
2 B 56 0 0 2 0
2 C 55 0 0 2 0
2 D 39 0 0 5 0
2 E 26 0 0 2 0
2 F 42 0 0 1 0
2 G 16 0 0 0 0
2 H 27 0 0 0 0
All All 16095 0 15211 713 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 23.

The worst 5 of 713 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:729:ARG:NH2 1:E:1291:ALA:HB3 1.67 1.09
1:D:991:ALA:HB3 | 1:F:1629:ARG:HH?22 1.08 1.08
1:C:729:ARG:HH22 1:E:1291:ALA:HB3 0.97 1.08
1:D:1029:ARG:HH22 | 1:F:1591:ALA:HB3 0.98 1.07
1:C:667:ALA:O 1:C:673:ILE:HD13 1.63 0.98

There are no symmetry-related clashes.

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 253/255 (99%) | 236 (93%) | 13 (5%) | 4 (2%) Elm |
1 B 253/255 (99%) | 234 (92%) | 15 (6%) | 4 (2%) ollo] |
1 C 253/255 (99%) | 238 (94%) | 12 65%) | 3 (1%) 13114

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

Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles
1 D 253/255 (99%) 235 (93%) | 13 (5%) 5 (2%)
1 E 253/255 (99%) 228 (90%) | 21 (8%) 4 (2%)
1 F 253/255 (99%) 236 (93%) | 14 (6%) 3 (1%)
1 G 253/255 (99%) 206 (81%) | 36 (14%) | 11 (4%)
1 H 253/255 (99%) 229 (90%) | 17 (7%) 7 (3%)
All All 2024/2040 (99%) | 1842 (91%) | 141 (7%) | 41 (2%)

5 of 41 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 B 380 ASP
1 D 965 ASN
1 G 1880 ASP
1 B 473 HIS
1 C 608 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 199/199 (100%) 181 (91%) | 18 (9%)
1 B 199/199 (100%) 181 (91%) | 18 (9%)
1 C 199/199 (100%) 179 (90%) | 20 (10%)
1 D 199/199 (100%) 185 (93%) | 14 (7%)
1 E 199/199 (100%) 181 (91%) | 18 (9%) 11
1 F 199/199 (100%) 182 (92%) | 17 (8%) 10 13—
1 G 199/199 (100%) 185 (93%) | 14 (7%) 15119
1 H 199/199 (100%) 185 (93%) | 14 (7%) 15119
All All 1592/1592 (100%) | 1459 (92%) | 133 (8%) 13

5 of 133 residues with a non-rotameric sidechain are listed below:

WO RLDWIDE
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Mol | Chain | Res | Type
1 D 926 ARG
1 E 1246 HIS
1 H 2137 GLU
1 D 937 GLU
1 D 1123 TYR

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 76 such
sidechains are listed below:

Mol | Chain | Res | Type
1 D 969 HIS
1 E 1238 ASN
1 H 2169 HIS
1 D 1014 ASN
1 D 1073 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

Page 14 wwPDB X-ray Structure Validation Summary Report 1T70

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 255/255 (100%) 011 | 1(0%) 21,31,55,92 | 0

1 B 255/255 (100%) 0.07 2 (0%) 1861 [89] | 22, 35, 69, 102 | 0

1 C 255/255 (100%) 0.05 4 (1%) 72 |77 22, 33, 62, 93 0

1 D 255/255 (100%) 0.23 10 (3%) 39 46 22,39, 72, 90 0

1 E 955/255 (100%) 0.38 8 (3%) 49 56 |26,44,73,102| 0

1 F 255/255 (100%) 0.15 8 (3%) 49 56 24, 37, 68, 113 0

1 G 255/255 (100%) 0.72 18 (7%) [ 161 1 21 | 33, 55, 88, 109 0

1 H 255/255 (100%) 0.11 4 (1%) 72 717 25, 40, 70, 104 0
All All 2040/2040 (100%) 0.20 55 (2%) 54 62 | 21, 39,73, 113 0

The worst 5 of 55 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
1 E 1305 | VAL 4.0
1 H 2327 | GLU 3.9
1 G 2023 | TYR 3.7
1 G 1905 | VAL 3.7
1 F 1638 | ASP 3.6

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.


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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