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This is a wwPDB X-ray Structure Validation Summary Report for a publicly released PDB entry.

We welcome your comments at validation@mail.wwpdb.org
A user guide is available at

https://www.wwpdb.org/validation /2017 /Xray ValidationReportHelp

with specific help available everywhere you see the (i) symbol.

The types of validation reports are described at
http:/ /www.wwpdb.org/validation /2017 /FAQs+#types.

The following versions of software and data (see references (1)) were used in the production of this report:

MolProbity : 4-5-2 with Phenix2.0

Xtriage (Phenix) : NOT EXECUTED
EDS : NOT EXECUTED
Percentile statistics : 20250101.v01 (using entries in the PDB archive January 1st 2025)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) : 2.49



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp
http://www.wwpdb.org/validation/2017/FAQs#types
https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#references
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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 3.20 A.

Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in
the following graphic. The table shows the number of entries on which the scores are based.

Metric Percentile Ranks Value
Clashscore 0 - 33
Ramachandran outliers | M 2.2
Sidechain outliers I 283.1%
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))
Clashscore 190562 1573 (3.20-3.20)
Ramachandran outliers 187476 1548 (3.20-3.20)
Sidechain outliers 187428 1547 (3.20-3.20)

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 of the lower bar indicate
the fraction of residues that contain outliers for >=3, 2, 1 and 0 types of geometric quality
criteria respectively. A grey segment represents the fraction of residues that are not modelled.
The numeric value for each fraction is indicated below the corresponding segment, with a dot
representing fractions <=5%

Note EDS was not executed.

Mol | Chain | Length Quality of chain
1 A 545 34% 42% 2%  12%
1 B 545 35% 41% 2%  12%
1 C 545 35% 41% 2%  12%
1 D 545 35% 41% 2%  12%
1 E 545 35% 42% 2%  12%
1 F 545 34% 42% 2%  12%
1 G 545 35% 41% 2% 12%

WO RLDWIDE
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2 Entry composition (i)

There is only 1 type of molecule in this entry. The entry contains 25095 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 CHAPERONIN 60.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace

Total C N O S
1 A 482 3585 2218 635 717 15 0 0 0

Total C N O S
1 B 482 3585 2218 635 717 15 0 0 0

Total C N O S
1 C 482 3585 2218 635 717 15 0 0 0

Total C N O S
1 b 482 3585 2218 635 717 15 0 0 0

Total C N O S
1 b 482 3585 2218 635 717 15 0 0 0

Total C N O S
1 F 482 3585 2218 635 717 15 0 0 0

Total C N O S
1 G 482 3585 2218 635 717 15 0 0 0



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#entry_composition
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3 Residue-property plots (i)

These plots are drawn for all protein, RNA, DNA and oligosaccharide chains in the entry. The first

graphic for a chain summarises the proportions of the various outlier classes displayed in the second
graphic. The second graphic shows the sequence view annotated by issues in geometry. Residues

are color-coded according to the number of geometric quality criteria for which they contain at
least one outlier: green = 0, yellow = 1, orange = 2 and red = 3 or more. Stretches of 2 or more

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

sample, but not in the model, are shown in grey.

Note EDS was not executed.

e Molecule 1: CHAPERONIN 60

12%

12%

42%

34%

Chain A:

220
ELW

TLY

89N
L94
994

%9a

[4°)1

654

998

671

Lvd

(4728

vex

T€T
0el

oy
sea
441

(448

61D

STH

€14

11a

6N
84

9A

€Y
(44

YTTH

CTIN

LOTA
90TV
SOTH
Y011

LeT1
9TTA

¥zea

0geI
61CA

91¢d

¥iea
4244

TTZH

861D

9610

7610
E6TI
[435

68TA
8874

S8TL

18T

6.L74
8.14

9LTL
SLTI

cL1E
TLIN

69TA

297D

6821

98TY

82y
€820

1824

8Ley
Lleh
9.2A
S.ley
i2x4 |
€.21

feletacy
vScA
€520

1314

6¥%CI
8¥%2C1

(454§

6ccs

actsii]
05eY
6¥eI
8ved

oveEN
Svex

Tvel
Tved

8e€d

veea

ceel
TE€EL

8ced
LTEN

14538

E€TEN

ozey
61€Yd
81€D

9TEN

862D

9621

v6CI
€62V

062b

(X944

j247)]

6191

€TV

T6€d

68EN
88€d
L8€1

¥8EW
£8€D

T8EA

LLEV
9LEN

v.LeD

TLEN

69€EN

99€d

£9€d

T9ea

LSeL
9G€L

vsed
€G€T

SThA
{428

92Sd

vesa

TSI
TCSW

97181
G191
Y191

e Molecule 1: CHAPERONIN 60

TISY
TTSA
01SS

10Sa
9053

€051
20SY

12%

12%

41%

W

35%

Chain B:

ELW

89N
L93
994

by
©
[=}

291

654

S9S

671

Lvd

{4728

vex

Te1
0€L

oy
Sea
441

{44}

61D

STY

€TH
(444
11a

© o

(S
< <

2970

¥o1a

8STI

9STS
SSTd

9%Th
1S

wis
0%1a

8ETA

TETI
0ETY

8CTA

9CTA
iZ4%%
€Ty
(449N

YITH

CTIN

SOTY
7011

R LDWIDE

O

PROTEIN DATA BANK


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

1I0K

wwPDB X-ray Structure Validation Summary Report

Page 5

62CS

L2271
92TH

j{a4cy

02zI
6TCA

91z

viea
1544

TTZH

L0ZN
9021
S0CA

L

T0Cs
0021

861D

68TA
88TH

S8TL

T8TH

6.14
8.L14

9LTL
SLTI

cLTd
TLIN

69TA

062h
6821

98TY

82y
€820

1824

8.Ley
Ll
9.2A
SLey
LTV
€21

(44

T5€d
0SeY
6vel
8ved

9vEN
Sved

[474°98
Tved

8E€Hd

veea

ceel
T€EL

82ed
LTEA

SCET

E€CEN

ozey
61eYd
8T€D

9TEN

862D

9621

vecI
€62V

9CY'1
STvA
14472
(X444

j2470)

61%1

€TV

6072
807D
LOTA

TOPN

L6€Q
96€EN
S6€Y
76€d

T6€d

68EA
88€d
18€T

¥8EN
£8€D

T8EA

LLEV
9LEN

TLEN

69€EN

99ed

£9€d

T9ed

LSEL
9G€EL

vsed
€G€T

veVS
EEVN

0EYS
621

Leva

92Sd

j£4°KS

CHAPERONIN 60

2esI
TZSH

9181
19T
V15T

e Molecule 1

[a%14
TTSA
01SS

L0Sa
9053

12%

12%

41%

35%

w0
-
I":.

Chain C

VLA
ELW

TLY

89N
194
994

79a

291

694

IO’H
<
1

Lvd

(4720

vex

1e1
0€L
6CA

oV
sca
441

[4a%

(2}
—
[}

9A

eV
[44

0ETY

8CTA

9T

/4%
€21V
(449 %

74290

CTIN

LOTA
90TV
SOTX
7011
€0TD

160
76N
061

681
889D

98D
g8V
v8d

o0
[:¢)
a

8L
084
618
8LV

9.4

| sges
praas
9TTAH

j 44t

jaxece

ol

0021

861D

961d

610

68TA

8.L14

9LTL

TLIN

69TA

1970

€52a

TSV

6¥CI

T3€D
0sey

67€1
8ved

9ven

Cvel

TeEL

8zed

9621

¥6C1
€62V

062d

9C¥1
STYA
v
€TVY

1T%d

6171

ETVA

807D

TO7N

L6ed
96EA
S6€Y
v6ed

T6€d

68EA
88€d
18€T

Y8EW
€8€D

T18€A

LLEV

TLEN

69EA

99¢eb

€9€d

19ed

LSeL
9G€EL

vsea
€5€T

€051
20SY

vevs
EEVN

0EYS
621

Levd

9¢Sd

¥2sa

CHAPERONIN 60

¢TSI
TZSW

9T8I
ST9T
¥197

e Molecule 1

(4214
TTSA
01SS

L0SQ
9059

O

R LDWIDE
PROTEIN DATA BANK

W



1I0K

wwPDB X-ray Structure Validation Summary Report

Page 6

12%

12%

41%

35%

Chain D

YLA
ELW

TLY

89N
194
994

79a

291

694

EEN]

Iml
s
1

Lvd

(4728

vex

1e1
0€L

a4
Sea
441

(44}

61D

STY

€Td
(434
11a

6N
84

9A

® oo
~ N Q
< wn &

ey
[44

0%1a

8ETA

TETI
0ETY

8CTA

9CTA

iZ4%%
€CTY
(449 %

74290

CTIN
LOTA
90TV
SOTX
7011
€0TD

160

v6A

061

889D

98D
g8V
v8d
€80

8L

9,4

ozer
6TCA

9124

jaxace
(1544

TTCH

L0TN

S0ZA

1

0021

86TD

961d

7610
€6TH
261D

68TA
88TH

S8TL

18T

6.TH
8.L14

9L1L
SLTI

cLTE
TLIN

69TA

L9T0

eferac
vScA
€52a

182V

6%CI
8%CT

[4%4°S

62CSs

T3ed
05ed
67€1
8ved

9VEA
Sved

{42538
T%€d

8€€d

veed

TeEL

8zed
LTEN

SCET

€TEN

862D

9621

v6cI
€62V

062b

9C¥1
STYA
v
14441

1270

6171

ETVA

80%h
LO%A

TOPN
0071

L6€a
96EN
S6€Y
v6ed

T6€4

68EA
88€d
18€T

Y8EW
£8€D

T8EA

LLEV
9LEN

TLEX

69EA

99¢b

€98

T9ed

LSEL
9G€L

vseq
€G€T

vevs
EEVN

0EYS
621

Levd

9¢Sd

¥2sd

CHAPERONIN 60

¢TSI
TZSH

9181
ST91
Y191

e Molecule 1

(4214
TTSA
01SS

L0SQ
9053

12%

12%

42%

35%

Chain E

ELW

TLY

89N
194
994

Ny
©
IQI

291

654

998

671

Lvd

(4720

ved

TeT
0EL

oV
sea
441

[4a%

61D

STH

€1y
Ty
T1d

6N

9A

€Y
(44

8STI

9G1S
eishace

9% Th

YA

(4458
wis
071a

8ETA

T€TI
0ETY

8CTA

9TTH

{748
€CTV
[449%

742578

CTIN
LOTA
90TV
SOTX
7011
€019

160

76A

061

889D

989
S8y
8
€80

8L
084

© N~ 0D
N
In:‘I< ?

9TTH

veca

ocer
61CA

912d

ia%acy
e1ey

TTCH

0021

861D

68TA

S8TL

18T

6.L7d
8.L14

9LTL
SLTI

cLE
TLIN

69TA

2970

vo1a

98T

782y
£82a

1824

67ET
8ved

oven

[42°88

TeEL

8zed

ozey
61€Y
81€D

¥6CI
€62V

062d
6821

ETHY

j1470)]

807D
L0%A

TO7N

T6€d

68EN
88€H
L8€1

78EW

LLEY

LSEL
95eL

vsea
€5€1

T5€d
0s€Y

O

R LDWIDE
PROTEIN DATA BANK

W



1I0K

wwPDB X-ray Structure Validation Summary Report

Page 7

9¢Sd

vzsa

CHAPERONIN 60

2eSsI
TCSH

9181
ST97T
Y191

e Molecule 1

[as:i}
TTSA
01SS

L0Sa
9054

€051
208y

12%

12%

42%

34%

Chain F

VLA
ELW

TLY

89N
1,94
994

%9a

291

654

998

671

Lvd

{4728

wex

TeT
0oel
6CA

oy
sea
441

[4a%

61D

STY

€Ty
(43
11d

6N
84

9A

(44

¥o13

8GTI

9G1S
SGTd

9vTh
yvis

wis
ov1a

8ETA

SOTH
7011

pXaass
9TTH

¥zea

0ceI
61CA

912

v1ca
24

TTCH

802V
L0ZN
90CL
S0ZA

L

0021

861D

9610

$6T0
E6TI
[435)

68TA
8874

S8TL

18T

6.L1d
8L14

9LTL
SLTI

cLTE
TLIN

69TA

2970

6821

98T

782y
€820

1824

8Ley
Lleh
9.2A
sley
i2x4 4
€.L21

feletacy
vScA
€520

TSV

6¥CI
8¥%C1

(44§

6ccs

acteli]
0seY
6¥eI
8ved

oveN
Shed

[42°08
Tved

8€€d

veea

ceel
TE€EL

8ced
LTEN

GCEI

E€TEN

862D

96C1L

v6CI
€62V

062b

v
€ThY

j247)]
61¥T

€TV

807D
LO%A

TOYN

T6€d

68EN
88€d
L8€1

Y8EW
£8€D

T8EA

LLEV
9.LEN

v.LeD

TLEN

69EN

99€d

£9¢d

T9ea

LSeL
95eL

vsed
€S€T

€0SL
20SY
TOSA

SThA

01SS

L0Sa
9053

CHAPERONIN 60

e Molecule 1

12%

12%

41%

35%

Chain G

ELN

TLY

89N
L9934
994

by
©
[=}

[4°)1

654

§9S

671

L%d

(4728

vex

TeT
0oel
62A

oy
Sea
441

(448

61D

STYH

€14

11d

© ©0 o0

(S
< <

69TA

2970

vo13

8STI

9STS
SSTd

97T
(445

IS
0¥%1a

8ETA

62CS

12T
9¢TH

jga4cy

02zI
6TCA

el xac

¥rea
€TTY

TIZH

L0ZN

S0ZA

L

Tozs
0021

861D

9610

610
€6TN
(435

68TA
88TH

S8TL

(4359

6.14
8.L1d

9LT1
SLTI

cLTd
TLIN

O

R LDWIDE
PROTEIN DATA BANK

W



1I0K

wwPDB X-ray Structure Validation Summary Report

Page 8

eitacs
¥sca
€52a

162V

6%CI
8%CT

ceed

vsea
€G€1

T5€d
0GeY
67€1
8vED

9VEN
Sved

el
Tved

8E€d

veea

CeEeI
TEEL

82¢ed
LTEN

SCET

€TEA

ozey
6T€Y
8T€D

9TEN

862D

9621

vecI

0E¥S
6271

Leva
9T¥'1
SThA
iZ42

j24740}

611

14578

80%h
LO%A

TOVN

L6€Q
96EN

v6ed

T6€d

68EA
88€H
L8€T

¥8eEN
£8€D

T8EA

LLEV
9LEN

TLEA

69EA

99¢eb

£9¢€d

T9€ed

LSGEL
9GEL

TTSA
01SS

L0SQ
9053

€0SL
20SY
TOSA
00SA
v6vA

673

W0 ON~ 00O N WON 0N
Lol Sl Sl bl Sl Sl <) 0 00 0 00 0 W 0 W N
TR S B IRS HRS A L T S S
A< LOLZ= CHMBMM>OA=K

eL¥S

697A
8973

99%V
S9vA

09¥%A

96%a

€570

TSTIW
0S%d
677V
8yva

SvvYe

15444

vevs
EEVN

9248d

44k

TTsI
TCSKW

91SI
S157T
71571

(4514

O

R LDWIDE
PROTEIN DATA BANK

W



Page 9 wwPDB X-ray Structure Validation Summary Report 1I0K

4 Data and refinement statistics (i)

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

Property Value Source
Space group P 42 21 2 Depositor
Cell constants 286.36A 286.36A 153.46A .
Depositor
a, b, c,a, B,y 90.00° 90.00° 90.00°
Resolution (A) 6.00 — 3.20 Depositor
% Data corppleteness (Not available) (6.00-3.20) Depositor
(in resolution range)
Ronerge 0.07 Depositor
Reym (Not available) Depositor
Refinement program X-PLOR 3.851 Depositor
R, Rfree 0.204 , 0.235 Depositor
Estimated twinning fraction No twinning to report. Xtriage
Total number of atoms 25095 wwPDB-VP
Average B, all atoms (A?) 88.0 wwPDB-VP



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#data_stats
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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 | gy 7155 | RMSZ | #(2] >5
1 A 0.38 0/3609 0.81 0/4855
1 B 0.42 0/3609 0.80 0/4855
1 C 0.39 0/3609 0.80 0/4855
1 D 0.44 0/3609 0.81 1/4855 (0.0%)
1 E 0.43 0/3609 0.81 1/4855 (0.0%)
1 F 0.39 0/3609 0.81 1/4855 (0.0%)
1 G 0.41 0/3609 0.81 0/4855
All All 0.41 | 0/25263 | 0.81 | 3/33985 (0.0%)

There are no bond length outliers.

All (3) bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms | Z | Observed(®) | Ideal(°)
1 D ol LYS | N-CA-C | -5.09 107.01 114.39
1 E 208 | ALA | N-CA-C | -5.04 107.67 113.88
1 F 208 | ALA | N-CA-C | -5.04 107.68 113.88

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 3585 0 3607 245 0
1 B 3585 0 3657 244 0
1 C 3585 0 3657 241 0

Continued on next page...



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

Mol | Chain | Non-H | H(model) | H(added) | Clashes | Symm-Clashes
1 D 3585 0 3607 242 0
1 E 3585 0 3607 241 0
1 F 3585 0 3657 248 0
1 G 3585 0 3657 244 0
All All 25095 0 25599 1661 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 33.

The worst 5 of 1661 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:E:69:MET:HE3 1:E:521:MET:HE2 1.47 0.96
1:B:69:-MET:HE3 | 1:B:521:MET:HE2 1.46 0.95
1:F:69:MET:HE3 1:F:521:MET:HE2 1.49 0.94
1:D:69:MET:HE3 | 1:D:521:MET:HE2 1.49 0.93
1:D:139:ASN:HD22 1:D:140:ASP:H 1.17 0.93

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 474/545 (87%) 404 (85%) | 59 (12%) | 11 (2%)
1 B 474 /545 (87%) 405 (85%) | 59 (12%) | 10 (2%)
1 C 474/545 (87%) 404 (85%) | 60 (13%) | 10 (2%)
1 D 474/545 (87%) 404 (85%) | 60 (13%) | 10 (2%)
1 E 474/545 (87%) 404 (85%) | 60 (13%) | 10 (2%)
1 F 474/545 (87%) 404 (85%) | 58 (12%) | 12 (2%)

Continued on next page...


https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#torsion_angles
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Continued from previous page...
Mol | Chain Analysed Favoured | Allowed | Outliers | Percentiles

1 G A74/545 (87%) | 405 (85%) | 59 (12%) | 10 (2%) 31

All | ALl | 3318/3815 (87%) | 2830 (85%) | 415 (12%) | 73 (2%) 29

5 of 73 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 9 ASN
1 A 85 ALA
1 A 228 SER
1 A 378 VAL
1 B 9 ASN

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 372/421 (88%) 268 (72%) | 104 (28%)
1 B 372/421 (88%) 267 (72%) | 105 (28%)
1 C 372/421 (88%) 266 (72%) | 106 (28%)
1 D 372/421 (88%) 268 (72%) | 104 (28%)
1 E 372/421 (88%) 269 (72%) | 103 (28%)
1 F 372/421 (88%) 267 (72%) | 105 (28%)
1 G 372/421 (88%) 267 (72%) | 105 (28%)
All All 2604/2947 (88%) | 1872 (72%) | 732 (28%)

5 of 732 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 E 210 LYS
1 F 222 LEU
1 E 250 VAL
1 E 209 ASP
1 E 524 GLU



https://www.wwpdb.org/validation/2017/XrayValidationReportHelp#protein_sidechains
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Sometimes sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 76

such sidechains are listed below:

Mol | Chain | Res | Type
1 F 139 ASN
1 G 231 GLN
1 F 231 GLN
1 G 37 ASN
1 G 482 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 oligosaccharides 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
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6 Fit of model and data (i)

6.1 Protein, DNA and RNA chains (i)

EDS was not executed - this section is therefore empty.

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

EDS was not executed - this section is therefore empty.

6.3 Carbohydrates (i)

EDS was not executed - this section is therefore empty.

6.4 Ligands (i)

EDS was not executed - this section is therefore empty.

6.5 Other polymers (i)

EDS was not executed - this section is therefore empty.


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