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TUBULIN:STATHMIN-LIKE DOMAIN COMPLEX
Gigant, B.; Martin-Barbey, C.; Knossow, M.
2000-07-26

3.95 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 wuser guide is available at
http://wwpdb.org/validation /2016 /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
Mogul : 1.7 (RC4), CSD as536be (2015)

Xtriage (Phenix) : NOT EXECUTED

EDS : NOT EXECUTED

Percentile statistics : 20151230.v01 (using entries in the PDB archive December 30th 2015)
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)

Validation Pipeline (wwPDB-VP) :  trunk26865



http://wwpdb.org/validation/2016/XrayValidationReportHelp
http://wwpdb.org/validation/2016/XrayValidationReportHelp
http://wwpdb.org/validation/2016/XrayValidationReportHelp
http://wwpdb.org/validation/2016/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 3.95 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 N 136
Ramachandran outliers N 21.3%
Sidechain outliers N 21.5%
Worse Better

0 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 102246 1025 (4.32-3.60)
Ramachandran outliers 100387 1008 (4.34-3.58)
Sidechain outliers 100360 1027 (4.36-3.56)

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. 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.

Note EDS was not executed.

Mol | Chain | Length Quality of chain
1 A 451 9% 53% 27% 6%
1 C 451 9% 5% 25% 6%
2 B 445 6% 57% 25% 5% 8%
2 D 445 6% 56% 24% % 8%
3 B 91 32% 68%

The following table lists non-polymeric compounds, carbohydrate monomers and non-standard
residues in protein, DNA, RNA chains that are outliers for geometric or electron-density-fit crite-
ria:

WORLDWIDE

sie

PROTEIN DATA BANK


http://wwpdb.org/validation/2016/XrayValidationReportHelp#overall_quality
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Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
5 GDP D 503 - - X -
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2  Entry composition (i)

There are 5 unique types of molecules in this entry. The entry contains 13568 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 PROTEIN (TUBULIN).

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
: A 423 gggzl 20(;32 5?9 622 282 0 0 0
: ¢ 423 gggzl 20%2 5?9 622 282 0 0 0
e Molecule 2 is a protein called PROTEIN (TUBULIN).

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
2 B 410 gggjl 20014 5?0 6(1)1 286 0 0 0
2 D 410 gggjl 20(14 5?0 6(1)1 286 0 0 0

e Molecule 3 is a protein called PROTEIN (STATHMIN-LIKE DOMAIN OF RB3).

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O
3 b Il 456 273 91 92 0 0 0

e Molecule 4 is GUANOSINE-5-TRIPHOSPHATE (three-letter code: GTP) (formula:

C10H16N5014P3)-



http://wwpdb.org/validation/2016/XrayValidationReportHelp#entry_composition
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HO ™
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Tol C N O D
4 A 1 32 10 5 14 3 ) ;
Tota] C N O P
4 C 1 32 10 5 14 3 ) O

e Molecule 5 is GUANOSINE-5-DIPHOSPHATE (three-letter code: GDP) (formula:
CioH15N5011P3).

GDP

--=\.\\<.\‘~OH.
:O .
-
"HO e P
[V
“g
HO .P
oH
.O
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total C N O P
o B 1 28 10 5 11 2 0 0

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

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total C N O P
g b 1 28 10 5 11 2 0 0
gPDB
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6%

27%

53%

wwPDB X-ray Structure Validation Summary Report

9%

These plots are drawn for all protein, RNA and DNA chains in the entry. The first graphic for a
chain summarises the proportions of errors 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.

3 Residue-property plots (i)
e Molecule 1: PROTEIN (TUBULIN)

Note EDS was not executed.

Chain A:

Page 7

S¥D

€7D
(4729
32

©
I
=

Led
9EN

M ¢ 10
MM m
avo

-
™
=

62D

©
©
£

Lga
921

I}
0
o

{429

(44

o
N
O =

0 )
= -
= <

™
-
©

(434

019
64

LI

SI

€d
14

6111
8TTA
L1171

€113

TT1D
0171

LOTH

v0TY

ZOIN

v6L

™
)
-

784

8L
18D

6,4

9.a

SLI
YLA

0LT
690
894
L94

SOV

SETd
YETD

TETD

6210
8TTh
Lg1a
9CTIV

€TTY
2qTI
T21Y

Twes
(%44

9€TS

T0gD
00EN

9624

£6TN

T6CI
06ca
68TV

L8tS
9821

v8cH
£8CH

08Ty
6,23

vLlcd

TLTL
0LTy

€9¢d
T9TR

09ZA

9s5zh

T9ea

6%CN

PAZ4)

o344S
{444

S9€D

£9€A
CT9EA
T9EL
09€d

89¢ed
LGEX

SGEI
¥9€D

18€4
0GE€D

LYED

ebed

6E€Y

veEL
EEEY
CEEL
TEEY
0EEY

8TEA
LTEa

12€D
0Zed
6TEL

L1€T

80€Y

S0€D

€0€A

weva
£Tva
[444s
114741

9T%D
STvd

(454

60%A
80%X
LO%M

SOPA

6%

25%

55%

e Molecule 1: PROTEIN (TUBULIN)
9%

Chain C:

S¥9D
i42)

32

Led
9EN

0
)
=

o ¢
™ M
a o

—
™
=

629

Lga
921

§£429

(44
114;)

o
N
(&)

)
-
p=

L1D

10
=
=

™
=
©

(434

019

o ™ 0 © N~ [
e | Hw H =

6111
8TTA

911d

e1Td
(A9}
TT1D
0TTI

LOTH

vOTY

CTOTN

96)
6L

€61
[4p¢

88H

a8h
%8y

8L
18D

6.4

9.a

SLI
YLA

0LT
690
894
94

SOV

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W


http://wwpdb.org/validation/2016/XrayValidationReportHelp#residue_plots

1FFX

wwPDB X-ray Structure Validation Summary Report

Page 8

€¥ID

eI

CETH
TeTI
0€TT
62Ty
8cel
Lee1
9geN
etaAN
¥TTh
€TTL

0ZTa

81ca
L1271

ST2H

i
*

T120

60T

L0za
902N
s0Ta
vocA
£0CH
cocd
T0TY

6610

Y6TL

08gY
6,23

9,21

vLlcd

0Lgy

£9¢d
(4519

09ZA

9gzh

fctact
€8zl
[4:ta)
1520
0GzA
6%CN

LYTV

€Ty
{474
157243

£9€A
T9EN
T9€L
09€d

8ged
LGEX

g9GeI
v3€D

19€d
0GE€D

LYED

£ved

6e€d
8EEN

SEEI
veEL
EEEY
CEEI
TEEY
0EEY

8TeN
LTed

12€D
0Zed

L1€7

CTIER
TTeY

60€H
80€Yd

S0€D

€0EA

£€cva
{44748
11441

9T¥%D
STHa

(454

60%A

LOTM

SO%A

T0PY
00%V

L6€T
96€d

(0478
6EYS

3

SETA

0EwH
6273

LTHY
oTHY

e Molecule 2

weva

PROTEIN (TUBULIN)

8%

5%

25%

57%

6%

Chain B

TN

63N
8GD
LSY
9SGV

TSA

© N~ o
IS ®
A m =]

<
N
3]

~ © o -
- a oA
© < =M

~ o
N~ ~
©n ~

STh

™

£€TTY
TTIA
TTTA
0Z1d

8TTA
L11S

429!

(4334

96D

264

06a
68d

L84

8D
€84

08s

™ 0
N~~~
B

cld

690a

[
©
=

991
SOV
vou

99TH
S9TI
79TH

191X

9GTH

€811
{4151
18TL

8%1d
LY1S
A%
SYTL

8ETL
LETT

geTd
BETH
€eTh
ZETT
TETD

9T1S
et s
j£45]

T6TA

68711
88TL
LTV

¥81d

E0EV

TOEN

66CH
862V
L6ca

G6TH
62h

1621
o6zca
68cd
88TA
182L

S8CTV

282l

082S

9.TL
§S.eT1
vlcd

T.29

692K
89c4d
L9cd
99CH

€92d
cocd
192d
09zA
63T
8gcN
L8ch
9gey

0sev

L%2h

TLEN
TLET
0LeD
69¢€Y
09ed
69€d
89€IL
L5€d

SGEN
baey
€GEL

TGEA

£bed
ZheR

8EEN
LEEN
9geh
GEEN
PEEN
EEET

Teed
oged

Lged

(45723

0E¥S
6C¥A

LTHa

STHW

P44
(4474
TTHY

81%d
L1%3

ST7d

ETPH
(4545
T1%3

80%1

90%H

£0%Y

0074

LBEY
96€L

$6€D

26ES

064
68€)

98€d
g8eb
¥8€I
£8EY
T8EL
T8ES

6.LED

9LEL

bLeS
E€LEN

SEVL
EVD
eevh

PROTEIN (TUBULIN)

e Molecule 2

8%

6%

24%

56%

6%

Chain D

O

R LDWIDE
PROTEIN DATA BANK

W



1FFX

wwPDB X-ray Structure Validation Summary Report

Page 9

(42

T9X

6GN

£€CTY
(447
TCIA

0z1d

8TTA

L84

s8d
%89
€84

08s

oTIs
sgTd
45

0€TT

9gea
STTh
17429
€TTL
2Ttd

L1271

S1cH
v1cd
€120
(4143

T6TA

68711
88TL
L8TY

S0€D

E£0EV

TOEW

6624
862V
1620

S6TH
62h
£62h

1621
06zd
682d
88CTA
L8TL

S8V

[4:1d}

082S
6.2H

9.l
S.21
¥L2d

69CH
89¢4d
924
99CH

£92d
cocd
192d
09zA
6GTH
86z
LGTA
eletd )

0SeV

L%2h

vLES
ELEW
cLEN
TLET
0LgD
69€d

69€d
8G€I
L8€d
98€D
SGEN
vaey
E€GEL

TGEA

eved
TheER

8EEN

60€H

L0ged
90€d

eVl
€el
CTEVR

0E¥S
62%A

L2%a

€T¥S
ceva
114414

81%d
L1%3

80%A

90%H

£0%V

00%Y4

L6EV
96€L

60

T6ES

06€Y
68€N

98€d
G8eh
¥8€I
E£8EY

6.L€D

9LEL

SEVR

PROTEIN (STATHMIN-LIKE DOMAIN OF RB3)

e Molecule 3

68%

32%

Chain E

ozxX
61X

L1X
91X
S1X
71X
€1X
(424

01X

9X
SY
X
£X

76X

S9X

O

R LDWIDE
PROTEIN DATA BANK

W



Page 10 wwPDB X-ray Structure Validation Summary Report 1FFX

4 Data and refinement statistics (i)

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

Property Value Source
Space group P 65 Depositor
Cell constants 328.50A 328.50A 54.40A .
Depositor
a, b, c,a, 3,7 90.00° 90.00°  120.00°
Resolution (A) 7.00 - 3.95 Depositor
7 Data completencss 94.3 (7.00-3.95) Depositor
(in resolution range)
Rinerge 0.06 Depositor
Reym 0.06 Depositor
Refinement program CNS 1.0 Depositor
R, Rree 0.267 , 0.367 Depositor
Estimated twinning fraction No twinning to report. Xtriage
Total number of atoms 13568 wwPDB-VP
Average B, all atoms (A2) 67.0 wwPDB-VP



http://wwpdb.org/validation/2016/XrayValidationReportHelp#data_stats
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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: GDP,
GTP

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 | p\1q7 #é\ >5 | RMSZ #1% >5
1 A 0.59 0/3367 0.86 5/4570 (0.1%)
1 C 0.56 0/3367 0.84 5/4570 (0.1%)
2 B 0.56 0/3270 0.82 1/4428 (0.0%)
2 D 0.58 0/3270 0.84 0/4428
All | Al | 057 | 0/13274 | 0.84 | 11/17996 (0.1%)

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 1
1 C 0 2
B 0 1
2 D 0 1
All All 0 5

There are no bond length outliers.

The worst 5 of 11 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z | Observed(°) | Ideal(®)
1 C 417 | GLU N-CA-C -5.93 94.99 111.00
1 C 318 | LEU | CA-CB-CG | 5.91 128.90 115.30
1 A 417 | GLU N-CA-C -5.77 95.43 111.00
1 A 318 | LEU | CA-CB-CG | 5.63 128.26 115.30
1 A 294 | ALA N-CA-C -5.38 96.46 111.00

There are no chirality outliers.

All (5) planarity outliers are listed below:


http://wwpdb.org/validation/2016/XrayValidationReportHelp#model_quality
http://wwpdb.org/validation/2016/XrayValidationReportHelp#standard_geometry
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Mol | Chain | Res | Type | Group
1 A 108 | TYR | Sidechain
2 B 61 | TYR | Sidechain
1 C 108 | TYR | Sidechain
1 C 210 | TYR | Sidechain
2 D 312 | TYR | Sidechain

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 3295 0 3202 883 0
1 C 3295 0 3202 910 0
2 B 3201 0 3091 916 0
2 D 3201 0 3091 883 0
3 E 456 0 103 79 0
4 A 32 0 12 4 0
4 C 32 0 12 8 0
d B 28 0 12 5 0
3 D 28 0 12 9 0

All All 13568 0 12737 3585 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 136.

The worst 5 of 3585 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)
2:B:175:PRO:HD2 | 2:B:207:GLU:HB2 1.23 1.16
2:D:158:ARG:HD3 | 2:D:197:ASN:ND2 1.63 1.14
1:A:214:ARG:HH21 | 1:A:220:GLU:HA 1.04 1.14
2:D:311:ARG:HH21 | 2:D:437:ASP:HB2 1.03 1.13
1:C:222:PRO:HB2 | 1:C:227:LEU:HD11 1.31 1.12

There are no symmetry-related clashes.


http://wwpdb.org/validation/2016/XrayValidationReportHelp#close_contacts
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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 419/451 (93%) | 221 (53%) | 111 (26%) | 87 (21%) |
1 C 419/451 (93%) | 219 (52%) | 114 (27%) | 86 (20%)

2 B 406/445 (91%) | 184 (45%) | 133 (33%) | 89 (22%)
2 D 406/445 (91%) | 186 (46%) | 130 (32%) | 90 (22%)
All All 1650/1792 (92%) | 810 (49%) | 488 (30%) | 352 (21%)

5 of 352 Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 16 ILE
1 A 32 PRO
1 A 46 ASP
1 A 83 TYR
1 A 90 GLU

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
A 354/377 (94%) 278 (78%) | 76 (22%)
C 354/377 (94%) 279 (79%) | 75 (21%)
B 347/381 (91%) 274 (719%) | 73 (21%)
D 347/381 (91%) 270 (78%) | 77 (22%)
All All 1402/1516 (92%) | 1101 (78%) | 301 (22%)

N [ DN | = | =



http://wwpdb.org/validation/2016/XrayValidationReportHelp#torsion_angles
http://wwpdb.org/validation/2016/XrayValidationReportHelp#protein_backbone
http://wwpdb.org/validation/2016/XrayValidationReportHelp#protein_sidechains
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5 of 301 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
2 B 395 PHE
1 C 115 ILE
2 D 346 TRP
2 B 407 TRP
1 C 25 CYS

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 66 such
sidechains are listed below:

Mol | Chain | Res | Type
2 B 380 ASN
1 C 133 GLN
2 D 349 ASN
2 B 426 ASN
1 C 15 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 carbohydrates in this entry.

5.6 Ligand geometry (i)

4 ligands are modelled in this entry.

In the following table, the Counts columns list the number of bonds (or angles) for which Mogul
statistics could be retrieved, the number of bonds (or angles) that are observed in the model and
the number of bonds (or angles) that are defined in the chemical component dictionary. The Link
column lists molecule types, if any, to which the group is linked. 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] > 2 is considered an outlier worth inspection. RMSZ is
the root-mean-square of all Z scores of the bond lengths (or angles).


http://wwpdb.org/validation/2016/XrayValidationReportHelp#rna
http://wwpdb.org/validation/2016/XrayValidationReportHelp#nonstandard_residues_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#nonstandard_residues_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#nonstandard_residues_and_ligands
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Mol | Type | Chain | Res | Link CountsBonPill\/Ilglzlgtzés\Z | > 2 CountsBOIPlL(li/[ESuZlgle#zZ | > 2
4 GTP A 500 - 25,3434 | 1.48 4 (16%) | 34,5454 | 2.14 5 (14%)

5t GDP B 501 - 23,30,30 | 1.72 4 (17%) | 30,47,47 | 2.45 6 (20%)

4 GTP C 502 - 25,34,34 | 1.55 3 (12%) | 34,54,54 | 2.22 6 (17%)

5 GDP D 503 - 23,30,30 | 1.56 3 (13%) | 30,47,47 | 2.18 4 (13%)

In the following table, the Chirals column lists the number of chiral outliers, the number of chiral
centers analysed, the number of these observed in the model and the number defined in the chemical
component dictionary. Similar counts are reported in the Torsion and Rings columns.
no outliers of that kind were identified.

Mol | Type | Chain | Res | Link | Chirals | Torsions Rings
4 GTP A 500 - - 0/18/38/38 | 0/3/3/3
5 GDP B 501 - - 0/12/32/32 | 0/3/3/3
4 GTP C 502 - - 0/18/38/38 | 0/3/3/3
5 GDP D 503 - - 0/12/32/32 | 0/3/3/3
The worst 5 of 14 bond length outliers are listed below:
Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
5 B 501 | GDP | O4-C1’” | -3.12 1.37 1.41
5 D 503 | GDP | PA-O2A | -2.23 1.45 1.54
4 A 500 | GTP | PA-O2A | -2.20 1.45 1.54
5 B 501 | GDP | PA-O2A | -2.15 1.45 1.54
4 A 500 | GTP | O5-C5 | -2.11 1.36 1.44
The worst 5 of 21 bond angle outliers are listed below:
Mol | Chain | Res | Type Atoms Z | Observed(°) | Ideal(°)
5 B 501 | GDP | C5-C6-N1 | -8.42 112.08 123.59
5 D 503 | GDP | (C5-C6-N1 | -7.99 112.67 123.59
4 C 502 | GTP | C5-C6-N1 | -7.92 112.76 123.59
4 A 500 | GTP | C5-C6-N1 | -7.76 112.99 123.59
5 B 501 | GDP | C4-04’-C1’ | -4.77 104.48 109.72
There are no chirality outliers.
There are no torsion outliers.
There are no ring outliers.
4 monomers are involved in 26 short contacts:
$roe

means
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Mol | Chain | Res | Type | Clashes | Symm-Clashes
4 A 500 | GTP 4 0
5 B 501 | GDP 5 0
4 C 502 | GTP 8 0
5 D 503 | GDP 9 0

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.


http://wwpdb.org/validation/2016/XrayValidationReportHelp#nonstandard_residues_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#polymer_linkage
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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 will therefore be empty.

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

EDS was not executed - this section will therefore be empty.

6.3 Carbohydrates (i)

EDS was not executed - this section will therefore be empty.

6.4 Ligands (i)

EDS was not executed - this section will therefore be empty.

6.5 Other polymers (i)

EDS was not executed - this section will therefore be empty.


http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_model_data
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_protein_na_chains
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_nonstandard_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_nonstandard_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_nonstandard_and_ligands
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_nonstandard_and_ligands
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