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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
Mogul : 1.7.2 (RC1), CSD as538be (2017)

Xtriage (Phenix) : 1.9-1692
EDS : 1rb-20029824
Percentile statistics : 20161228.v01 (using entries in the PDB archive December 28th 2016)

Refmac : 5.8.0135
CCP4 : 6.5.0
Ideal geometry (proteins) : Engh & Huber (2001)
Ideal geometry (DNA, RNA) : Parkinson et al. (1996)
Validation Pipeline (wwPDB-VP) : rb-20029824
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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 2.39 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 IENN | I 0.271

Clashscore IR I 14
Ramachandran outliers I 0 I (.5%
Sidechain outliers I 11.1%
RSRZ outliers NN I 2.6%
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))
Rfree 100719 3166 (2.40—2.40)
Clashscore 112137 3674 (2.40-2.40)
Ramachandran outliers 110173 3616 (2.40-2.40)
Sidechain outliers 110143 3617 (2.40-2.40)
RSRZ outliers 101464 3195 (2.40-2.40)

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 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.

Mol | Chain | Length Quality of chain
3%
1 A 1041 - 70% 21% . 5%
5%
2 P 17 18% 47% 12% 24%
=
3 T 22 36% 36% 9% 18%

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

Page 3 wwPDB X-ray Structure Validation Summary Report 328
Mol | Type | Chain | Res | Chirality | Geometry | Clashes | Electron density
7 DGT A 1456 - - X -
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2  Entry composition (i)

There are 8 unique types of molecules in this entry. The entry contains 8591 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-directed DNA polymerase III alpha chain.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O S
1 A 994 7815 4973 1324 1482 36 0 0 0

There are 17 discrepancies between the modelled and reference sequences:

Chain | Residue | Modelled | Actual Comment Reference
A 227 MET - EXPRESSION TAG | UNP Q5L0J3
A 425 GLY - LINKER UNP Q5L0J3
A 426 SER - LINKER UNP Q5L0J3
A 427 GLY - LINKER UNP Q5L0J3
A 428 SER - LINKER UNP Q5L0J3
A 429 GLY - LINKER UNP Q5L0J3
A 1445 SER - EXPRESSION TAG | UNP Q5L0J3
A 1446 GLY - EXPRESSION TAG | UNP Q5L0J3
A 1447 GLY - EXPRESSION TAG | UNP Q5L0J3
A 1448 HIS - EXPRESSION TAG | UNP Q5L0J3
A 1449 HIS - EXPRESSION TAG | UNP Q5L0J3
A 1450 HIS - EXPRESSION TAG | UNP Q5L0J3
A 1451 HIS - EXPRESSION TAG | UNP Q5L0J3
A 1452 HIS - EXPRESSION TAG | UNP Q5L0J3
A 1453 HIS - EXPRESSION TAG | UNP Q5L0J3
A 1454 HIS - EXPRESSION TAG | UNP Q5L0J3
A 1455 HIS - EXPRESSION TAG | UNP Q5L0J3

e Molecule 2 is a DNA chain called 5-D(*DCP*DAP*DGP*DTP*DGP*DAP*DGP*DAP*D
CP*DGP*DGP*DGP*DCP*DAP*DAP*DCP*DC)-3’.

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
2 P 13 269 126 57 73 13 0 0 0

e Molecule 3 is a DNA chain called 5-D(*DAP*DTP*DAP*DAP*DCP*DGP*DGP*DTP*D
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TP*DGP*DCP*DCP*DCP*DGP*DTP*DCP*DTP*DCP*DAP*DCP*DTP*DG)-3".

Mol | Chain | Residues Atoms ZeroOcc | AltConf | Trace
Total C N O P
3 T 18 362 174 63 108 17 0 0 0

e Molecule 4 is PHOSPHATE ION (three-letter code: PO4) (formula: O4P).

PO4
03

O-

P
04
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total O P
4 A 1 5 41 0 0
Total O P
4 A 1 5 11 0 0
Total O P
4 A 1 5 11 0 0

e Molecule 5 is ZINC ION (three-letter code: ZN) (formula: Zn).

Mol | Chain | Residues Atoms ZeroOcc | AltConf

Total Zn
5 A 1 1 1 0 0

e Molecule 6 is MAGNESIUM ION (three-letter code: MG) (formula: Mg).

Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total Mg
6 A 3 3 3

0 0
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e Molecule 7 is 2-DEOXYGUANOSINE-5’-TRIPHOSPHATE (three-letter code: DGT)
(formula: 010H16N5013P3).

DGT
=
“-H,N_.- T ugN
“\Pl SO
sy c \JP; g SH‘
:'/:.’ rap P
HO “ o 0 OH
oL o P ) 018
g D;BO OH
oze rs P
o}jﬁo Oo;s
Mol | Chain | Residues Atoms ZeroOcc | AltConf
Total C N O P
! A ! 31 10 5 13 3 0 0

e Molecule 8 is water.

Mol | Chain | Residues Atoms ZeroOcc | AltConf
8 A 84 ngal 521 0 0
8 P 4 Toial El) 0 0
8 T 7 TO;al ? 0 0
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These plots are drawn for all protein, RNA and DNA 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

3 Residue-property plots (i)

Page 7

582
= 9 =
- & g
e - —
Lo
o -
g
< ™ o
)
v ©CO =
g g =
n
g hC @ ggeL 7560 96071 06TTA 09€TY
o dm E€Q ° | ewen | #6011 68770 |
=} m = | gegb um& mmm:_ 88TTL T9ETE
= zegY 8183
o« [p] Muc | teem ° 1 8£6a 8010
Il @ Ogen 808Y | $L01Q
PR in 1 00LH 1 TE6S £LOTY 68618
=
= N =5 £zea 6694 s08b 1 08TTh 1
o = . [ ] 86931 890Td 98ETL
N © 8IEA 1 GEETY
e % ] ° oz6a 3907Q LLTTE | weesd
nha“ N = HIEA 1 1 €EETT
"~ ) [ | 8898 ° £26) 9S0TA 1
~N RO x® 1180 189 G641 1 62ETN
o] = [ | ° 28019 TLitd 1
| = % = 50EA ° | 19014 | mmm:
o = O 3] LT6L 0S0TH 69TTH
20 = Wo = 0644 9T6H 1 | 89TTE ToETd
=) © ® 01%a 01 1 9%0TL L9TTT 1
m an.U < .m ommz 1 €167 { 99T TH 6621V
n et €88 | gotTd | 86TTA
S < o 1623 50T T8LN 6£0TD POTTY 1
T = | | e0%
—_ g < £9TTA z8TTIl
o g — 982a (2528 119a L061 z9TTd | 18211
N = W e = 1 1 ® 9.94 1 08ZTA
o = 3 — 66€% ® G.91 8LLd 206V 92011 1
E QM S > 1128 86EN .98 1 ° 9LeTY
LT g <1 2 9.z | Leen T 1689 SLTTH
— = o & §lzl 96€H TL9¥ ° I ° DLTTY
aV.ud .mc < - <5 [ | g6Ex ® S9LV 89110 £LTTN
= o o g zLel | v9LD 7680 2007V LYTIN |
= o .2 E S [ | 188d ® 6999 1 £684 1 1 0LZTH
<=5 3 5924 98€e4 8998 8524 | ze8s %664 »HT1E 1
Il M = a, [ ] ages [ ] $GLE 1689 | £p11d 19211
o g 3 =® ~ 1923 659 1 1 mﬂm» qu:. 1
) R 0921 o+ | sagn 09,8 188D £9TTY
% M ) M . R [ | 1897 | 6bld 1 #86d 6€TTT 1
m..o 3 w A £9gd 6983 87LN umﬁ mmma 8eT1d m«mﬁ
=y " 1 89EY 1 LETTE
.. = o | L9EY LL8H 864 1 LETTA
= < w = D iz 99gb 2491 THLL LLEN £211d 1
= o g Q R3] 8T 9988 e 7199 1 TTITI 18214
=c= &8 8 N Cweer  osed sEL | |
2 "% E o .H | €961 69 — 8989 TL6A 6111d Lzeid
o gk = T asa | [evod o | et (43281
o =g n ¥ A_n LGEA e L¥9H 8TLA 8969 :m: 1
= f 9ggv | L96d LTyTE
) m 1@ m Z, 0vzA agea + 9964 (4331} EmE
. P9EH TTTTT }
b5 % w Lm - 1 | OTTTH $1210 91519
% = & 4 .- 6YEL 60T7H 1 | aterH
— R o — . agzy 8vER ° { orzII P1vIh
o O 2 32 o B 1 9£94 2981 60CTA 1
< M = e .|u. .. whEL $E9T 1 %0710 01518
o ® 3 5 2 - EvEN | €vea | gor1a |
= o3 <2 o They 8291 1 TOTTH €0v1H
< W  a O = THER 1 oveu 1 1
..m 5 m = M < 6794 6£8Y 66011 £981Q
oL o = = o I 1 86010 61T Z9ETT
S ® O n e &) Teed | [ tertw | ToEmN

24%

12%

RLDWIDE

0O
PROTEIN DATA BANK

erpBe

W

47%

18%

6%

e Molecule 2: 5-D(*DCP*DAP*DGP*DTP*DGP*DAP*DGP*DAP*DCP*DGP*DGP*DGP*D

CP*DAP*DAP*DCP*DC)-3’

Chain P:
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e Molecule 3: 5-D(*DAP*DTP*DAP*DAP*DCP*DGP*DGP*DTP*DTP*DGP*DCP*DCP*D
CP*DGP*DTP*DCP*DTP*DCP*DAP*DCP*DTP*DG)-3’

5%
Chain T: - 36% 36% 9% 18%
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4 Data and refinement statistics (i)

Property Value Source
Space group Cc2221 Depositor
Cell constants 116.17A  140.79A 184.52A .
Depositor
a, b, c, a, B,y 90.00° 90.00° 90.00°
. 43.52 - 2.39 Depositor
Resolution (4) 4351 — 2.39 EDS
% Data completeness (Not available) (43.52-2.39) Depositor
(in resolution range) 99.6 (43.51-2.39) EDS
Rinerge 0.10 Depositor
Raym (Not available) Depositor
<IJo(l)>" 1.94 (at 2.39A) Xtriage
Refinement program REFMAC 5.4.0069 Depositor
R R 0.228 , 0.273 Depositor
» Hhfree 0.226 , 0.271 DCC
Rfree test set 3017 reflections (5.32%) DCC
Wilson B-factor (A?) 47.2 Xtriage
Anisotropy 0.090 Xtriage
Bulk solvent kyo(e/A?), By (A?) 0.30 , 38.3 EDS
L-test for twinning” <|L| > =047, < L?*> =030 | Xtriage
Estimated twinning fraction No twinning to report. Xtriage
F,,F. correlation 0.94 EDS
Total number of atoms 8591 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 3.30% 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.
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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: PO4,
MG, ZN, DGT

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\ (57 #é\ >5 | RMSZ #éy >5
1 A 0.60 | 6/7979 (0.1%) | 0.73 | 8/10798 (0.1%)
2 P 1.25 0/303 2.00 | 14/465 (3.0%)
3 T 149 | 5/404 (1.2%) | 2.17 | 24/621 (3.9%)
Al | ANl | 0.70 | 11/8686 (0.1%) | 0.94 | 46/11884 (0.4%)

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

Mol | Chain | Res | Type | Atoms Z | Observed(A) | Ideal(A)
3 T 8 DT C4’-04" | -9.95 1.35 1.45
1 A 688 | GLU | CG-CD | 7.21 1.62 1.51
1 A 717 | GLU | CD-OE1 | 6.43 1.32 1.25
1 A 718 | GLU | CD-OE1 | -6.32 1.18 1.25
3 T 13 DC N1-C2 5.80 1.46 1.40

The worst 5 of 46 bond angle outliers are listed below:

Mol | Chain | Res | Type | Atoms Z Observed(°) | Ideal(°)
3 T 8 DT | O4’-C1’-N1 | 16.10 119.27 108.00
2 P 16 DC | O4’-C1’-N1 | 15.11 118.57 108.00
3 T 8 DT | N1-C1’-C2’ | -13.02 87.87 112.60
3 T 15 DT P-03’-C3’ 8.73 130.17 119.70
2 P 17 DC N3-C4-N4 | -8.48 112.06 118.00

There are no chirality outliers.

There are no planarity outliers.
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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 7815 0 7742 225 0
2 P 269 0 142 4 0
3 T 362 0 205 4 0
4 A 15 0 0 0 0
S A 1 0 0 0 0
6 A 3 0 0 0 0
7 A 31 0 12 9 0
8 A 84 0 0 4 0
8 P 4 0 0 0 0
8 T 7 0 0 0 0

All All 8591 0 8101 235 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 14.

The worst 5 of 235 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:A:719:MET:SD 1:A:719:MET:CE 2.08 1.39
1:A:947:CYS:SG 1:A:949: THR:OG1 1.96 1.21
1:A:946:ARG:HG3 | 1:A:946:ARG:HH11 1.04 1.18
7:A:1456:DGT:H5’A | T:A:1456:DGT:HS8 1.34 1.10
1:A:966:PHE:HE2 | 1:A:1217:MET:HE2 1.09 1.10

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

WO RLDWIDE
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analysed, and the total number of residues.

Mol

Chain

Analysed

Favoured

Allowed

Outliers

Percentiles

1

A

986,/1041 (95%)

932 (94%)

49 (5%)

5 (0%)

32 46

All (5) Ramachandran outliers are listed below:

Mol | Chain | Res | Type
1 A 670 CYS
1 A 767 PRO
1 A 330 ASN
1 A 1052 GLY
1 A 707 PRO

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

1

A

853/904 (94%)

758 (89%)

95 (11%)

5 of 95 residues with a non-rotameric sidechain are listed below:

Mol | Chain | Res | Type
1 A 778 PHE
1 A 896 VAL
1 A 1253 LYS
1 A 781 THR
1 A 831 GLU

Percentiles
o] |

Some sidechains can be flipped to improve hydrogen bonding and reduce clashes. 5 of 22 such
sidechains are listed below:

Mol | Chain | Res | Type
1 A 803 ASN
1 A 924 HIS
1 A 1329 ASN
1 A 805 GLN
1 A 911 ASN
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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)

Of 8 ligands modelled in this entry, 4 are monoatomic - leaving 4 for Mogul analysis.

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).

. . Bond lengths Bond angles
Mol | Type | Chain | Res | Link | | RMSZg #|Z| > 2| Counts RMSZg #£1Z| > 2
1 | po4 | A 1 - 144 | 085 0 6,66 | 0.29 0
7 |DGT| A [1456]| 6 [263333] 116 | 2 (%) |285252] 270 | 11 (39%)
i | po4 | A 2 - 144 | 074 0 6,66 | 042 0
i [ pod | A 3 - 144 | 0.70 0 6,66 | 053 0

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 PO4 A 1 - - 0/0/0/0 | 0/0/0/0
7 DGT A 1456 6 - 0/18/34/34 1 0/3/3/3
4 PO4 A 2 - - 0/0/0/0 | 0/0/0/0
4 PO4 A 3 - - 0/0/0/0 | 0/0/0/0

All (2) bond length outliers are listed below:

means
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Mol | Chain | Res | Type | Atoms | Z | Observed(A) | Ideal(A)
7 A 1456 | DGT | C5-C4 | 2.28 1.45 1.40
7 A 1456 | DGT | C6-C5 | 3.33 1.47 1.41

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

Mol | Chain | Res | Type | Atoms Z | Observed(°®) | Ideal(°)
7 A 1456 | DGT | C2-C1’-N9 | -5.96 100.15 114.23
7 A 1456 | DGT | C5-C6-N1 | -4.01 117.78 123.48
7 A 1456 | DGT | N3-C2-N1 | -3.90 121.77 127.46
7 A 1456 | DGT | C4-C5-N7 | -3.79 105.75 109.41
7 A 1456 | DGT | C6-C5-C4 | -3.18 117.68 120.84

There are no chirality outliers.

There are no torsion outliers.

There are no ring outliers.

1 monomer is involved in 9 short contacts:

Mol

Chain

Res

Type

Clashes

Symm-Clashes

7

A

1456

DGT

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.
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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 | 994/1041 (95%) 0.17 |25 (2%) 58 55 |29,42,58,79 | 0
2 P 13/17 (76%) 0.37 1 (7%) 14| 12] | 27,43, 79,89 | 0
3 T 18/22 (81%) -0.01 1 (5%) 25 24| |27,43,65,60| 0
All | Al | 1025/1080 (94%) |  0.17 |27 (2%) 56 54 |27,42,59,89| 0

The worst 5 of 27 RSRZ outliers are listed below:

Mol | Chain | Res | Type | RSRZ
767 | PRO 6.9
765 | ALA 4.4
647 | HIS 3.8
793 | PRO 3.7

5 DG 3.5

DO | = =] = =
| | B | |

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)

In the following table, the Atoms column lists the number of modelled atoms in the group and the
number defined in the chemical component dictionary. LLDF column lists the quality of electron
density of the group with respect to its neighbouring residues in protein, DNA or RNA chains.
The B-factors column lists the minimum, median, 95 percentile and maximum values of B factors


http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_model_data
http://wwpdb.org/validation/2016/XrayValidationReportHelp#fit_protein_na_chains
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of atoms in the group. The column labelled ‘Q< 0.9’ lists the number of atoms with occupancy
less than 0.9.

Mol | Type | Chain | Res | Atoms | RSCC | RSR | LLDF | B-factors(A?) | Q<0.9

4 PO4 A 1 5/5 0.76 0.23 0.69 92,93,94,94 0
) ZN A 4 1/1 0.95 0.05 -2.09 73,73,73,73 0
7 DGT A 1456 | 31/31 0.98 0.08 -2.93 23,27,30,30 0
6 MG A 6 1/1 0.80 0.11 | -11.17 61,61,61,61 0
6 MG A 7 1/1 0.88 0.07 | -11.32 49,49,49,49 0
6 | MG A 5 1/1 0.94 | 0.04 - 94,24,24,24 0
4 PO4 A 2 5/5 0.82 0.30 - 123,123,123,123 0
4 PO4 A 3 5/5 0.87 0.35 - 97,97,97,97 0

6.5 Other polymers (i)

There are no such residues in this entry.

grDRe


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

	Overall quality at a glance i
	Entry composition i
	Residue-property plots i
	Data and refinement statistics i
	Model quality i
	Standard geometry i
	Too-close contacts i
	Torsion angles i
	Protein backbone i
	Protein sidechains i
	RNA i

	Non-standard residues in protein, DNA, RNA chains i
	Carbohydrates i
	Ligand geometry i
	Other polymers i
	Polymer linkage issues i

	Fit of model and data i 
	Protein, DNA and RNA chains i 
	Non-standard residues in protein, DNA, RNA chains i 
	Carbohydrates i 
	Ligands i 
	Other polymers i 


