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<rdf:Description rdf:about="http://rdf.wwpdb.org/pdb/1BY4">
<rdf:type rdf:resource="http://purl.uniprot.org/core/Structure_Resource"/>
<database rdf:resource="http://purl.uniprot.org/database/PDB"/>
<method rdf:resource="http://purl.uniprot.org/core/X-Ray_Crystallography"/>

<resolution rdf:datatype="http://www.w3.0rg/2001/XMLSchema#float">2.10</resolution>
</rdf:Description>
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! 1 Overall quality at a glance (i
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PDB The repeeted resclution of this entry is 260 A.

PROTEIN DATA BANK Percentile scores (ranging between 0-100) for global validation metrics of the entry are shown in
) - ~ A p: £ the fallowing graphic. The table shows the mumber of entries on which the scores are based.
wwPDB X-ray Structure Validation Summary Report | Meric Percentile Ranks value
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PDBID : 3WDZ

Titlu :  Crystal Structure of KLQ:.’II in Complex fi‘t'.'x phmpbur)'-lau&l p62 : 3 Residue-property plots ()
Authors : Fukutomi, T.; Takegi, K.; Mixushima, T.; Tanoka, K.; Komatsu, M.; Ya
mamato, M. These plots are drawn for all protein, RNA and DNA chains in the entry. The fimt graphic for a
Deposited on @ 2013-06-20 chain summurises the proportions of erroms displayed in the second graphic. The sscond graphic
Resalutica : 2.60 A (reported) shows the sequence view annotated by isues in grometry and electron density. Residuoes are color-
esalution : 2.60 A(reported) coded aecording to the number of geometric quality criterin for which they coatain at kngt ane
outlier: green = 0, yellow = 1, ornage = 2 and red = 3 ar more. A red dot above a residue indicates
This is & wwPDB walidation summary report for a wdy released PDB entry. & poor fit to the electroa density (RSRZ > 2). Stretches of 2 or more consecutive residues withous
We wel at validats P“a il ceg any outlier are shown as a green connector. Residues p in the sample, but not in the model,
your comments tion! w "pdb‘ are shown in grey.
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wwPDB Service site for a new format
http://mmcif.wwpdb.org/

PDBx,"mmClF Home Dic aries - Documentation ~ Downloads Contact Us

PDBx/mmCIF Dictionary
Resources

This site provides information about the format, dictionaries and related software tools used by the
Worldwide Protein Data Bank (wwPDB) to define data content for depositon, annotation and

archiving of PDB entries.

Dictionaries Documentation FAQs
¢ Browse the current dictionary» Questions about PDBx/mmCIF format,
e Download/view all dictionaries » and data content, or software tools?
e Search dictionaries» Check out the FAQ»
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ATOMIC-LEVEL STRUCTURE OF THE ENTIRE HIV-1 CAPSID
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Zn2o, G., Perila, )R, Yufenyuy, E.L, Meng, X., Chen, B., Ning, J., Ahn, 3,
2013-04-12
2013-05-29
2013-06-12

Mature HIV-1 capsid by cry:
Nature, 497, 2013

Grenenborn, A M., Schulten, K., Alken, C., Zhang, P.

and all-atom

ATOMIC-LEVEL STRUCTURE OF THE ENTIRE HIV-1 CAPSID (186 HEXAMERS + 12 PENTAMERS)
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Zn3o, G., Perila, )R, Yufenyuy, E.L, Meng, X., Chen, B., Ning, J., Ann, 3.,
2013-05-06

2013-05-29

2013-06-12

Mature HIV-1 capsid by cry:
Nature, 497, 2013

Grenenboem, AM., Schulten, K., Alken, C., Zhang, P.

and all-atom

STRUCTURE OF THE YEAST MITOCHONDRIAL LARGE RIBOSOMAL SUBUNIT
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Amunts, A., Brown, A., Bai, X.C., Uacer, J.L., Hussain, T., Emsiey, P., Long, F., Murshudov, G., Scheres, S.H., Ramakrishnan, V.
2014-01-22
2014-04-09
of the yeast large subunit.
Science, 343, 2014
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Dent, K.C., Thompsen, R., Barker, A M., Hiscox, 1.A., Barr, 1.N., Stockiey, P.G., Ranson, N.A.
2013-07-17

2013-07-17

2013-09-11

The of an
Structure, 21, 2013

Virus Bound its Receptor Suggests 2 Mechanism for Genome Release.

'I'N! CRYSTAL STRUCTURE OF THE EUKARYOTIC 40S RIBOSOMAL SUBUNIT IN COMPLEX WITH EIF1 AND EIF1A
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Weisser, M., Voigis-Hoffmann, F., Rab, J., Leibuncget, M., Ban, N.
2013-05-2¢

2013-07-17

The Crystal of the ¥ 408
Nat Struct Mel.Biol, 2013

Subunit in Complex with Eifl and Eif1A

THE LIMITS OF STRUCTURAL PLASTICITY IN A PICORNAVIRUS CAPSID REVEALED BY A MASSIVELY EXPANDED EQUINE RHINITIS

A VIRUS PARTICLE
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A VIRUS PARTICLE
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Bakker, S.E., Groppeli, E., Pearson, A.R., Stoddey, P.G., Rowlands, D.)., Ranson, N.A.
2014-04-02
2014-05-21
Limits of
J.virol., 88, 2014

Plasticity in a Capsid Revealed by a Massively Expanded Equine Rhinitis 2 Virus Particle.

THE LIMITS OF STRUCTURAL PLASTICITY IN A PICORNAVIRUS CAPSID REVEALED BY A MASSIVELY EXPANDED EQUINE RHINITIS

Bakker, S.E., Groppeli, E., Pearson, A.R., Stodkey, P.G., Rowlands, D)., Ranson, N.A.
2014-05-01
2014-05-21
Limits of
J.virol., B8, 2014

Plasticity in a Capsid Revealed by a Massively Expanded Equine Rhinitis 3 Virus Particie.

CRYSTAL STRUCTURE OF TCDA1

an
ans
ams
BnEEwE

Sl

Meusch, D., Gatsogiannis, C., Efremov, R.G., Lang, A.E., Hofmagel, O., Vetter, LR., Aitories, K., Raunser, S.
2014-01-03

2014-02-26

2014-03-05

Mechanism of Tc toxin action revealed in molecular detail

Nature, 2014
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Subject structure Query: human RNA pOIymerase "

EMDB-ID: 2189

Qm polymerase II in complex with Alu RNA With RNA (EMDB: 21 89)
o Similar str. from 185,558 images

Search Result [Display as list]

3000 similar structures found from all 185558 (filter level: 0.5)

showing 1 - 100 >100 RNA polymerase Il found
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