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About PDB/RDF
PDB/RDF PDB/RDF , chem_comp/RDF
PDB ID: ) (eg,'7RSA) PED  [+]
property: ~ (e.g, 'PDBoentity pdbx_description’)
keywords: ~ (eg, 'alcohol’)

Download XSLT stylesheet for converting PDBML to RDF: PDBML2rdf xsl.gz (gzipped 22KB)

BI\/IRB/RDF

BMRB/XML & BMRE/RDF Publication Servers
NMR Spectroscopic Data of BioMagResBank in XML and RDF formats

TUEAIER

‘ 1 HiE ﬁ@*ﬁ%ﬁﬁ(x-ray,
NMR, EM) 1&%R

HEERTEHR

HRIZXE DRDF format @)RIF

<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.org/2001/XMLSchema#float">2.10</resolution>

</rdf:Description>
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Feb 25, 2014 - 04:13 AM GMT

IWDE

wwPDDB X-ray Structure Validation Summary Report [

Crystal Structure of Keapl in Complex with phospharylated pa2

Fukotcani, T.; Takegi, K; Mizushima, T.; Tenokn K.; Komatse, M

mumato, M.
I013-06-24
280 A(reported)

This is o wwPDH wlidetion summary repoet for o pubicly releassd PDB entry.
We weleome your commsents ot validation@imail
A user guide = pmilnble st heip: ! fewpdboosg Vabdetioa PO Nobs kil

el

Ya-

1 Owerall quality at a glance [ i)

The reported resclution of this entry is 2604

Percentile scares [ranging between 0-100) for global validstion metrics of the entry are shown in

the fallowing graphic. The tahle shows the rumber of entries on which the scores are bosed.
Medric Percentile Ranks Value

Fifiose I i o— s
CLarsricore I A e—
Hamachandran gutliens ]
Sidechmn outiiers — 3 B2
iy L

Ditmcarar saiasive s il -sag mnararm
[ el il s v Al b, oF sl e s

Validation reportM &k

3 Residue-property plots ()

These plots are drown for all protein, ANA and DNA chains in the entry. The fimt grophic for o
chain summuorises the proportions of errom disployed in the second graphic. The second graphic
shown the sequence view anpotated by isawes in grometry nnd electron density. Residoes are color-
coded aoconding to the oumber of geometric quality eriterin for which they contain nt least one
outlier: green =0, yellow = 1, orunge = 2 nnd red = 3 ar more. A red dot above o residie indicotes
& poar Bt to the electron density (RSRE = 2). Stretches of 2 or more conseostive residives withous
any outlier are ahown s & green connector. Besidues p L in the sumple, but pot i the modsl,
are shown in grey.

= Molecule 1: Kelch-like ECH-associated protein 1
Chain A:

P SRR R S FE SRR
BRITl TRTREEESTE SR SE T TR
s BEEE B BT

= Molecule 2: Peptide from Ssquestoscme-1
Chain B:

F-ijil

Validation report
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ATOMIC-LEVEL STRUCTURE OF THE ENTIRE HIV-1 CAPSID

L 1] Zhae, G., Perila, LA, Yutenyay, EL., Meng, X., Chen, B, Ning, 1., Ahn, 1, Grenenborn, A-M., Schulten, K., Alken, C., Zhang, P.
nRE 2003-04-12
fme 20130523

3J3Q mRREE 2013-05-12

S Mature HIV-1 capsid structure by cryo-electron microscopy and all-atom molecular dynamics.
Nature, 497, 2013

ATOMIC-LEVEL STRUCTURE OF THE ENTIRE HIV-1 CAPSID (186 HEXAMERS + 12 PENTAMERS)

1] Zhao, G.. Perila, 1R, Yutemyuy, EL, Meng, X.. Chen, B., Ning, 1., Afn, 1, Gronenborn, A M., Schulten, K., Alken, C., Zhang, P.
mias 2013-05-06
HmE 2013-05-29
3] 3Y EE D 20130512
f— Mature HIV-1 capsid structure by cryo-clectron micrascapy and all-atom malecular dynamics.

Nature, 497, 2013

STRUCTURE OF THE YEAST MITOCHONDRIAL LARGE RIBOSOMAL SUBUNIT

T Amunts, ., Brown, A, Bai, X.C., Uscer, 1L, Husssin, T., Emsiey, P, Lang, F., Murshuday, G., Scheres, 5.H., Ramakrishran, V.
nas 2014-01-22
&me 2014-04-03
|boscmal
3]6B - the yeast large subunit,

Science, 343, 2014

mnnzm STRUCTURE OF A VIRUS-RECEPTOR COMPLEX

Dent, K.C., Thampscn, R., Sarker, AM., Hiscox, 1.A., Barr, 1., Steckliey, P.G., Ransan, N.A.
.-E 2013-07-17 -
“ame 2013-07-17
e HIV-1 Capsid 3J3Q

The Asymmetric Structure of an Icosahedral Virus Bound its Receptor Suggests @ Mechanism for Genome Release.

4BP7

Al

Structure, 21, 2013 -
*1356 chains
THE CRYSTAL STRUCTURE OF THE EUKARYOTIC 405 RIBOSOMAL SUBUNIT IN COMPLEX WITH EIF1 AND EIF1A
L1 Wedscer, M., Voigts-Hoffmann, F., Rabd, 1., Leibuncgut, M., Ban, N.
MRe 2013-05-24
>2M atoms
4BT5 R The Crystal of the ¥ A0S Subumit in Complex with Eifl and Eif1A

Mat.Struect Mol Bicl, 2013

THE LIMITS OF STRUCTURAL PLASTICITY IN A PICORNAVIRUS CAPSID REVEALED BY A MASSIVELY EXPANDED EQUINE RHINITIS .25 - PDB format entries

@ro‘ta

A VIRUS PARTICLE
1] Baldker, S.E., Groppels, E., Prarsan, A.R., Stockdey, P.G., Aowiands, D1, Ranson, N.A.
[ L] 2014-04-02
4CTF Ei 2014-05-21
ape— Limits of PFlasticity in a Capsid Revealed by a Massively Expanded Equine Ahinitis 2 Vinus Particle.

1.virol., 88, 2014

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

A VIRUS PARTICLE

L L] Bakker, 5.E., Groppels, E., Pearson, AR., Stocdey, P.G., Rowlands, 01, Ranson, N.A.

LT 2014-05-01

LME 2014-05-21

- Limits of Flasticity in a Pic Capsid Revealed by a Massively Expanded Equine Ahinitis 2 Virs Particie.

1.irol., 88, 2014

CRYSTAL STRUCTURE OF TCDA1

s Meusch, D., Gatsogiannis, C., Efremow, AUG., Lang, A.E., Hofaged, O., Vetwer, LR., Atories, K., Raunser, 5.
mias 2014-01-03
HmE 2004-02-26

40 gY BEBHE 2014-03-05

f— Mexhanism of Te tooin action revealed in molecular detail
Nature, 2014
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GEMERR L. EME{EERFIEEDKDELIERTE

R Query: human RNA polymerase Il
qg%ﬂdﬁ% polymerase IT in complex with Alu RNA Wlth RNA (EMDB_ 2189)
S 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 II found

Pages: [1]1234567891011 121314151617 18 19 20 21 22 23 24 25 26 27 28 29 30




PDBj cPbE EF-TU-GTP with EF-G-GDP

Molecular mimicry D &4
> F¥EEE:R. Green, Curr Biol., 2000

Query: EF-Tu-GTP with Phe-tRNA

Subject structure

PDB-ID: 1ob2, Assembly: deposited form
E. coli elongation factor EF-Tu complexed with the antibiotic kirromycin, a GTP analog, and Phe-tRNA
¥, Yorodumi

ilar stru s found
-10
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@eF-site (HERIF7FFZm) for large structures
®ProMode (BE##REIS 1329 X) for large structures
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~670 A

Connolly

Surface /

Poisson-

Boltzmann Electrostatic

eq. molecular
surface

Vault (2zuo, 2zv4, 2zv5) : more than 10,000,000 Da (78 chains)

Tanaka et al. (2009) Science, 323. 384-388
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