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PDBj (Protein Data Bank Japan) maintains a centralized archive of wosctowiop s
macromolecular structures and provides integrated tools, in @,PDB
collaboration with the RCSB in USA and the MSD-EBI in EU. PDBj is PROTEIN DATA BANK
supported by JST-BIRD.
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l Cryo electron microscopy (cryoEM) is a maturing methodology in structural biology that enables the determination of 3-D

structures of macromolecular complexes and cells from 2 to 100 Angstrom resolution with information that bridges the gap
between cell biology and crystallography/NMR. In the past three years a community consensus has been reached that it
is time to establish publicly supported, one-stop deposition and retrieval facilities for cryoEM density maps, atomic models

——— m D ~ and associated metadata. A joint effort among investigators of the EBI, RCSB and the National Center for Macromolecular
( [ — ) W d \ Imaging, we aim to integrate the expertise and infrastructure of the these well-established research centers to create a
- global deposition and retrieval network for cryoEM map, model and associated metadata, as well as a portal for a number

~ of software tools for standardized map format conversion, map, segmentation and model assessment, visualization, and
A .“ yrm— ( I ' \ jﬁ data integration. We envision these tools as an essential step in the verification of the deposited data, while concurrently
A AN o w72 £ // ~ facilitating the efficient use of the archived data.

Visit the EMDB site

http://emdatabank.org/
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EMDB-ID: 1351 Download Map

SH1 subviral particle VP36~
' in ‘icosahedral’ state, at 10.5 A resolution
=°  2007-04-02
Jaalinoja H. T., Roine E., Laurinmaki P., Kivela H. M., Bamford D. H., Butcher 5. 1.

EMDB-ID: 1350 Download Map

SH1 virion

in icosahedral state, at 9.6 A resolution

2007-04-02

~ Jaalinoja H. T., Roine E., Laurinmaki P., Kivela H. M., Bamford D. H., Butcher S. J.

EMDB-ID: 1339 Download Map

Synd

in ‘icosahedral’ state, at 18 A resolution

2007-03-09

Pope WH, Weigele PR, Chang ], Pedulla ML, Ford ME, Houtz 1M, Jiang W, Chiu W, Hatfull GF, Hendrix BW, King J.

EMDB-ID: 1337 Download Map

Complete model of bacteriophage K1-5

in 'single particle’ state, at 17 A resolution

2007-03-08

P. G. Leiman, A. 1. Batfisti, V. D. Bowman, K. Stummeyer, M. Muehlenhoff, R. Gerardy-Schahn, D Schall, L 1.
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GroEL-ATP7-GroES
in 'single partide’ state, at 7.7 A resolution

Entry L
Database /ID  |EM DATA BANK (EMDB) / 1180

Last Update |2005-11-22

Map release 1 2006-02-14 -

Sample Name / GroEL-ATP7-GroES
Map Annotation  GroEL-ATP7-GroES complex
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Crystalline postsynaptic membrane from Torpedo marmorata electric organ
in "helical’ state, at 4.0 A resolution

#1: Surface view. Threshold, 2.19. | | #2: Colored surface. #3: Mesh view of the map file
Bar, 25 A (2.5 nm). Download: [map data], [Chimera with coordinates, PDB-ID: 10ED.
Download: [map data], [Chimera session], movie-[flv] [asf] [mov] Download: [map data], [Chimera
session], movie-[flv] [asf] [mov] session], movie-[flv] [asf] [mov]
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: . Christian
- FMet-tRNAMet 705 Ribosome . ’ ——| Aggregation State =
I SRy from Ecolf single particle 1= ?Ju%t Mumber of Components LN,
Ki in <talled 705 Rib ﬁ Oligomeritc State E Zemli
1004 Movie ¢ TOPERS DOSOME. cingle particle 13 o] Experimental Mol it F. Zemlin,
: —— Theoretical Mol Wt
B. A G
: release factor RF2bound to £ _ g ——
1005 Movie o ribienmac single particle 14 Ehm Cryogen Name d, M.
E®  Instrument for vitrification
_ ) _ _ _ Urml  microscope pta, M.
1006 Movie  Ecoli 70s ribosome single particle 11.3 Vall§  accelerating voltage stergaard,
M. E Specimen Holder
: S - Urm| Electron Source jpta, M.
1007 Movie Ecoli 70s n me-RF2(wid single particle . Processing Etergaard,
type) complex — : B
2L OB Resolution
i i _ Urm| 3D reconstruction Algorithm | jpta, M.
1008 Movie £ coli 70 ribosome-RF2(mutant} single particle 10.9 Vall§ 2D reconstruction Software  ptergaard,
— complex — v
M. B Fitting Software -
Urmila Rawat, A. V. Zavialov, J. Senqupta, M.
1009 Movie RF2 (GAQ) mutant from Ecoff  single particle Valle, R. A. Grassucci, 1. Linde, B. Vestergaard,

M. Ehrenberg, 1. Frank

Urmila Rawat, A. V. Zavialov, J. Senqupta, M.
1010 Movie RF2(GGQ) wild type from Ecolf  single particle Walle, R. A, Grassucci, J. Linde, B. Vestergaard,
M. Ehrenberg, J. Frank

C._San Marfin, 1T Huiskonen, 1K _Bamford,
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