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EM DATA BANK

Overview

NCMI Z

PROTEIN DATA BANME

A Unified Data Resource for CryoEM

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
and associated metadata. A joint effort among investigators of the EBI, RCSB and the National Center for Macromolecular
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
data integration. We envision these tools as an essential step in the verification of the deposited data, while concurrently

facilitating the efficient use of the archived data. http : //e m d ata ba n k. O rg/

Visit the EMDB site
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Chinese Help Contact Us

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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What's new

20-Dec-2007

Data download service via rsync is started.
12-Dec-2007

Effective February 1, 2008, structure factor amplitudes/intensities
(for crystal stru-:tures} and restraints {fnr MMR structures) will be a
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EMDB-ID: 1272 Download Map

Adenovirus capsid with GFP fused to C-terminus of capisd protein pIX
in ‘icosahedral’ state, at 22 A resolution

2006-10-04

M. P. Marsh, 5. K. Campos, M. L. Baker, C. Y. Chen, W. Chiu, M., A Barry

EMDB-ID: 1266 Download Map

emptied bateriophage phi29 particle

in 'single particle’ state, at 27 A resolution

2006-09-12

~ Ye Xiang, Marc C. Morais, Anthony J. Battisti, Shelley Grimes, Paul J. Jardine, Dwight L. Anderson, Michael
G. Rossmann

EMDB-ID: 1265 Download Map

phi29 mature particle

in 'single particle’ state, at 16 A resolution

2006-09-12

Ye ¥iang, Marc C. Morais, Anthony J. Batiist, Shelley Grimes, Paul J. Jardine, Dwight L. Anderson, Michael
G. Rossmann

EMDB-ID: 1260 Download Map

emptied bacteriophage phi29

in 'single particle’ state, at 20 A resolution

2006-08-22

Ye ¥iang, Marc C. Morais, Anthony J. Battisti, Shelley Grimes, Paul 1. Jardine, Dwight L. Anderson, Michael




EM Navigator

— 7 )LR—

EMINavigator

PDBj | > | EM Navigator | > Table View

Column 4: Column 5:
Aggregation State - Resolution
Keywords:

D Tuove Jsompi tame ____Jn sate_[Rcouiion s

1001 Movie

1003 Movie

1004 Movie

1005 Movie

1006 Movie

1007 Movie

1008 Movie

1009 Movie

1010 Movie

Rigor insect flight muscle from  individual

Lethocerus maximus structure

;ﬁt;ﬁhﬁt 70S Ribosome single particle
EEE??;}SEHM 705 Ribosome single particle
gﬁﬁﬂ RF2 bound to £ single particle
£ coli 70s ribosome single particle
ﬁg{gﬁ;;&mm—ﬁzmnd single particle
£ coli 70s ribosome-RF2(mutant) single particle

complex

RF2 (GAQ) mutant from Ecoff  single particle

RF2(GGQ) wild type from Ecolf  single particle

(Click the column header to sort]
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o
[ A

= Aggregation State Christian
115 ?J;—:: Mumber of Components LM,
—1 Oligomeritc State
13 B3] Experimental Mol Wt F. Zemlin,
i Theoretical Mol Wt
B. A G,
14 Myal Cryogen Mame d, M.
Ehre Instrument for vitrification
Urml  microscope pta, M.
11.3 Vall§  accelerating Voltage stergaard,
M. § Specimen Holder
Urm| Electron Source jpta, M.
Processing stergaard,
M. B Resolution
Urm| 3D reconstruction Algorithm | jpta, M.
10.9 Vall§ 3D reconstruction Software ~ Lergaard,
M. B Fitting Software -

Urmila Rawat, A. V. Zavialov, J. Senqupta, M.
Valle, R. A. Grassucci, 1. Linde, B. Vestergaard,
M. Ehrenberg, 1. Frank

Urmila Rawat, A. V. Zavialov, J. Senqupta, M.
Valle, R. A. Grassuccl, . Linde, B. Vestergaard,
M. Ehrenberg, J. Frank

. San Martin. 1. T. Huiskonen. 1. K. Bamford.
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GroEL-ATP7-GroES
in 'single partide’ state, at 7.7 A resolution

( Details /|Movies|) | <]

Entry
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
" gl &, supplied by Neil Ranson
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