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Information flow 
ISPYB interacts with the various beamline components 
(BCM, DNA…) to provide and store information 
concerning diffraction experiments.
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What is ISPYB?
ISPYB is a Laboratory Information Management System 
(LIMS) linking single crystal samples to their corresponding 
X-ray data. It is a web dynamic application using a MySQL 
database.

Access to ISPYB?
Through any web browser at http://ispyb.esrf.fr 
To log-in an ESRF Experiment number and password are 
required.

Available features:
• Management of sample, crystal and protein information 
• Description of samples sent to  ESRF, including ‘diffraction 
plan’
• Real time monitoring of data collections: diffraction images, 
crystal snapshots, harvesting of output from DNA
• Search engines for data mining
• Creation and editing of reports (i.e. for MxPress© clients)
 

Some Details

Shipment forms: communication of information 
concerning individual samples (description, bar-code, 
location, known unit cell dimensions, space group, 
‘diffraction plans’) from crystallographers in the home 
lab to those performing the experiments at the ESRF.

Storage of experimental parameters: Data 
collection is automatically recorded & reported. These 
can then be tracked via the web interface.
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Developments foreseen:
• Easier ways of entering of sample information i.e. 
through file upload
• Dewar tracking 
• Improved data mining (i.e. extraction of statistics on 
beamline use)
• Improvement of data harvesting.
• Better interaction with ‘home LIMS’
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