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CHROMATIN STRUCTURE

source: Veronica Buckle, Jill Brown



FLUORESCENCE IN-SITU 
HYBRIDISATION LABELLING



ACQUISITION

Thousands of stacks

Soon we move on to super-resolution imaging



DECONVOLUTION WITH 
HUYGENS

Run in batch-mode, worth doing for this application



DATA PROCESSING AND 
ARCHIVING

OMERO’s role has been so far for archiving



EXAMPLE DATA

• Brackley,	Chris	A.,	Jill	M.	Brown,	Dominic	Waithe,	Christian	Babbs,	James	
Davies,	Jim	R.	Hughes,	Veronica	J.	Buckle,	and	Davide	Marenduzzo.	
"Predicting	the	three-dimensional	folding	of	cis-regulatory	regions	
in	mammalian	genomes	using	bioinformatic	data	and	polymer	
models."	Genome	Biology:1601.02822 (2016).	



REANALYSIS
•  ACCESS DATA DIRECTLY IN OMERO �
�
�
�
�
�
Access data using python through virtual machine or through
FIJI



WHAT NEXT
Thorough comparison of all available 
automated detection and localisation methods 
for foci.

Better integration with OMERO



•  Thanks to:
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Christian Eggeling, Chris Lagerholm, Esther Garcia

•  Members of CBRG

•  Members of Micron
https://github.com/dwaithe
https://twitter.com/dwaithe


