Zegami: A framework for image centric data exploration

Relevant Call: http://www.bbsrc.ac.uk/funding/opportunities/2014/2014-bioinformatics-biological-resources-fund.aspx
PI: Stephen Taylor, WIMM (http://www.cbrg.ox.ac.uk/CBRG_home/CBRG_personnel.shtml)

Co-Pi: Jens Rittscher, IBME & TDI (http://www.ibme.ox.ac.uk/research/biomedia/jens-rittscher)

Abstract

We propose the development of methods and tools to facilitate interactive web based, high throughput, image-centric exploration of large collections of biological imaging data. Building upon the concept of PivotViewer (Taylor and Noble, 2014), we are developing Zegami, a system that will help users to explore large complex image data sets with its unique and powerful zoomable graphical interface data and simultaneously mine the corresponding descriptive statistics and annotations. 
Large biomedical image collections are very complex data sets. They contain information at different anatomical scales, multiple channels, and time points. The observed phenotype can relate to changes in the intra-cellular structure, the overall morphology, or the overall tissue architecture. Effective annotation of these large data sets is a bottleneck, even for an expert user and vital to define ground truth data for machine learning algorithms. In order to employ such methods effectively, users need to make a set of annotations that are then used for training the statistical learning methods. By providing comprehensive support for user annotations in the image collections we will effectively link visualization and the underlying image analysis.
In addition, we plan to support all popular microscopy formats (including 3D stacks and movies) and integrate Zegami with other popular image analysis and storage platforms, including Fiji (Schendelin,2012), CellProfiler (Carpenter, 2006), and OMERO (Allan, 2012) to allow the system to be utilized as widely as possible in the community.
For further details regarding of our current version of the software, HTML5 PivotViewer see:

· Website: http://www.cbrg.ox.ac.uk/data/pivotviewer/intro.shtml
· YouTube introductory video: https://www.youtube.com/watch?v=BvDOPpRo7KM
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