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- a unified web interface to perform co-localization analysis of genomic features
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The tool deliberately allows the selection of multiple check boxes for each parameter. When multiple check boxes are selected, all the methods that are compatible with the selections
e run in parallel. This will allow the assessment of robustness of a findings across different methods and/or method-specific parameters
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Results for each dataset and tool configuration

Your analysis has been completed and your results are available below. You can see the parameters used for the run (in the originally GUI layout) by clicking the "rerun” icon on this history

If not certain how to interpret and report on significance from multiple methods for the same analysis setup, please consult the Good analysis practice section in the FAQ on t
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racks ordered by the magnitude of their co-localization enrichment with t ue
Check all Uncheck all localization enrichment determined by each individual tool/configuration chosen. A consensus rank is then obtained as a geometric mean of the individual ranks.The table can also be
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