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RightField is an open source desktop tool for embedding ontology term selection in to Excel spreadsheets to
create templates. Vanilla Excel spreadsheets are produced and do not contain macros or require special plugins.
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Excel workbook with marked up cells

Marked up cells are shown with green overlays.

In Excel, values for these cells must come from the specified list
of ontology terms.

When a spreadsheet template with embedded terms and
marked up cells is opened in Excel, drop down lists

allow users to choose values to enter for that cell.

Once filled out a spreadsheet can be saved and
processed so that an RDF Graph, which relates back to

the original ontology can be produced.

Biologists, who are intimately familiar with Excel,

produce semantic annotations as part of their

daily

workflow, without any need for specialised ontology

editing tools, or knowledge of ontologies.

Contact us and find out more at: http://www.rightfield.org.uk
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Term list for selected cells

The values of the selected marked up cells must come from this list
of ontology terms. (In this case, these terms represent subclasses
of the AssayType from the JERM ontology.
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title ~ Post-rapamycin transcriptional profile

summary " Results of a transcriptional profile in yeast after rapamycir
summary M

overall design "4 samples, each with 2 replicates

contributor " Keith Richards
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