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Abstract
As a part of a project on information extraction from the research papers in genome domain, we are
creating an expert-tagged corpus of MEDLINE abstracts which will be used for training and testing
the information extraction systems. The markup scheme is based on a conceptual domain model
(ontology) and implemented in SGML. We created a preliminary corpus of 100 MEDLINE abstracts,

and also conducted a cross-validation experiment with independent biologists.
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Ti - The actions of cyclosporin A and FK506 suggest a novel step in the activation of <SSOURCE id=1 subtype=cell-type>T lymphocytes</SOURCE>.
4AB - Cyclosporin A and FK506 are immunosuppressive compounds that have similar inhibitory effects on the expression of several lymphokines
produced by <SOURCE id=1 subtype=cell—type>T lymphocytes</SOURCE>.

Despite their similar effects the drugs bind to two different <SOURGE id=2 subtype=sub-location>cytosolic</SOURCE> protein, (PROTEIN
id=3>cyclophilin</PROTEIN> and <PROTEIN id=4>FKBP</PROTEIN> respectively, which raises the possibility that they have different modes of action.
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