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APPROACH TO BIO-ONTOLOGIES

e Bio-ontologies as taxonomically orga-
nized data objects: GO, EC, MeSH vmw-m—‘j/l\ -NA cmpin
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e Combinatoric scientific computing: r— G £
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e GO as source of semantic relations 1
for lexical semantic approaches + /\

(Verspoor poster)

K
e Categorization of gene lists in GO /\ <7 ¢><¢

e Hybrid ontology management and G

ontology matching: order preserv- \/‘5 \’/fh'

ing mappings amongst ontologies
e Semi-automatic ontology induction Gjo EJC
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CATEGORIZATION IN THE GO
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e Represent GO as poset (P, <)
with gene labels X, F: X — 2F /\
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e Given labels (genes) c,e,i € X
e \i><l

e What node(s) in P =
{A,B,C,...,K} are best to | / Jh.
“pay attention to"? \l/e \f
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nucleoside, nucleotide and biosynthesis: 68, 41%

— Coverage: Coverlng aS nucleic acid metabolism: 7 5, 54% GO-0019538 -

protein metabolism: 11, 41%
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e ''Cluster” based on non-
comparable hi h._ score nodes ...
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protein lipidation: 1 1, 41%
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