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This study aimed to develop a data-integration technology to elucidate hidden rela
tionships between phenotype data of experimental animals and human diseases. We developed an algorithm to
relate measurement data to disease via multiple knowledge libraries (ontologies). This algorithm enables t
0 build data base system which can explore 1) related diseases from animal phenotypes, and 2) animal pheno
types from diseases. In this system data of biological spices, criterions of phenotgpe assessment and dise
ase are flexibly defined. It is expected that basic concept of this algorithm will be utilized in the deve
lopment of the cross-spiecies database which elucidates phenotype-disease relationships from large-scale d
ata set.
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http://lodc.med-ontology.jp
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http://ww.hozo.jp/hozo/
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NIG Mouse
Phenotype Database

(http://molossinus. lab.nig.ac. jp/phenot
ype/index._html) NBRP Rat Database
(http://www._anim.med.kyoto-u.ac.jp/nbr/
default_jp.aspx)
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