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INOH is a highly structured, manually curated database of signal transduction pathways including 

Mammalia, X. laevis, D.melanogaster, C.elegans and canonical. As most part of pathway knowledge 

resides in scientific articles, the database focuses on curating and encoding textual knowledge into a 

machine-processable form. We use a hierarchical pathway representation model with compound 

graph and every pathway component in INOH is annotated by a set of uniquely-developed 

ontologies. Therefore we can provide rich semantics and a powerful querying facility. It is difficult 

to achieve such functions in a typical keyword-search-based database. And we also cooperate in the 

effort to establish a pathway description standard format, BioPAX format in an affirmative way. 
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