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76.   Bail S, Glimm B, Jimé nez-Ruiz E, et al. (eds). ORE 2014:  OWL 
Reasoner    Evaluation  Workshop.CEUR    Workshop   Proceedings 
1207. CEUR-WS.org, Aachen, Germany, 2014. 

77.   Hoehndorf R, Dumontier M, Oellrich A, et al. A common layer 
of interoperability for  biomedical ontologies based on  OWL 
EL. Bioinformatics  2011;27:1001–8. 

78.   Rector  AL.  Modularisation  of   domain  ontologies imple- 
mented in description logics and related formalisms includ- 
ing  OWL in K-CAP ’03. In:  Proceedings  of the  2nd  International 
Conference  on Knowledge  Capture. ACM Press, New York,  NY, 
2003, 121–8. 
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