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. Background

The advances in empirical technologies have generated vast amounts of heterogeneous data. This situation has created a
need to integrate the data to understand the system of interest in its entirety. Therefore, information systems play a crucial
role in managing these data, enabling the biologists in the extraction of new knowledge. We have developed the Agronomic
Linked Data knowledge base, a knowledge system that exploits the Semantic Web technology to integrate information on
plant species widely studied by the agronomic research community. The objective of this effort is to provide the community
with a platform for domain specific knowledge, capable of answering complex biological questions and in this way facilitating
the formulation of new hypotheses. Here we present the initial results of the Agronomic Linked Data project, phase one of the
project being focused on integrating genomics, proteomics and phenomics information.

. Data Sources

The table shows all data and ontologies integrated in the triple Store AgroLD hosts South Green (www.southgreen.fr) data, along with other publically available data sources (e.g: Gramene).
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The Agronomic Linked Data (AgroLD) Project

At the Institute of Computational Biology (IBC), we are involved in developing methods to aid data integration and knowledge management within the plant biology domain to improve information accessibility of heterogeneous data.
Among others, a solution for the data integration challenges is offered by the Semantic Web technologies. The semantic web has emerged as one of the most promising solutions for high scale integration of distributed resources. This is
made possible by a stack of technologies such as the Resource Description Framework (RDF), RDF Schema (RDFS), Web Ontology Language (OWL) and the SPARQL Query Language (SPARQL) proposed by the World Wide Web

Consortium (W3C). RDF forms the basis of the stack allows modeling information as a directed graph composed of triples that can be queried using SPARQL.
AgroLD is a RDF knowledge base that consists of data integrated from a variety of plant resources and ontologies. The aim of the Agronomic Linked Data (AgroLD) project is to provide a portal for bicinformatics and domain experts to
exploit the homogenized data models towards efficiently generating research hypotheses.
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