
Exome sequencing is transforming disease gene identification by allowing the discovery of causal genetic variations in Mendelian diseases 
as well as somatic variants in cancer. But identifying the pathogenic mutations among tens of thousands per individual is a major challenge, 
and efficient prioritization strategies are required. EVA is a web application developed to be a user-friendly, versatile, and efficient-filtering 
assisting software for exome sequencing [1]. It constitutes a platform for data storage and for drastic screening of clinical relevant variations 
by non-programmer medical geneticists. Thereby, EVA provides a response to the need of new bioinformatics tools for medical genomics 
more and more investigated by targeted NGS technology, for disease research, clinical diagnostics and personalized medecine. 
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