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Abstract
Recent advances in genome sequencing technologies have enabled a breakthrough
in the investigation of the genetic basis of disease. However, the resolving power
of these technologies has shifted the bottleneck of the discovery process from the
production to the data analysis phase.
In order to help to circumvent this bottleneck, we have generated several web tools
for the study of variations in genetic diseases. This is an appropiate resource to
teach Statistics for this specific group of professionals:
1. BiERapp (http://bierapp.babelomics.org/)
Whole-exome sequencing has become a fundamental tool for the discovery of
disease-related genes of familial diseases and the identification of somatic driver
variants in cancer. However, finding the causal mutation among the enormous
background of individual variability in a small number of samples is still a big
challenge. BiERapp is a web-based interactive framework designed to assist in the
prioritization of disease candidate genes in whole exome sequencing studies.
2. Spanish Population Variant Server (http://bioinfo.cipf.es/apps-beta/spvs/beta/)
This tool was created with the aim of providing the scientific and medical
community with information about the variability of the Spanish population. It is
useful for filtering polymorphisms and local variants.
3. TEAM (http://team.babelomics.org/)
A web tool for the design and management of panels of genes for targeted
enrichment and massive sequencing for clinical applications.
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