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Analyses based on massively paralel sequencing detect vast amounts of variants, while only few are responsible for traits of interest. Successful indentification of these few variants requires annotation with various features, especially function prediction score and conservation score. Different annotation data is scattered across various databases, which makes manual annotation a time-consuming and tedious process.
To facilitate the annotation process, we developed a desktop application called Variant Annotation Analyzer (VAA) together with web based Variant annotation service (VAS). VAA relies on VAS for automatic annotation. The VAS acts as front-end for dbNSFP database which aggregates many of variant databases. We have also developed machine learning prioritization process based on user preference.
VAA supports VCF file format and filtering, sorting, prioritizing and exporting variants to common tabular formats. Modular architecture based on plugins allows easy implementation of new features and additional databases. With the option of further prioritization it provides a powerful tool for fast identification of potential candidate mutations among loads of irrelevant variants. The use of the web service is not limited to the VAA application and is fully open to any academic use.
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