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The processing of the metabolomics oriented data is a very complex problem, which requires dedicated tools for its solution. MM2 is the one of such tools. The tool provides all necessary functions like chromatogram deconvolution, peak detection, peak alignment, deisotoping, dynamic time warping, blank subtraction and many more.

The greatest advantage of this solution is the ability of raw vendor data formats reading, which is necessary for the fast and efficient processing. The tool is proposed as the modular platform and is able to work in the parallel and cluster mode.

For the best results evaluation and reproduction, MM2 contains a special quality check control module that allows dynamicly identify only such metabolites, which have the stable changing profiles. Such way allows to rapidly reduce the number of metabolites, which could become potential markers.

MM2 is now a mature platform which has been developed more then 10 years within the direct cooperation of the chemistry and informatics experts.
