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English abstract. English abstract. English abstract. English abstract. English abstract. English abstract The identification of unknown compounds in biological matrices is a very frequent task. The accurate masses measured by the LC HRMS devices allows us to advertise probable summary formulas of such compounds. The increasing mass but means the increasing count of advertised formulas.
There have been published some strategies which allows to reduce the number of generated formulas. These strategies are mostly based on heuristics rules - like specific elemental counts, ratios etc.. 
Our team havedeveloped a new algorithm summarizing the knowledges of elemental counts got from the HMDB and KEGG databases and serves for better identification of unknown compounds.
