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Canthocamptus staphylinus (Jurine, 1820) (Harpacticoida, Copepoda, Crustacea) is widespread in Palearctic fresh water and rather well studied in the field of ecology and bioindication a modelling species. Wide circulation C. staphylinus, its high ecological plasticity, draw to it attention as possible group cryptical species. Besides, C. staphylinus is of interest, as one of the three species of harpacticoid (only in fresh water about 1000 species) for which duplication only females in without participation of males is installed, presumably parthenogenetically (Sarvala, 1979). The purpose of our work is revealing population distinctions among C. staphylinus, that recently, in connection with global audit of many species of crustaceans, is the actual problem.
 In our investigation, genetics and morphometric variability of this species have been considered in common. For morphometric researches, we used males and females from eight European populations: Finland, Estonia, Switzerland and five populations from Russia. Thirty-two morphometric measurements and morphological characteristics were studied. Аnd six of them proved to be reliable (p˂0.05). The analysis has shown that populations differ by quantity of spikes on anal plate, by ratio of length furcal branches to their width, by ratio of spikes on the fifth pair legs and by sizes of a body.
 For researches of molecular and genetic variability we used the results of sequencing mt (CO1) and nuclear (18s) DNA. The analysis of the phylogenetic trees constructed using the neighbor-joining algorithm with Tamura-Nei model indicates differentiation between geographically remote populations of C. staphylinus. Also, we are performing comparative microsatellite analysis using 11 different loci of DNA to study types of C. staphylinus reproduction. Molecular and genetic researches were conducted based on center of collective use of Institute of Biology Komi Scientific Centre Ural Branch of Russian Academy of Science. The study was supported by Russian Foundation for Basic research: 14-04-01149 А, 14-04-00932A. 






