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The rhizosphere contains microbes (bacteria and fungi) as well as small animals, such as amoebae, insect larvae, mites, nematodes and protozoa [1]. A plenty of microorganisms, especially many associative soil bacteria and their present mechanisms against abiotic and biotic stress of environment. Under harsh conditions bacteria biosynthese a wide range of biologically active compounds and substances which can biodegrade xenobiotics and residues of pest, chemical fertilizer or other chemical contaminants. 
The goal of modern microbiology and biotechnology are finding, isolating and studying novel spicies that solve problems in medical, biological and agricultural sciences. 
Several root samples were collected from Krasnodarskaya kray from the rhizoplane of Medicago lupulina L., where this plant grows under high temperature and sandy substrate. Naturally these ecosystems are rich in nutrients. Under extreme ecological factors some microorganisms, especially bacteria can interact and form a symbiosis with root system of plant and produce various hormones, enzymes and other organic substances which can stimulate vegetation of plants. 
Root samples were collected from root system of Medicago lupulina L., and 20 more microbial cultures were isolated and were cultivated on DAS medium and incubated at 29°C for 3 days. Selected 6 pure isolates for further researching. Molecular identification provided in All-Russian Centre for Plant Quarantine. 
In results, 16S ribosomal RNA gene sequences confirmed that associative colonies from root system were Sphingomonas sp., Chryseobacterium sp., Brevundimonas sp., Agrobacterium sp. and Bacillus sp. Moreover, studied their several physiologic-biochemical properties of pure cultures. 
Analyses of some literatures and references, to make it clear that a strain Sphingomonas sp. is a prospective bacteria for bioremediation of soils which contaminated with organochlorine compounds. The Sphingomonas sp. was firstly isolated from rhizoplane Medicago lupulina L., by us. The investigating morphological properties Sphingomonas sp. gram negative, rod shaped, does not form spore, aerobic and mesophyll bacteria. On DAS medium forms green colonies, however on YPGA medium forms yellow colonies. The last years Sphingomonas genus was poorly studied by Russian scientists. During study of morphological, physiological-biochemical properties and molecular identification of Sphingomonas sp. certify that this species may be a novel representative of genus Sphingomonas. 
  The genus Sphingomonas  are able to degrade various natural and anthropogenic aromatic compounds, such as biphenyl, (substituted) naphthalene(s), fluorene, (substituted) phenanthrene(s), pyrene, (chlorinated) diphenylether(s), (chlorinated) furan(s), (chlorinated) dibenzo-p-dioxin(s), carbazole, estradiol, polyethylene glycols, chlorinated phenols, nonylphenols, and different herbicides and pesticides [2]. 
This shoes that biotechnological application of this species of bacteria will be very effective in cultivating the crops against abiotic and biotic stress and bioremediation of polluted terrestrial. 
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