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RESUME
The article presents the results of studies of the structure of soil microbiome and their content

in the dark chestnut soils of the West Kazakhstan region. As a result of the studies (Table 1), the
isolated microbial community in the soil profile consists of the dominant representatives of phyla
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9 bacteria Proteobacteria, Acidobacteria, Actinobacteria, Verrucomicrobia, Bacteroidetes, Chloroflexi,
Planctomycetes, Gemmatimonadetes and Firmicutes, other bacteria present in the soil occupy small
proportions in the total amount ... In the soil structure, the main link of the microbial community is of
decisive importance - the main components influencing the functioning of soil properties are the
number of microorganisms. These results provide a comparison of the taxonomic composition of soil
microorganisms of different types of soils with different agricultural uses and make it possible to
evaluate them on a quantitative basis, plan promising measures and outline the necessary measures for
soil fertility.
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