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In ensuring fertility of soils an important factor is the proper functioning of microbial communities in them. Despite
the active development of powerful methods for the analysis of soil microbial communities based on metagenomic
and metaproteomic approaches, taxon-specific RT-PCR remains and the most convenient for wide practical use, as
the fastest and cheapest method. In this study, a technique was developed for using a set of taxon-specific primers
in the taxonomic analysis of the bacterial component of the soil microflora using the example of black soil enriched
with regular application of organic fertilizers. Samples of the orable black ground were taken from a depth of ~5 cm
after defrosting in March and stored for three weeks at room temperature with abundant moistening to activate the
microbiota. For the study, a set of taxon-specific primers was used, which includes pairs specific to six types and one
class of bacteria, as well as to the Bacteria domain as a whole. According to the data obtained (Fig. 1) Firmicutes
and Bacteroidetes phyla were found in large numbers in the studied sample. The Actinobacteria phylum and the
Gammaproteobacteria class, belonging to the Proteobacteria phylum were represented in a smaller amount and
the Verrucomicrobia phylum in very small amount. The types Deferribacteres and Tenericutes were not detected.
The selection of taxon-specific pairs of primers for analysis was based on literature data indicating the presence
of selected taxa in the soil microflora. A significant proportion of bacteria belonging to the types Bacteroidetes,
Actinobacteria, and the Gammaproteobacteria class are consistent with the data presented in these sources. A high
percentage of representatives of the type Firmicutes may be associated with the application of organic fertilizers,
since the microorganisms belonging to this taxon dominate in the manure of farm animals.
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