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CHANGES THE PROTEIN PERCENTAGE OF COWS UNDER THE INFLUENCE OF  
NEGATIVE FACTORS BIOGEOCHEMICAL PROVINCE 
Aims. In the article the results of scientific and business experience, which was held in the zone of heavy 
metals contamination of the biogeochemical province in the negative anthropogenic impact on genetically 
predetermined quality indicator of protein in the milk of cows. Given production processing method for the 
production of environmentally safe milk and increasing percentage of protein in the milk of cows with the 
help of toxic action of mineral additives and biologically active preparation «AVGOR-5». Methods. Labora-
tory of physico-chemical tests of an experimental material with use of the method of atomic-absorption spec-
trophotometry S-30 (Carl Zeiss, Jena), held – biometric processing of the received results. Results. It 
should be noted that due to the application of special fodder additives and biologically active preparation was 
achieved not only the persistence of high levels of protein content in the milk, but also a decrease in urinary 
excretion of extremely toxic creatinine, which is important for prevention of environmental pollution. Con-
clusions. Genetically predetermined rate the protein percentage milk may change under the influence of such 
«shock» factor, as the high content of heavy metals in the feed. A balanced vitamin-mineral additives, used 
in the feeding of the cows with the product «AVGOR-5», contributed to the normalization of such genetic 
indicator, as the content of protein in the milk of cows, which in connection with the anthropogenic pollution 
is significantly decline in province of the Central Donbass with the negative anthropogenic influence that has 
affected the quality of the products obtained, and may be evidence of the oppression of genetically caused by 
the capacity of animals in the protein percentage. 
Key words: protein in the milk of cows, genetically predetermined figure, the biogeochemical province, 
negative factors. 
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MOLECULAR MARKERS FOR BREEDING THE NEW PEA CULTIVARS RESISTANT TO 
POWDERY MILDEW 
Aims. Powdery mildew is economically important disease of pea (Pisum sativum L.) as it causes severe 
losses of yield worldwide. Environmental friendly approach to control powdery mildew, in contrast to 
chemical protection, is use of the resistant cultivars. Mutations in pea gene PsMLO1 that confer resistance to 
powdery mildew can be used as molecular markers for breeding resistant cultivars. Methods. Mutant allelic 
variants of PsMLO1 were sequenced in resistant pea cultivars and lines in order to detect SNPs and/or indels 
suitable for creation PCR-based molecular markers. Results. The system of 3 primers was designed that 
allows one-step PCR-based identification of natural mutant allele PsMLO1 with transposon insertion in 
reading frame that presents in resistant pea cultivar Franklin. Conclusions. This molecular marker can be 
used for breeding resistant cultivars when taking cultivar Franklin (as well as related lines and cultivars) as 
donors of powdery mildew resistance trait. 
Key words: Pisum sativum L., powdery mildew, molecular markers, resistance, breeding. 
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