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RESUME
The article deals with the assessment of microbial contamination of livestock premises and measures

to reduce microorganisms. Research has been carried out to study the comparative effectiveness of two
methods of disinfection: wet and foam. Disinfection allows you to break the epizootic chain when the
pathogen is transmitted from the source of infection to a susceptible organism. In the studied farms, wet
disinfection is carried out using DUK and DU750. The wet method of disinfection, based on direct irrigation,
wiping or immersion of contaminated objects in a disinfectant. A number of studies have shown that a high
level of disinfection is not achieved with wet disinfection. In this regard, the task was set to conduct foam
disinfection and study the comparative efficiency. Foam disinfection was carried out using PMRP-50
(mobile small-sized spray foam concentrate) assembled by the authors of the article. A disinfectant for foam
disinfection based on glutaraldehyde and surfactants. The concentration of the working solution is 0.5%.
Disinfection exposure 60 min. After foam disinfection in the farm "Aydarbaev E.S." the indicators of the
premises sanitation have improved significantly, the reduction of microorganisms reached 94.8%. The
minimum level of microorganism reduction was 78.1% in floor washes. The average disinfection efficiency
was 85.2%. The effectiveness of foam disinfection in LLP "Agrofirma" Dinara-Ranch "was 73.2-88.3%,
bacteria of the group of Escherichia coli were not found. The maximum decrease in microorganisms was
recorded in the washings from the surfaces of drinking bowls 88.3%. The efficiency of foam disinfection at
APK Adal averaged 89%. The maximum indicator reached 97.5% in flushes from the surfaces of drinkers,
the minimum - 80.9% in flushes from the floor. After wet disinfection, the number of microorganisms on
average decreased to 78%. After the foam disinfection, the number of microorganisms in all studied farms
significantly decreased to 85%.
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SnaBI. -
Vilber Lourmat.

Statistica 6.0 .

 (25 %; 75 %).
 1

.

1  -
-

25 % 75 %
1 2 3 4 5 6 7 8
1 bGH-AluILL-bIGF-

1-SnaBIAA
11 416 401 430 406 427

2 bGH-AluILL-bIGF-
1-SnaBIAB

25 416 412 418 410 418

3 bGH-AluILL-bIGF-
1-SnaBIBB

9 409 401 418 406 417

4 bGH-AluILL-bGHR-
SspIFF

33 414 408 417 406 418

5 bGH-AluILL-bGHR-
SspIFY

11 418 414 422 416 422

7 bGH-AluILV-bIGF-
1-SnaBI

25 418 414 421 408 422

8 bGH-AluILV-bIGF-
1-SnaBIAB

31 416 412 419 411 421

9 bGH-AluILV-bIGF-
1-SnaBIBB

16 418 411 421 411,5 421

10 bGH-AluILV-bGHR-
SspIFF

52 418 415 421 412 422

11 bGH-AluILV-bGHR-
SspIFY

20 416,5 407 420 406,5 420,5

13 bGH-AluIVV-bIGF-
1-SnaBIAA

11 415 408 418 409 418

14 bGH-AluIVV-bIGF-
1-SnaBIAB

22 416 412 422 412 422

15 bGH-AluIVV-bIGF-
1-SnaBIBB

15 425 420 431 417 431

16 bGH-AluIVV-
bGHR-SspIFF

37 417 415 423 414 426

17 bGH-AluIVV-
bGHR-SspIFY

8 417,5 409 452 413 422

19 bGHR-SspIFF-
bIGF-1-SnaBIAA

36 416,5 414 421 408,5 422,5

20 bGHR-SspIFY-
bIGF-1-SnaBIAA

9 416 407 418 409 418
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1 2 3 4 5 6 7 8
22 bGHR-SspIFF-

bIGF-1-SnaBIAB
50 415 412 418 410 421

23 bGHR-SspIFY-
bIGF-1-SnaBIAB

20 416 414 418 411 421,5

25 bGHR-SspIFF-
bIGF-1-SnaBIBB

33 418 414 423 412 426

184 417 415 418 411 422

 1
bGH-AluILL-bIGF-1-SnaBIBB bGH-AluIVV-

bIGF-1-SnaBIBB

1).

1 -
bGH-AluIVV-bIGF-1-SnaBIBB -

-
bGH-AluIVV-bIGF-1-SnaBIBB

-
2

-
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2  -
-

95%

25 % 75 %

1 2 3 4 5 6 7 8
1 bGH-AluILL-bIGF-1-

SnaBIAA
11 86,16 86,45 84,42 87,1

2 bGH-AluILL-bIGF-1-
SnaBIAB

25 85,09 83,64 86,16 83,01 86,16

3 bGH-AluILL-bIGF-1-
SnaBIBB

9 82,72 81,01 85,71 81,82 84,24

4 bGH-AluILL-bGHR-
SspIFF

33 85,09 83,85 85,71 83,01 86,08

1 2 3 4 5 6 7 8

5 bGH-AluILL-bGHR-
SspIFY

11 84,18 81,44 87,26 81,71 87,1

7 bGH-AluILV-bIGF-1-
SnaBI

25 85,44 83,54 86,54 83,54 86,62

8 bGH-AluILV-bIGF-1-
SnaBIAB

31 83,65 82,39 86,16 81,94 86,93

9 bGH-AluILV-bIGF-1-
SnaBIBB

16 84,11 80,84 86,71 81,24 86,67

10 bGH-AluILV-bGHR-
SspIFF

52 84,17 83,33 85,81 82,02 86,65

11 bGH-AluILV-bGHR-
SspIFY

20 83,06 81,71 85,71 81,04 85,8

13 bGH-AluIVV-bIGF-1-
SnaBIAA

11 84,77 79,39 87,26 81,25 86,21

14 bGH-AluIVV-bIGF-1-
SnaBIAB

22 84,18 82,5 86,79 82,5 86,79

15 bGH-AluIVV-bIGF-1-
SnaBIBB

15 83,33 80,65 86,45 80,65 86,45

16 bGH-AluIVV-bGHR-
SspIFF

37 83,54 82,91 86,45 81,44 87,26

17 bGH-AluIVV-bGHR-
SspIFY

8 84,59 81,76 87,42 83,04 85,8

19 bGHR-SspIFF-bIGF-1-
SnaBIAA

36 85,44 84,42 86,62 83,81 86,77

20 bGHR-SspIFY-bIGF-1-
SnaBIAA

9 86,16 82,43 88,96 84,47 88

22 bGHR-SspIFF-bIGF-1-
SnaBIAB

50 85,09 83,23 85,8 82,5 87,26

23 bGHR-SspIFY-bIGF-1-
SnaBIAB

20 83,76 82,47 85,06 81,9 86,9

25 bGHR-SspIFF-bIGF-1-
SnaBIBB

33 83,33 81,82 84,24 81,44 85,71

184 85,11 84,08 85,63 82,5 86,73
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 2 83,33
bGH-AluIVV-bIGF-1-SnaBIBB bGHR-SspIFF-bIGF-1-SnaBIBB

bGH-AluILL-bIGF-1-SnaBIAA bGHR-SspIFY-bIGF-1-SnaBIAA

85,11.

2).
2 bGHR-SspIFF-bIGF-1-SnaBIBB

-

84,08- bGHR-SspIFF-bIGF-1-
SnaBIBB

-

2 -
bGHR-SspIFF-bIGF-1-SnaBIBB bGH-AluILL-bIGF-1-SnaBIAA -

bGH-AluILL-bIGF-1-SnaBIAA

- bGH-AluILL-bIGF-1-SnaBIAA

-

 bGH,  bGHR,
-1 bIGF-1 -

-
bGH-AluIVV-bIGF-1-SnaBIBB

- bGH-AluILL-
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bIGF-1-SnaBIAA

- bGH-AluILL-
bIGF-1-SnaBIAA

- 85,63.
-
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.

RESUME
The aim of the work was to identify paired combinations of genotypes of polymorphic genes of the

somatotropin cascade (somatotropin bGH, growth hormone receptor bGHR, insulin-like growth factor-1
bIGF-1), associated with meat productivity in Aberdeen-Angus calves bred in the Republic of Kazakhstan.

Animals were genotyped by PCR followed by restriction endonuclease treatment. Evaluation of meat
productivity was carried out on the basis of live weight, as well as on the indices characterizing the
constitution of the animals (down, massiveness, boneiness, elongation, awkwardness). Statistical processing

As a result of the research, paired combinations of the somatotropin cascade genotypes were
identified, associated with increased meat productivity of Aberdeen-Angus. Thus, the bGH-AluIVV-bIGF-1-
SnaBIBB diplotype can be recommended as a genetic marker of increased live weight of Aberdeen-Angus
calves at the age of 24 months, the bGH-AluILL-bIGF-1-SnaBIAA diplotype - as a genetic marker of increased
underweight in Aberdeen-Angus calves in aged 24 months.

Thus, the assessment of cattle according to the identified genetic markers will reduce the costs of
raising them and thereby increase the profitability of production.


