
, ,    97  
 

 

      .  -
   8-9  (2440-2745   )  

       9,7-100%. 
  3-4  (915-1220   )   

 100  ,       2,4-19,3 %   
   8-9  (2440 – 2745   ) 

 16,0 – 19,3%.      -
    ’    0,0007  77,8%. 
 

  : 
1.  . .       / . . , 

. . , . .  // ,     -
. – .:  . – 1996. – 122 . 

2.  . .    -
   / . .  //  . – 1997. - 2. – . 30-

31. 
3.  . .      / . . -

. – .: , 1969. – 256 . 
4.  .      

     / . , . 
 //  . – 2011. - 6. – .14-16. 

5.      / [ . .  , . . -
, . .   .]. – .:  , 2010. – 530 . 

6.  .    / .  //  
. – 2011. - 7. – .5-9. 

 
 
 

 639.3: 597–115  

     
 «  »   

 . . - . .- . .,   .  
   , .  

 . . – . .- . ., ., .– . .  
   , .  

 . . -  «  ». .  
 

        
«  »   -   (ISSR- R). 
ISSR-        . 

 ISSR-        
 .     -

        .   
 -       

 ,         . 
 : -  , - ,   

, ,   



98     94 
 

 

 

 
 . .,  . .,  . . -    
   «  »   

       
 «  »   -   (ISSR-

R). ISSR-        
.  ISSR-      

   .    -
 -        

.    -     -
   ,     -

   . 
 : -  , - ,  -

 , , .  
 
Mariutsa A., Tarasiuk S.,Shaposhnikov V. - Genetic structure of Nyvkian scaly carp herd 

from "Lebedinsky FMS", Sumy region 
Abstract. It has been investigated the genetic structure of Nivkian scaly carp herd from 

"Lebedinsky FMS" by the molecular genetic markers. ISSR-analysis allowed to study the genetic 
variability at the population level. Specific "population" polymorphic ISSR-markers identified 
during our investigations allow to use this information in further studies for development genetic 
certification using modern techniques. ISSR-analysis optimized method can serve as an effective 
instrument for further genetic researches of carp population. Got results, allow to control breeding 
tribal work in the process of gene pool reproduction of the present fish populations. For the in-
crease of breeding work efficiency in fisheries it is expedient the using of genetic markers that 
have high specificity to the separate fragments of fish DNA. 

Key words: molecular genetics methods, genetic structure, Nyvkian carp, DNA-markers, geno-
type, amplicon. 
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:  – 30   94° , 30   –  58° ,  – 2 .–  
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   Canon EOS 450D ( ).  -
        1- b 

DNA Ladder (Gibco BRL) ( ).      
     TotalLab V2.01 [12].  

   .    -
        

      PCR-ISSR 
.      ,    
 9%   GT   3% – AC (65000-100000 ), -

 . GA     5000     -
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 : (AGC)6G, (A C)6G, (AGC)6 .   
       .  

        
(AGC)6G   35 ,      450 
– 2500 . .       .  -

 (AGC)6G     .    
450 . ., 2500 . .,  11,4%.    500 . ., 

 2000 . .,  5,7%. ( . 1).  
   (A C)6G    ’  -

.    2000 . ., 3500 . .,  4,17%. -
   800 . ., 1600 . ., 2500 . .,  3000 . ., -

 8,3%.    1300 . .,  1400 . .,  
16,7%. ( . 1).        

 (A C)6G   24 ,     
 800 – 3500 . .       . 

( .1). 
        

(AGC)6    43 ,      300 
– 2500 . .       .  -

 (AGC)6     13 .    
300 . ., 450 . .,1000 . .., 2000 . .,  9,3%.   
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 1500 . .,  2500 . .,  6,9%.   -
 550 . ., 700 . .,  900 . .,  2,3%.   

 400 . .,  750 . .,  11,7%. ( . 1). 

 1 -   ISSR-PCR  
   

  , . . -   -    
 %  

 (AGC)6G  
2500   11,4 
2000   5,7 
1500   22,9 
1000   20 
750   23 
500   5,7 
450   11,4 

 7 35  
 (A C)6G  

3500   4,17 
3000   8,3 
2500   8,3 
2000   4,17 
1600   8,3 
1400   16,7 
1300   16,7 
900   25 
800   8,3 

 9 24  
 (AGC)6   

2500   6,9 
2000   9,3 
1500   6,9 
1000   9,3 
900   2,3 
800   4,6 
750   11,7 
700   2,3 
550   2,3 
500   13,9 
450   9,3 
400   11,7 
300   9,3 

 13 43  
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(ISSR-PCR)     (A C)6G –   2-9;  
1,10 –    Gene Ruler 1kb DNA Ladder. 
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Pelykh V.G., Ushakova S.V. Meat quality of pigs of different genotypes 
The article presents the results of research into slaughter and carcass traits of pigs of different 

genotypes. The study has found the highest carcass yield in animals of the 
(LW×L)× (D×P)group 73,77%. The pigs of the (LW×L)× (P×D) group exceeded purebred 

animals and animals of the (LW×L)× (D×P) genotype in the loin eye area by 11,25 cm2 
(P<0,001) and 0,6 cm2, respectively, and by the weight of the posterior third of half carcass by 


