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PHYSIOLOGY -BIOCHEMICAL AND GENETICALLY CHARACTERISTICS OF PERSPECTIVE  
INSECT PATHOGEN STRAINS BACILLUS THURINGIENSIS 
Aims. The estimate of efficiency of new natural strains of B. thuringiensis, definite its physiology-
biochemical characteristics and identification of new strains. Methods. In our work we using the collection, 
typical and new strains of B. thuringiensis. We using microbiological and molecular-biological methods 
(Rep-PCR: ERIC- PCR, BOX-PCR and new methods – saAFLP. Results. The strains of Bt 0376p.o. and 
0408 have the high insecticide activity to larvae of colorado beetle. The death of larvae on 10 day of carrying 
out of experiments was 100%. In accordance with physiology-biochemical reactions the strain of Bt 0376 . . 
was grouped to I serotype, the strain of Bt 0408 – to X serotype. But by saAFLP and other methods (Rep-
PCR, ERIC-PCR, BOX-PCR the both one were grouped with the type strains Bt subsp. thuringiensis B-
1223. Conclusions. It was estimate of strains efficiency of B. thuringiensis 0376 . . and 0408 against to lar-
vae of potato beetle – 100 %. It was shown that the both investigated strains belong to I serotype by saAFLP 
method.  
Key words: B. thuringiensis, efficiency, single adaptor AFLP. 
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Ta  2.  ,    
 

 % . . . . . . . . . .  . . 
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METHODS OF GENETIC MAPPING USING SNP-MARKERS 
Aims. The appearance of SNP-markers leads to the increasing of density of existing genetic maps and simul-
taneously has generated two major problems. The first problem is technical; associated with the processing 
of much more information. The second problem, algorithmic, raises the question: how to derive the expected 
results? Methods. Two algorithms of genetic mapping are proposed. One of them aims to maps building 
without any bound-together markers. It is based on the removing of all the markers from some area of chosen 
markers. The second method is applied when there are some groups of bound-together markers. It is based 
on the use of one representative from each set of bound-together markers. Results. Both methods allow solv-
ing of the problem; however the second method can only work at a reasonable population size, which does 
not lead to the total destruction of the sets of bound-together markers. Maps can be built by this method with 
very high precision. Moreover, this method uses earlier developed algorithms. Conclusions. Specified level 
of errors in the identification of alleles of SNP-markers limits the density of markers on the genetic map by 
some value that is independent of population size.  
Key words: SNP-markers, genetic mapping, bound-together markers. 
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