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of adaptive complex. In order to forecast the favorable periods dates for callusing, seasonal variations of the 
regeneration coefficient were compared. Methods. Variation of the regeneration coefficient was evaluated 
with respect to repair process efficiency of artificial incisions. Results. It was found that the general post-
traumatic regenerative ability indirectly of sufficient adaptation of the studied species to seasonal variations, 
but the testifies regeneration effectiveness of A. spicata was higher than that of A. ovalis. Conclusions. It is 
supposed that according to regeneration coefficients the dates of the favorable periods for the vegetative 
propagation and working operations of attendance of shadberry plantations resulting in the injury of vegeta-
tive organs can be determined. 
Key words: adaptive complex, callusing, incisions, regenerative potential, shadberry. 
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SEARCH IN SILICO FOR ACTINOMYCETES PATTERNS WHICH ARE HOMOLOGOUS  
TO LndJ-PROTEIN OF STREPTOMYCES GLOBISPORUS 1912 
The aim – to identify distribution of LndJ-like proteins among microorganisms and homology of their pat-
terns. Method. Available Internet databases of information about primary structure of microbial DNAs and 
proteins on server NCBI were used. In silico analysis of Internet bases was done using available technical 
possibilities of program BLAST. The criterion for patterns selection was amino acid sequence of LndJ-
protein of Streptomyces globisporus 1912. Results. Wide spreading of LndJ-homologous patterns among 
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microorganisms of different taxonomic groups was detected, but the majority (97,6 %) is representatives of 
type Actinobacteria. The presence of LndJ-pattern orthologs with varying degree of homology (42 % to 
95 %) was shown in 11 anguacyclines producing strains. Two of them each had two patterns for LndJ-
paralogs (S. fradiae 2717 and Micromonospora sp. Tu6368). Strains S. antibioticus Tu6040 and 
S. globisporus 1912 each had (from 2 antiporters) only one ortholog of LndJ pattern. Conclusion. Antiport-
ers with varying degrees of similarity to LndJ-protein are widespread among microorganisms as defense 
against their own antibiotics well as in ones that do not produce any biocides. 
Key words: pattern, amino acid structure, homology, antiporter, resistance. 
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