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TYPES OF MOLECULAR-GENETIC MARKERS AND THEIR APPLICATION 

R.N. Kalendar,1,2 V.I. Glazko2 
1Institu1e of Biotechnology, University of Helsinki, Biocentre 3, P.O. Box 65, Viikinkaari, 1, 00014, 
Helsinki, Finland 
2Institute of Agriecology and Biotechnology of Ukrainian Academy of Agrarian Sciences 12 
Metrologichnaya, Kyiv, 03143, Ukraine

The various types of molecular-genetic markers of DNA's sequences polymorphism, their advantages and 
disadvantages, and also spectra of tasks solved with their help were considered. The special attention was 
given to methods of DNA polymorphism revealing with the use of retrotransposone sequences. They make 
the basic part of eukaryote genome DNA and localized in all chromosomes. These methods were 
development of known methods — RAPD, ISSR and AFLP. The methods IRAP and REMAP had allowed 
to simplify investigations and to make the retrotransposons by real tools in the genetic analysis. It was shown, 
that the methods, based on the analysis of sequences, carrying the retrotransposons, were effective tools in 
research genetic polymorphisms of plants and animals. 

Key words: polymorphism, fingerprint, proteins, RFLP, RAPD, ISSR, AFLP, retrotransposons, SSAP, 
IRAP, REMAP, RBIP. 
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