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Abstract: The basic principles of the methods concerning five DNA molecular markers including random amplified
polymorphic DNA (RAPD), fragment length polymorphism of mitochondrial DNA (mtDNA-RFLP), microsatellite DNA, interdelta
fingerprinting and mtDNA COX1 gene fingerprinting were introduced in this paper, including illustration of both the advantages and

the disadvantages of each method. Besides, the application and prospect of these DNA molecular markers in differentiation of

Saccharomyces cerevisiae strains were discussed and reviewed.
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