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The Concept and Estimation of Mutation Rate and Mutation Frequency
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Abstract: Mutation rate is the probability that a particular kind of mutation occurs per unit of time which bR
can be expressed as mutations per locus, per gene, per nucleotide, or per gamete in each generation or b SN
at each DNA replication. Mutation frequency is the proportion of the number of mutated cell or individual s

in a population. Mutation can be identified from either phenotype or genotype. Genotypic identification is P R

a new method after phenotypic identification for estimating the mutation rate, in which microsatellites b LRI K
have been widely used for estimation of the mutation rate, but very few data are available in plants. This W=,

article summarizes the estimation methods of mutation rate and mutation frequency from the point of 3
AR RS

view of plant mutation genetics and breeding, especially paying attention to the research advances in

estimation methods of microsatellite mutation rate in crops including durum wheat, chickpea, corn, b WAE

common wheat and pea. Furthermore, the application of TILLING (Targeting Induced Local Lesions IN (RPN

Genomes) technology in mutation screening is briefly summarized. PubMed
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