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Expanded ssmple tandem repeat loci induced mutation in genetic
toxicology and its progress
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China)

Abstract

Expanded simple tandem repeats (ESTRs) are unstable tandem repetitive DNA loci, which are applied largely in
induced mutation of germline, because of the high spontaneous mutation rate. So far,three types of repeat sequences
have been found. They are named a small satellite, microsatellite and ESTRs, respectively. While pedigree and single-
molecule PCR are used to monitor changes in repeat sequences. However, the mutation mechanisms of these repeat
sequences are exactly unknown till now. So, in this paper reviewed, the similar and differences of three different

repestitive loci, the advantages and disadvantages of the two methods, as well as the mutation mechanism were focused.
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