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Abstract: Fluorescence in situ hybridization (FISH) is a powerful tool in molecular cytogenetics studies, and is able to
authentically allocate particular DNA or RNA sequences on chromosomes. With the development of the genome sequencing
technology, the reduction of sequencing cost and the publishment of a large number of species genome information, Oligonucleotide
(Oligo) probes based on high-throughput sequencing and reference genome were developed showing the advantages in FISH. In
comparison with the traditional probes, Oligo-FISH can further reveal the evolution, inheritance and variation of chromosomes more
precisely and deeply in plant evolution. This article reviews the origin, development and application of Oligo-FISH in plants, and
prospects the future application of this technology, in order to provide an option for the genetic linkage map construction, genome
assembly, marker-assisted breeding of new varieties.
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