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Review of gene conversion development
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Abstract; Gene conversion, also known as gene replacement effect, refers to the process of transmitting genetic
information in one direction from one sequence to its homologous sequences. In recent years, people have new
understanding on the mechanism of genetic recombination, function, and influence, especially knowledge on gene

n

conversion caused by " restructuring" is far more than previously known. Unlike genetic recombination, gene

conversion changes the allele frequency, roils the combination of alleles, reduces the degree of linkage
disequilibrium, affects the nucleotide diversity of instant effect and long-term effect. These findings help to
understand the mechanism of gene conversion, and to explore more far-reaching influence of gene conversion on
evolution and genetic diversity, specifically gene conversion’s effect on chromosome gene structure and function and
the role gene conversion plays in deeper biological evolution, etc. This paper comprehensively reviews the literature
on gene conversion, and mainly introduces its current development trend. Based on quad core model, it summarizes

the deduction of gene exchange events, and discusses the research prospect of gene replacement.
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Fig.1 Homologous genes quadruple
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Fig.2 Gene conversion to deduce
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