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Homologous recombination among bacterial genomes:
the measurement and identification

Xianwei Yang, Ruifu Yang, Yujun Cui
State Key Laboratory of Pathogen and Biosecurity, Institute of Microbiology and Epidemiology, Beijing 100071, China

Abstract: Homologous recombination is one of important sources in shaping the bacterial population diversity, which
disrupts the clonal relationship among different lineages through horizontal transferring of DNA-segments. As consequence
of blurring the vertical inheritance signals, the homologous recombination raises difficulties in phylogenetic analysis and
reconstruction of population structure. Here we discuss the impacts of homologous recombination in inferring phylogenetic
relationship among bacterial isolates, and summarize the tools and models separately used in recombination measurement
and identification. We also highlight the merits and drawbacks of various approaches, aiming to assist in the practical ap-

plication for the analysis of homologous recombination in bacterial evolution research.
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Fig.1 The impact of homologous recombination on phylogeny rebuilding
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