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Development of an algorithm for determining the location of homologous i
recombination sites from NGS data and analysis of the relationship with genetic

information
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The objective of this research is to comprehensively identify the location
of homologous recombination sites in various eukaryote genomes. To achieve this goal, we developed a
novel program that detects homologous recombination sites using Illumina pair-end, mate-pair reads
and PacBio HiFi as input. Using this program, we analyzed genome sequencing data of pooled sperm
from mouse F1 (B6 x CAST) and from starfish, extracted genome-wide candidate positions for
recombination, and analyzed their frequency and distribution.
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