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Development of a method for highly accurate genome construction from single
sperm cells using single-cell analysis.
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Genome sequencing of Itoyo sperm single cells was performed and further
modifications to the applicant"s linkage analysis software, SELDLLA, showed that linkage analysis is
possible for single sperm cell data with low coverage. (NAR Genom Bioinform. 2022 Mar 31;4)
We also developed SELDLA-G as an auxiliary tool for graphical confirmation and manual correction of
genome scaffolding results obtained by linkage analysis. SELDLA-G can also be used for genome
construction using Hi-C, which is a different chromosome construction method from linkage analysis,
and we have released it as open source software on GitHub.
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linkage analysis with single-cell sperm sequencing
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