Q)]
2020 2023

Generation of a high-resolution genome map using haploid and hybrid organisms
and its application to genetic analysis

Asakawa, Shuichi
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We generated haploid and hybrid experimental materials, and performed their
DNA typing, linkage mapping and contig/scaffold alignment with SELDRA, then generated genome draft
sequences, and genome completion sequencing. Generations of hybrid of Japanese eel and common
Japanese conger eel, etc., were conducted, and haploid and double haploid individuals of catfish and
various sturgeon were generated, and haploid individuals of Ayu were generated. Androgensis of the
Japanese two color carp was also performed. Complete genome sequence, T2T of matsutake mushroom was
conducted. Linkage maps of Kawakawa (Euthynnus affinis) and Pacific bluefin tuna were generated by
hybrid method. We attempted to expand to haploid typing using sperm and conducted it in stickleback.
Sequences for typing were obtained for other hybrid and haploid individuals.

Genomics
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