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Building a foundation for elucidating speciation mechanisms mediate genome
polyploidization using non-model plants

Tanaka, Hiroyuki
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V. odorata

In order to building a foundation for genomic analysis of Viola spicese, |
perfoermed genome sequencing project of allotetraploid viola (Viola odorata). | generated a
chromosome-level reference genome and high-quality predicted gene annotation dataset for V. odorata.
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