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Abstract: Synthesized Brassica napus can be obtained through Brassica oleracea (2n=18, CC) and Brassica
rapa (2n=20, AA) or Brassica campestris (2n=20, AA). Synthesized Brassica napus not only makes Brassica
napus germplasm abundant and develops new approach for Brassica napus, but also is widely used in re—
search of the synthesized allopolyploidization process. Herein, an overview of the synthetic methods, the
variation and inheritance rules linked to chromosome, genome, gene expression and epigenetics in the
diploidization process of synthesized Brassica napus was reported. The recent applications of synthesized
Brassica napus in breeding were also summarized. The review may provide references for the research of
synthesized Brassica napus.
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