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Study on vernalization mechanism of Brassica crops using newly developed
Intromap, a bioinformatic tool to identify alien genomic introgression regions
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In order to elucidate the vernalization mechanism of the genus Brassica, we
did the following studies. We produced C-genome chromosome addition lines using BoFLC2-introgressed
B. rapa as a recurrent parent and a cabbage as a c-genome chromosome donor, and characterized those
lines with respect to the parental cultivars. In Chinese cabbage, the epigenetic regulation of gene
expression at the FLC locus was clarified by RNA-seq, IncRNA analysis, and chromatin
immunoprecipitation analysis. In addition, transcriptome analysis was performed on the leaves of the
cabbage DH strain with/without low temperature treatment. QTL analysis was performed to determine
vernalization characteristics of rapeseed cultivars using F2 populations derived from the crossing
between seed vernalization typed rapeseed x green plant vernalization typed rapeseed.
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