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Plant: Chinese cabbage (Brassica campestris spp. pekinensis
(Lour) Rupr) A line (Chiffu), B line (Kenshin), F1 hybrid,
86 doubled haploid line

RFLP marker: 81 WG clones (genomic clones from B. napus cv.

RFLP for Genetic Mapping in Chinese Cabbage
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Wester), 55 EC clones (cDNA clones from B.
napus cv. Wester), 20 TC clones (genomic
clonese from B. rapa cv. Tobin) plasmid vector :
pBluescript SK-

Restriction enzyme: Bam HI, Eco R1, Hind 111, Xba 1, Pst |

DIG labeling & Detection system
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