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Abstract: In order to map the pur gene controlling purple leaf color in Brassica rapa a F, population including
307 individuals was constructed by crossed Chinese Cabbage inbred line 09-680( green leaf) with non-heading Chi-
nese Cabbage inbred line 09N-742 ( purple leaf) . A bulk segregant analysis( BSA) technology was conducted by
screening 125 PCR-based insertion/deletion( InDel) markers and 100 simple sequence repeate( SSR) markers dis—
tributed on 10 linkage groups to screen the polymorphism between the purple and green leaf pools. Of these two In—
Del markers BrID10999 and BrID10399 were found to be linked to the pur gene. By linkage analysis two markers
were located at the end of A3 at the same side of pur gene at distances of 7.3 5.7 ¢M respectively. In order to ob—
tain tightly linked markers on both sides of pur gene 23 SSR primers derived from three bacterial artificial chromo—
some( BAC) clones were selected of which one SSR marker BVRCP10-6 from KBrHOO5P10 was indentified as
closely linked to pur gene at a genetic distance of 1.9 ¢M at the other side of the pur gene. These markers could be
very helpful for marker-assisted selection( MAS) in purple Chinese cabbage hybrid breeding programs as well as for
fine mapping and cloning this gene.
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