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Abstract ; A molecular genetic map of Chinese cabbage was constructed , whose aim that the location and analy-

sis of QTL of tipburn in Chinese. The map was constructed based on 74 InDels markers and 37 SSRs markers using

DNA samples extracted from a doubled haploid population obtained through microspore culture from the F, between

two homozygous parents : B120 and Black 227. By using JoinMap 4. 0 software analysis, the map consisted 12 linkage

groups , included 108 genetic markers and covered 1 004.7 c¢M with an average distance of 9.30 c¢M. The map

would be used effectively to QTL location of tipburn in Chinese cabbage.
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Tab.1 Distribution of molecular on genetic linkage map

PR LOD {H KB/ M FRicAL SRR M 53 B ic AL
Linkage group LOD score Length No. of markers Average distance No. of distorted markers
AOI(1) 8.0 43.1 5 8.62 4
A01(2) 4.0 13.7 2 6.85 0
A02(1) 4.0 80.1 8 10.01 6
A02(2) 6.0 11.8 4 2.95 0
A03 5.0 240.6 16 15.03 1
A04 7.0 47.7 6 7.95 1
A05 4.0 113.6 10 11.36 0
A06 4.0 171.2 15 11.41 11
A07 8.0 81.6 14 5.83 9
A09 6.0 168.2 17 9.89 9
A10(1) 6.0 28.5 8 3.56 0
A10(2) 5.0 4.6 3 1.53 0
B3t Total - 1004.7 108 - 41
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Fig.5 InDel and SSR molecular genetic map of Chinese cabbage
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