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Construction of Genetic Linkage Map of Cucumber by SSR Technology

WANG Jurrhui', CUT Xing-hua’, ZHANG Gui-hua’, DU Sheng- %, ZHANG Xian'
(1.College of Horticulture, Northwest Science and Technology University of Agriculture and Forestry, Yangling Shaanxi 712100 2. Tianjin

Kemel Cucumber Research Institute Tianjin 300192)

Abstract, With a CM V-resistant line (F-3) and a CM V-susceptible line (HZ1.04-1) as parents, an F2 genetic mapping
population containing 190 F2 progenies was constructed. The results showed that 1 cucumber genetic linkage map
containing 7 linkage groups was constructed using 170 SSR, 6 EST-SSR, and 3 SCAR markers and the map covered
862.886 cM with an average marker interval of 4.79 ¢M.It was the basis of QTL locating of CMV resistant gene. The
correspondence between the linkage groups and chromosomes was determined by comparing with the previous study.
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RAPD Analysis of Genetic Diversity on Hot Pepper Germplasm

LI Qing ZHANG Xue shi ZHANG Guang-chen HAN Yu-zhu WANG Yu
(Horticultural College of Jilin Agricultural U niversity, Changchun, Jilin 130118)

Abstract; Using 11 RAPD primers for 37 Capsicum were PCR amplificated total 51 amplified bands 36 bands were
polymorphic, polymorphism detection rate was 70.6 %, different primer bands ranging from 3 to 7. The results showed

that the 37 germplasm resources were divided nto 5 groups. The genetic relationship of varieties in each group was near.

But there was not apparent correlation between geretic relationship and region distance.
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