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Research progress on DNA molecular marker of bitter melon

SU Guozhao'?, LI Aiai’, CHEN Yuhua’, HAN Beibei’, WU Xingting’, DENG Chao’, XU Zhenjiang'

(1. College of Agriculture, South China Agricultural University, Guangzhou 510642, Guangdong, China; 2. Development Center of
Science and Technology, Ministry of Agriculture and Rural Affairs, Beijing 100176, China; 3. Crop Research Institute, Fujian Academy
of Agricultural Sciences, Fuzhou 350013, Fujian, China)

Abstract: China is rich in variety resources of bitter melon. This vegetable is distributed all over the country, mostly in
the southern part. The research on DNA molecular markers of bitter melon started relatively late. The types of DNA marker
applied in bitter melon are few, and the application of marker-assisted breeding are rarely reported. Here we summarized
the research progress and applications of the second and the third generation of DNA makers, such as RAPD, AFLP, SSR,
ISSR, SRAP and SNP, in variety and seed purity identification, genetic relationship analysis, genetic map construction,
QTL mapping in bitter melon. Based on these information, it is expected that the exploration of functional genes, develop-
ment of functional molecular markers and whole-genome SNP chips should be accelerated.

Key words: Bitter melon; Variety resources; DNA molecular markers
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