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Research Progress of Sweet Potato Molecular Marker-Assisted

Breeding

WU Sheng-nan,SUN Kai,ZHANG Hai,LIU Feng, WANG Feng

(Economic Plant Research Institute, Jilin Academy of Agricultural Sciences,Gongzhuling 136105, China)

Abstract: Sweet potato is an important food,feed and industrial raw material. Although traditional breeding has

made some achievements in the selection of sweet potato varieties,it cannot meet the needs of the current sweet

potato industry. With the development of molecular biology and genomics, the development and utilization of

sweet potato molecular markers, the construction of high-density genetic maps, QTL

mapping of important

traits and genome-wide association analysis have all promoted the speed and efficiency of sweet potato

breeding. This paper briefly introduced the application of AFLP markers, RAPD markers.,SSR markers, ISSR

markers and other molecular markers in sweet potato research, summarized the research progress of genetic

linkage map construction,quantitative trait QTL mapping and whole genome association analysis of sweet potato at

home and abroad. The development of functional markers in genetic and breeding research of sweet potato and

the further research on genomics, transcriptomics and proteomics of sweet potato were prospected.

Keywords: sweet potato; molecular breeding; genetic map; QTL mapping
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