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Progress in Molecular Genetics of Cold-induced Sweetening of Potato Tuber
XIAO Guilin, XIE Conghua, HUANG Wei, CAO Hongju, PENG Xiaojun, SONG Botao*

( Key Laboratory of Horticultural Plant Biology (HAU), Ministry of Education/National Centre for Vegetable Improvement (Central China)/
Potato Engineering and Technology Research Center of Hubei Province/College of Horticulture and Forestry Sciences, Huazhong
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Abstract: Fried products such as chips and French fries of potato are extremely popular food in the world, but cold-
induced sweetening (CIS), a complex quantitative trait, is a main restraining factor for processing. Advances in molecular
genetics make it possible to identify CIS- associated genes and develop genetic markers for trait selection through
constructing linkage maps and detecting the chromosome regions where the quantitative trait locus (QTLs) located. The main
progress in linkage map construction, QTL mapping and the candidate gene identification were reviewed, which lays
foundation for understanding molecular mechanism of CIS and approaching the potentials of candidate gene markers in
marker-assisted selection.

Key Words: potato; quantitative trait locus; cold-induced sweetening
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