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Abstract: In recent years, with the rapid development of molecular marker technology and
statistical analysis methods, saturated molecular genetic maps have been constructed for many
crops,and a lot of QTLs for many important traits have been located. Recent progress on genetic
map construction and QTL mapping for important traits in peanut was reviewed, including the
intra-specific and inter-specific linkage map construction for wild and cultivated peanut species and
QTL mapping for disease resistance, yield, morphological and physiological traits. The perspective
for further research was also proposed in this review.
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