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Abstract: Pinus p. are the mportant ecies in forest ecosystans and plantations in the world Genetic mprove-
ment of pines started early Great progress has been made and marked success has been achieved Molecular marker
techniques provided powerful ols o dorten the period and raise the efficiency in tree breeding The worldwvide
progresson construction of molecular marker linkage map, camparative mgpping, quantitative trait locus (QTL)
mapping and marker-aided slection (MAS) in Pinus gp-was reviaved Genetic linkage maps have been construc-
ted for nearly 40 geciesof forest trees fran 13 genera, inwhich pine gecies accounted for 40%. Most of the link-
agemaps in pines are still incomplete, unable to cover the whole genames High level of genetic conservative in
pine gecies has been revealed with comparative mgpping Existence of main effect genes revealed by QTL mapping
for most of the econamically important traitsprovided a good basisforMAS For genetic control of part of the mpor-
tant traits in hybrid pines,“ gecies effect’wasfound Mmplication of* gecies effect” bMA S and the fomulation of
breeding strategy was al® discussed
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