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Status Quo and Tendency in Condgruction of Forest
Frees GCenetic Linkage Maps

. 2 .
ZhangBo' Du Shengming  Huang Minren'
(1 The Key Laboratory of Fores Tree Genetic Engineering Nanjing Foresry Univerdty Nanjing 210037)
(2 Department o Life Sciences Nationa Natura Sciences Foudation of China Beijing  100085)

Abgract Gondruction of fores trees genetic linkage meps is different from that of other ecies due to trees
long generation , high heterozygpdty and genetic load. Trees’ highrperformance genetic maps could be gpplied to
comparative mepping of kindred tree ecies, a better underganding of genomic organization and ewvolution of fores
trees, QTL mepping and nolecular-asd ged selection of trees conplex traits. Problems exiging in foredt trees genetic
mepping includes small mapping population, linkage equilibrium in mgp congruction and QTL mepping and an
unsatigied mapping drategy in which genetic characterigics of foreg trees are not fully conddered , dl of which could
been lved by usng large mgpping population , highly conservative marker sysems and satigic methods suitable to

megpping and geromic gudies of fored trees.

Key words Fored trees Genetic mgp Molecular marker QTL  Marker-assiged sdlection



