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S417-] 9.75 < 0.01
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Screening of the Genetic Marker for the Milk Yield Trait
in Chinese Holstein by RAPD Method

DU Lixin, WAN Harwei, WANG Arhua, LI Hong bin
(Institute of Animal Science, Chinese Academy of Agricultural Sciences, Beijing 100094, China)

Abstract: Two bovine genomic DNA pools were composed of 36 high-milk-yield Chinese Holstein cattles
(milk yield in 305 days> 8 500kg) and 32 low-milk yield Chinese Hostein cattles ( milk yield< 5 600kg). 24
high polymorphic RAPD primers selected from 320 arbitrary primers were used for analyzing genetic differ-
ence between two DNA pools. 5 specific fragments were obtained from DNAs of two groups cattles. 4 of
them were sequenced and converted to SCAR markers. The results of statistic analysis showed that SCAR
marker yield-S139 was highly associated with milk yield trait. By electronic cloning method the marker was
extended from 921 bp to 2 141 bp. As a result, the fragment was a repeat element of LINE family in bo-
vine genome by homologous analysis. So it was reasonably to assume that some QT Ls or major genes asso-
ciated with milk yield trait maybe lied in this LINE region.

Key words: dairy cattle; milk yield trait; molecular marker
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