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The analysis of growth curves of different goose varieties( lines)

GU Lihong' LIAO Suya' > ZHOU Qiongxiang® XU Tieshan® YE Baoguo'
YANG Shaoxiong' XING Manping' LIN Zhemin'""
( 1.Institute of Animal & Veterinary Research Hainan Academy of Agricultural Sciences Haikou 571100 China;
2.College of Tropical Agriculture and Forestry Hainan University Haikou 570228 China;
3.Hainan Haipingda Animal Science Group Co. Litd. Chengmai 571924 China;
4.Tropical Crops Genetic Resources Institute Chinese Academy Tropical Agricultural Sciences Danzhou 571737 China)
Abstract: To explore the growth rules provide more suitable feeding plan and present the best production performances of Ding” an goose Zhe
Ding F1 goose ( Zhedong White goose malex Ding” an goose female) and Yang Ding F1 goose ( Yangchun White goose malex Ding” an goose
female) the body weights of 100 geese ( with male and female equally) were measured once a week and the growth curves of each line were
fitted using Gompertz model. The results showed that the growth curves of three lines were all well fitted with the fitting relevance ( R*) and
were higher than 0. 99. In addition Zhe Ding F1 goose and Yang Ding F1 goose had the better growth performances than Ding’ an goose and
their growth periods were also shorter than that of Ding” an goose. It indicated that the growth curves of Ding” an goose Zhe Ding F1 goose and
Yang Ding F1 goose could be well fitted using Gompertz model while the growth curves could be used to analysis the growth rules of geese of
Ding” an goose Zhe Ding F1 goose and Yang Ding F1.
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Genetic diversity and phylogenetic evolution of mitochondrial

DNA and Y-chromosome in Tibetan sheep

DONG Zesheng' GAO Xue® WU Yanhua® LI Leilei’ FU Hongyun® ZHANG Ruina’ JIA Gongxue
( 1.Ledu Animal Husbandry and Veterinary Station of Haidong City Haidong 810700 China;
2.Northwest Institute of Plateau Biology Chinese Academy of Sciences Xining 810001 China;
3.Ministry of Agriculture and Rural Affairs of the People’s Republic of China Beijing 100125 China;
4.Qinghai Animal Husbandry Station Xining 810008 China)
Abstract: To evaluate the genetic structure and phylogenic relationships of Tibetan sheep breeds in Qinghai Plateau the study obtained blood
samples from four distributed geographic ecotype populations( Valley Type Euler Type Plateau Type and Zhashijia Type) . The displacement—
loop ( D=loop) region on mitochondrial DNA ( mtDNA) and the sex determining region Y ( Sry) gene sequences on Y chromosome were cloned
and sequenced. The results showed that the nucleotide diversity and haplotype diversity were 0. 031+0. 004 and 0. 994+0. 006 based on D—loop
sequences and 0. 046+0. 005 and 0. 861+0. 044 based on Sry sequences respectively. The phylogenetic analysis revealed that the Plateau type
populations were closely related to Zhashijia Type populations maternally while Zhashijia Type populations exhibited obvious isolation with other
three populations paternally. In contrast the gene communication among three populations more frequently in the patrilineal genetics.
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