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Harm of Beef Cattle Transportation Stress and
Preventive Measures for Animal Welfare

WANG Li-mei, WANG Xiao-dong, WANG De-bao, GUO Tian-long, SAI Yin-bayar, ZHAT Xiu"
(Inner Mongolia Academy of Agricultural & Animal Husbandry Sciences , Hohhot 010031 )

Abstract ; Transportation welfare of beef cattle is one of the important factors related to the development of ani-
mal husbandry in Inner Mongolia. As a major province of animal husbandry, Inner Mongolia carries out a large
number of transfers of beef cattle every year. Irregular transportation will trigger stress reaction of animals, and then
affect the meat quality. Therefore, in actual production, we should pay attention to animal welfare in transporta-
tion. Based on the summary of practice and experience, this paper analyzes the problems and harms existing in beef
cattle transportation in Inner Mongolia, and puts forward some preventive measures for welfare in the course of
transportation, so as to provide reference for improving the transportation welfare of beef cattle.
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Genetic Diversity of Y-SNPs and Y-STRs in Dianzhong Cattle

JIA Peng', WANG Kai-yue', QU Kai-xing”, ZHANG Ji-cai’,
HUANG Bi-zhi*, SU Xiang-sheng’, CHEN Hong', LEI Chu-zhao'"

(1. College of Animal Science and Technology, Northwest A&F University , Yangling , Shaanxi 712100 ;2. Yunnan Academy of
Grassland and Animal Science , Kunming 650212 ;3. Shuangbai Center for Animal Disease Conirol and Prevention ,Shuangbai,Yunnan 675100)

Abstract ; [ Objective ]| We explored the genetic structure and paternal origins of Y chromosome in Yunnan Di-
anzhong cattle to provide a scientific basis for the resource protection and utilization. [ Methods] PCR amplification
and fluorescence genotyping methods were used to detect the genetic diversity of Y-SNPs( UTY19 and ZFY10 ) and
Y-STRs(INRA189 and BM861 )in 27 Dianzhong cattle samples. [ Results] All 27 Dianzhong samples belong to Y2
and Y3 haplogroup with frequencies of 22.22% and 77.78% , respectively. The Y chromosome haplotypes of Y2-
90-158, Y3-88-156 and Y3-90-156 were identified in 27 Dianzhong cattle samples by combining Y-SNPs and Y-
STRs genotyping data ( Y-SNP-INRA189-BM861). The Y chromosome haplotype diversity was 0. 5128 +0. 0904
indicating high paternal genetic diversity in Dianzhong cattle. [ Conclusions ] Dianzhong cattle has high paternal ge-
netic diversity and two paternal origins of Bos taurus Y2 and Bos indicus Y3, of which, Bos indicus Y3 is obviously
predominant paternal origin.

Key words: Dianzhong cattle; Y-SNPs; Y-STRs; genetic diversity; paternal origin



