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goats. The five groups of cashmere goats were fed with three levels of protein(7.7%, 9.4% and 11.2%) and three levels of
energy(7.6, 8.6 and 9.6 MJ/kgDM). The results showed that different dietary energy levels had significant (P<0.05) effect

on cashmere diameter, but no significant (P>0.05) effect on cashmere length and intensity; Different dietary protein levels

had no significant (P>0.05) on cashmere quality; A significant (P<0.05) positive correlation was found between dietary

energy level and energy metabolic rate. And the protein metabolic rate increased with the increasing in energy levels (P<

0.05); A significant (P<0.05) positive correlation was found between dietary protein level and protein metabolic rate, but

different dietary protein levels had no significant (P>0.05) effect on energy metabolic rate. Therefore, the appropriate
levels of energy and protein for Liaoning cashmere goats are 17.1 MJ/kgDM(DM basis )and 81.0 g/lkgDM (DM basis ) .

Key words: protein; energy; metabolic rate; cashmere performance; Liaoning cashmere goats
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Effects of Different Oils on the Protein and DNA of Ruminal Protozoa and Bacteria in Vitro

NI Hao—jie, QTAN Jin—hua, LI Dan—feng, SHAO Lian—qing, WANG Meng—zhi"
(College of Animal Science and Technology, Yangzhou University, Jiangsu Yangzhou 225009,China)

Abstract: The objectives of this study were to investigate the effects of different oils on the protein and DNA of ruminal
protozoa and bacteria in vitro. 3 Xuhuai White Goats with permanent cannulas were used to provide rumen liquor, in vitro
culture were carried out by adding peanut oil, rapeseed oil, corn oil, and soybean oil respectively, with a set of control
group (no oil). The results showed that, except for bacterial protein, no significant differences were found in the mean
value of bacterial DNA, protozoal protein, protozoal DNA, microbial protein, microbial DNA, and protozoa to bacteria
ratio  (P>0.05), while significant differences were detected in all above indexes between sampling points according to
culture time (P<0.05 or P<0.01). Additionally, the levels in turn of microbial protein and DNA were similar, there were,
soybean oil > corn oil > peanut oil >control group > rapeseed oil; Whereas, protozoa to bacteria ratio of control group was
the highest, followed by that of rapeseed oil, and protozoa to bacteria ratio in corn oil, or soybean oil, were relatively
lower. Furthermore, correlation analysis showed that, good correlations existed between bacterial protein and DNA, also
between microbial protein and DNA (2-tail<0.05).

Key words: oil; protozoa; bacteria; DNA; protein; goat

(55 17 50)
Abstract: The B3-adrenergic receptor (ADRB3) is a G-protein coupled receptor involved in regulating lipolysis and

homeostasis. Based on the amino acids (AA) and nucleic acid sequences released by NCBI, the protein structure of
ADRB3 in sheep and molecular evolution of its gene in 14 vertebrate animals were analyzed with bioinformatic software
and internet resource aiming at analyzing expression and regulation of ADRB3 gene. Results showed that ADRB3
protein contained a 50-AA signal peptide. It was an unstable hydrophobicity membrane protein and had a structure with
seven transmembrane domains. The secondary structure was composed of alpha helix (23.95% ), extended strand
(20.49%) and random coil (55.56%). The molecular evolution analysis revealed that the 14 vertebrates were divided
into two major branchs, in which, rainbow trout formed one branch alone, and the remaining 13 mammals formed
another branch. This phylogenetic tree was consistent well with recognized evolutionary relationship among these
species. As revealed by the positive selection results, natural selection may have much influence on ADRB3 gene.

Key words: ADRB3 gene; protein; molecular evolution; selection; sheep



