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Study on Polymorphism of the Serum Proteins in Guizhou Pony
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Abstract Polymorphism of the serum proteins for the pony in Guizhou province was carried out by native polyacrylamide
gel electrophoresis (native PAGE). Based on the band types of three proteins on native- PAGE, the protein variant types and its
gene allele frequency were compared among albumin (Alh), @' ® glycoprotein (AIB) and transferring (TF) proteins. Both of the
Alb and TF loci, except for AIB showed polymorphisms. Six protein variants were found from the Alb protein of Guizhou pony
and Southwest horse, which corresponded to three alleles of A, B and C. Gene frequencies of Alb loci in Guizhou pony were A
(0 2097), B (0.5645) and C (0. 2258), respectively. Seven variant types were found in the TF protein from Guizhou pony,
which was controlled by five gene alleles (A, B C, D and E). Gene frequencies of TF in Guizhou pony were A (0. 0484), B
(0 5806), C (0. 1129, D (0. 1452) and E (0. 1129), respectively. The polymorphism information content (P7C) and heterozy-
gosis ( H) were higher at Alb and TF loci compared with other Chinese ponies and horses. Furthermore, the power of discrimi-
nation (DP) and probability of exclusion (PE) in Guizhou pony were higher than others. Tt suggested that the genetic diversity
of Guizhou pony was higher and both of Alb and TF protein polymorphism might be used to identify parentage and individuals
of Guizhou pony from each other, and lower heterozygosis of Guizhou pony implied a higher gene purity of Guizhou pony.
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Effects of Microsatellite Genetic Polymorphisms of A pis mellifera ligustica on
Nutritional Crossbreed between A pis cerana cerana and Apis mellifera ligustica

HE Xu-jiang's, WANG Zhi-ping’s QIN Qiu-hong's WU Xiao-bo's CHEN Lihua’
(1. Honeybee Research Institute, Jiangxi Agricultural University, Nanchang 330045 China;
2. Hongxiang Bio- Technology Co. Ltd., Lanxi 321100, China)

Abstract In this paper, we breed hybridizing queen of the Jiangshan honey bee No.2 and French Apis mellifera ligustica
through the technology of artificially feeding royal jelly of Apiscerana cerana, and then the genetic polymorphisms of microsat-
ellite of the workers were measured. The workers were from the Jiangshan honey bee No.2 colonies, French Apismellifera li-
gustica colonies, local A pis cerana cerana colonies the 1 hybridizing offspring as well as the 4 consecutive hybridizing off-
spring of nutritional crossbreeding French 4 pis. merllifera. L queen and the Jiangshan honey bee No. 2 drone colonies. The re-
sults showed that the genetic distance of parents and hybridizing offspring w as varied, and the unique DN A bands of 4 pis cera-
na cerana and Apis mellifera ligustica were shifted.
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