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Polymor phism of 8 Allozymes at 17 Loci from Maize Synthesized Populatio
ns and Correlated with Quantitative Traits

Tie Shuanggui,Zheng Yinglian,Yin Yan,Liu Jiling

Huazhong Agricultural University, Wuhan, 430070

Abstract The horizontal starch gel electrophoresis were performed to assess genetic diversity in 6 maize populations (4 Ch
inese synthesized and 2 U. S. populations) and 6 inbreds at 17 loci of 8 allozymes which are alechol dehydrogenase (AD
H), catalase(CAT), estase(EST), glutamicoxaloacetic transaminase(GOT)B-D-Glucosidase(GLU), malte dehydrogenase
(MDH), 6-Phosphogluconate dehydrogenase (6-PGD), and phosphohexose isomerase (PHI). Allozyme variation was ob
served among all of populations studied. The results showed that, for 6 populations, the average of alozyme alleles numb
er per locus was investigated to be from 1.941 to 2.294, the proportion of polymorphic loci ranged from 64.7%to 7
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6.5%, thesinglelocus heterozygosity among all allozyme loci was from 0 to 66%0, the means of population the heteroz
ygosity of all allozyme loci was from 22.4% to 29.0%. Analysis of gene diversity demonstrated that there was plentiful alle
lic variation within population for recurrent selection. Genetic distances between populations and inbreds were estimated w
ith modified Rogers' distance (MRD)on the basis of allozyme marker locus. All 182 possible coefficients of correlation bet
ween average of 13 quantitative traits with 14 MRD were analyzed. 28 coefficients of them are significant.
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