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ABSTRACT

Laboratory experiments Randomly Amplified Polymorphic DNA (RAPD
PCR) was carned out during the 2010 season. RAPD-PCR products from five maize
genotypes generated by random primer A03 with molecular weight of (1327, 1033,
904, 727, 595, 538, 487, 412, 360, 331, 280, 245 and 200 b.p.), primer 805 with
molecular weight of (1327, 1033, 904, 727, 595, 538 and 487), primer 809 with
molecular weight of (1948, 1513, 1233, 1020,844,578,435,354,293 and 243 b.p.)
primer 811 with molecular weight of (1232, 1038, 917, 726, 651, 574, 507, 455, 395,
328, 303, 263 and 218 b.p.) and primer 816 with molecular weight of (1554, 1203,
1001, 865, 657 and 518 b.p.). DNA pattern of genotypes using primers A03, 805,
809, 811 and 816 produced 13, 7, 10, 13 and 6 bands, respectively. RAPD-PCR
products from the five maize genotypes generated by the random primers as
visualized on 1% Agarose gel electrophoresis stained with 10 mglml ethidium
bromide. The DNA was eJdracted from maize leaves tissue using Dellaporta
eJdraction. (M)100 bp Marker, lanes from 1-15 is different five Maize genotypes.

INTRODUCTION

Maize (Zea mays) is one of the important staple food crops all over
the world. Seed quality have a major important on prospective crop yield
while seed carry the genetic traits. Seed quality affected by many factors
among them, genetic purity of seed purity problem has received very low
attention in maize coexistence studies, and has not been considered in
prediction tools that simulate pollen flow and out-crossing between maize
fields, (Dietiker et ai, 2010). While the genetic purity of the seed planted
must equal or exceed the final product purity standard required. Genetic
purity of hybrid maize affected by many factors such as the isolation of the
seed production fields, the removal of the female parental tassel, the
cleaning of the harvest and processing machinery.

In all major crops, genetic distances (GDs) based on reliable
molecular marker data have been found to reflect accurately the degree of
pedigree relationships between genotypes (Melchinger 1999). In maize,
several studies reported highly significant correlations between GDs based
on molecular markers and the coefficient of co ancestry (LObberstedt et al.
2000).

Molecular markers that reveal polymorphism at the DNA level have
been shown to be a very powerfUl tool for genotype characterization and
estimation of genetic diversity. The use of molecular markers for diversity
analysis can also serve as a tool to discriminate between closely related
individuals from different breeding sources (Lombard et al. 2000; Metais et
al. 2000; Sun et al. 2001).


























