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ABSTRACT: Genetic diversity and relationships between genotypes are great importance for
Cotton breeding. Twenty eight Cotton genotypes belonging to G.barbadense were analyzed for
genetic diversity using Six agronomic Traits and Six simple sequence repeat (SSR)
microsatellite locus. Analysis of variance revealed highly significance difference for all studied
characters. The First three canonical variat are significant. This accounted for 80.4% among
genotypes variance. The first canonical discriminate function represented 64.6% of the total
variance and dominated by a large loading from lint index followed by micronaire reading. While
the second and third functions accounted for 15.8 and 12.2% of the total variance respectively.
The 28 cotton genotypes were platted according to first three functions in ten groups.
Squared Euclidean distance were ranged from 0.502 beM'een Menoufi and Giza 68 to 60.815
between Giza 45 and Giza 80. The 28 Cotton genotypes were grouped into eleven cluster on
the basis of dissimilarity coefficient and six agronomic characters. Maximum intra cluster
distance was found in cluster V/II and II which consisted of Six and Two genotypes respectively.
Clusters /II and Vhave maximum distantly clusters while clusters VII and IX are closely related.
Out of 52 bands generated from the SSR 44 bands were pOlymorphic accounting for 84.6% of
the total number of generated bands. The similarity coefficients based on SSR markers ranging
from 88.9% to 38.5%. Thus suggesting considerable genetic variation among the Cotton
genotypes. Clustering of 28 Cotton genotypes based on SSR markers resulted in nine major
clusters. Results from agronomic measurements and SSR markers are complementary factor
for each other in stUdying the genetic divergence and relationships among genotypes and both
gave essential information for understanding genetic diversity of Egyptian cotton germplasm,
Furthermore they provided a useful guide for conserving elite cotton germplasm and developing
future cotton breeding programs.
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INTRODUCTION
Knowledge of genetic diversity and

relaUonships among breeding materials is
essential to the cotton breeder for efficient
improvement of cotton crop. Analysis of
genetic divergence has been used by
breeders for more than three decades to
classify genotypes. Mainly this was done to
maintain genetic diversity to be able to
choose the desired hybrid combination.

Although it is widely assumed that
genetically diverse parents facilitate the
creation of superior progeny, few studies
have examined the relationship between
parental genetic distance and the creation of
successful varieties, In theory, mating of
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distantly-related parents will produce a
greater number of transgressive segregates
than mating of closely-related parents.
Cornelius and Sneller (2002) reported that a
lack of genetic diversity may limit breeding
progress. Information of genetic diversity is
important when working to improve crop and
develop new varieties. Also, characterizing
genetic diversity andlor degree of
homogeneity between and within varieties
would be the first step toward developing
germplasm and crop cultivars. Successful
crop improvement depends on genetic
variability that arises from genetic diversity
(Rana and Bhat, 2005).




























