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‘The common plant breeding accessions

‘Species —groups ofactualy or potentilly interbreeding natural
Populationswhich arereproductivel isolaed from other such
groups. Speciesarethe largest andmost inclusivereproductive
communitiesof sexual andcross—fertitzing individuals that sharein
‘2 common genepool (Mayr 1340; Dobzhansky 1950)

Variety - in classial taxonom, heterogensousgrouping including
non geneticvariation of the phenotype, morph, domestic breeds,
‘and gecgraphic races (Mayr 1963).

Cultivar - grouping of plants selcted for desirble characteristcs
thatcan bemaintanedby propagation.

Cutivar groups ~the most closelyrelated cultivarsusedfora long
time for speciic environment condition

Biotechnologicall produced plants ~DH, cloned accessions,
geneticallymodified etc.
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Phylogenetic relationships among Brassica species «U-triangle»
(U, 1935; Karpechenko, 1922)

Naturally occurred hybridization
of these species produced

* B.rapa(leafy Asian genotypes
turnip, bird rape, nappa
cabbage— genome A, n=10),

* B.nigra (black mustard-
genomeB, n=g),

* B.oleracea head cabbage,
Broceol, Brussels sprout,
Kohirabi, Savoy, caulifiower,
omnamental—genome C, n=3),

allotetraploid forms

8. juncea (green mustard - AB,
n=18),

B.napus (rapeseed, rutabagas-
AC,n=19),

B.carinata (Abyssinian
mustard, Ethiopian mustard) -
BC, n=17).
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Examples of agarose gel clectrophoregams
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DNA classification of Brassica breeding accessions
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Onthe basisof RAPD, ISSR, SSR analysis
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Three-dimensional plot of Brassica accessions
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Resuttsofgene locusamplification
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Variation among STS markers in Brassica accessions
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Polymorphism of
ISSR and SSR
markers in
accessions of
Alliwn genus’
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Allium speciestakenforthe study
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‘SSR-markers usedfor analysis
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Capillary electrophoresis of amplified locus ACM091
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Relation among Alliumaccessions revealed by DNA markers
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Interspesific hybrids
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Hybrid testing
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Relationship among interspecifichybrid plants A. nutansLx A. cepa L. shown
with method of principal componentanalysis
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Relationship among interspecific hybrid plants 4. schoenoprasum Lx A. cepa.
L shown with method of principal componentanalysis

“Estimated 167 ISR markers.
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Onion cultivars analyzed
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ISSR analysis of onion cultvars
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Relationship among cultivars of bnione
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Thank you for your attention
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