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120, 1193-205

Cotton chromosome substitution lines crossed with cultivars: genetic model evaluation and seed

trait analyses. Theoretical and Applied Genetics, 2010, 120, 1473-83




JOHNIE N JENKINS

SSR markers closely associated with genes for resistance to root-knot nematode on chromosomes 6
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Designing experiments to evaluate the effectiveness of precision agricultural practices on research
fields: part 1 concepts for their formulation. Operational Research, 2010, 10, 329-348

Characterization and promoter analysis of a cotton RING-type ubiquitin ligase (E3) gene. Molecular
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commercial cotton fields. Agricultural Systems, 2008, 96, 237-249

Genetic association of cotton yield with its component traits in derived primitive accessions
33 crossed by elite upland cultivars using the conditional ADAA genetic model. Euphytica, 2008, 161, 3373%2¢ Y

BAC-derived SSR markers chromosome locations in cotton. Euphytica, 2008, 161, 361-370

. QTLs for node of first fruiting branch in a cross of an upland cotton, Gossypium hirsutum L., cultivar
3T with primitive accession Texas 701. Euphytica, 2008, 163, 113-122 2L 4t

Genetic association of lint yield with its components in cotton chromosome substitution lines.
Euphytica, 2008, 164, 199-207
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