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2009, 100, 229-235.

Identification of QTLs related to sugar and organic acid composition in melon using near-isogenic N a7
lines. Scientia Horticulturae, 2009, 121, 425-433. :

Bin mapping of genomic and EST-derived SSRs in melon (Cucumis melo L.). Theoretical and Applied
Genetics, 2008, 118, 139-150.

Identification of Melon Fruit Quality Quantitative Trait Loci Using Near-isogenic Lines. Journal of the

American Society for Horticultural Science, 2008, 133, 139-151. Lo 59

HORTICULTURAL AND MOLECULAR CHARACTERIZATION OF LANDRACES OF INDIAN SNAPMELON (CUCUMIS) Tj EBQqu 1 O.{84314

Diversity among landraces of Indian snapmelon (Cucumis melo var. momordica). Genetic Resources

and Crop Evolution, 2007, 54, 1267-1283. L6 89

Estimating the Genetic Architecture of Fruit Quality Traits in Melon Using a Genomic Library of Near
Isogenic Lines. Journal of the American Society for Horticultural Science, 2007, 132, 80-89.

Mapping Fruit Susceptibility to Postharvest Physiological Disorders and Decay Using a Collection of
Near-isogenic Lines of Melon. Journal of the American Society for Horticultural Science, 2007, 132, 1.0 24
739-748.

IDENTIFICATION OF QTLs ASSOCIATED WITH COMMERCIAL POSTHARVEST QUALITY TRAITS AND DISORDERS
USING A COLLECTION OF NEAR ISOGENIC LINES OF MELON. Acta Horticulturae, 2007, , 309-317.

STATISTICAL MULTIVARIATE ANALYSIS OF MELON SHAPE: A CASE STUDY USING NEAR ISOGENIC LINES. Acta

Horticulturae, 2005, , 537-544. 0.2 2

Development of a genomic library of near isogenic lines (NILs) in melon (Cucumis melo L.) from the
exotic accession PI161375. Theoretical and Applied Genetics, 2005, 112, 139-148.

Inheritance mode of fruit traits in melon: Heterosis for fruit shape and its correlation with genetic

distance. Euphytica, 2005, 144, 31-38. 1.2 48

Molecular defects of the CYP21 gene in Spanish girls with isolated precocious pubarche. European

Journal of Endocrinology, 2002, 147, 485-488.

Construction of a collection of introgression lines of &€ceTexasa€-almond DNA fragments in the
d€ceEarlygolda€speach genetic background. Horticulture Research, 0, , .



