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RNA quality assessment: a view from plant qPCR studies. Journal of Experimental Botany, 2012, 63,
6069-6077.
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Development of a multiplex real-time PCR method for simultaneous detection of Salmonella enterica,
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Host differentiation in Orobanche foetida Poir. Flora: Morphology, Distribution, Functional Ecology 12 35
of Plants, 2007, 202, 201-208. :

Plant resistance to parasitic plants: molecular approaches to an old foe. New Phytologist, 2007, 173,
703-712.

DetectingOrobanche species by using cpDNA diagnostic markers. Phytoparasitica, 2007, 35, 129-135. 1.2 9

Faba bean breeding for resistance against biotic stresses: Towards application of marker technology.
Euphytica, 2006, 147, 67-80.

Screening techniques and sources of resistance against parasitic weeds in grain legumes. Euphytica, 1o 137
2006, 147, 187-199. )

First Report of Orobanche foetida on Common Vetch (Vicia sativa) in Morocco. Plant Disease, 2005, 89,
528-528.

Locating quantitative trait loci associated with Orobanche crenata resistance in pea. Weed Research, 17 53
2004, 44, 323-328. :

Development of a composite map in Vicia faba, breeding applications and future prospects. Theoretical
and Applied Genetics, 2004, 108, 1079-1088.

Genetic Relationships among Orobanche Species as Revealed by RAPD Analysis. Annals of Botany, 2003,
91, 637-642. 29

Locating genes associated with Ascochyta fabae resistance in Vicia faba. Australian Journal of
Agricultural Research, 2003, 54, 85.

Variation Among and Within Populations of the Parasitic Weed Orobanche crenata from Spain and

Israel Revealed by Inter Simple Sequence Repeat Markers. Phytopathology, 2002, 92, 1262-1266. 2.2 6

Mapping of quantitative trait loci controlling broomrape (Orobanche crenataForsR.) resistance in
faba bean (Vicia fabal.). Genome, 2002, 45, 1057-1063.

Development and Characterization of Microsatellite Markers from Chromosome 1-Specific DNA 1.9 87
Libraries of Vicia Faba. Biologia Plantarum, 2002, 45, 337-345. :

Genetic diversity in Orobanche crenata populations from southern Spain. Theoretical and Applied

Genetics, 2001, 103, 1108-1114.




