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Back to the basics: Maximizing the information obtained by quantitative two dimensional gel
electrophoresis analyses by an appropriate experimental design and statistical analyses. Journal of 2.4 148
Proteomics, 2011, 74, 1-18.

Sunflower (Helianthus annuus L.) response to broomrape (Orobanche cernua Loefl.) parasitism:
induced synthesis and excretion of 7a€hydroxylated simple coumarins. Journal of Experimental Botany,
2001, 52, 2227-2234.

Proteomics of Plant Pathogenic Fungi. Journal of Biomedicine and Biotechnology, 2010, 2010, 1-36. 3.0 127

The Holm Oak leaf proteome: Analytical and biological variability in the protein expression level
assessed by 2-DE and protein identification tandem mass spectrometryde novosequencing and
sequence similarity searching. Proteomics, 2005, 5, 222-234.
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Population variability based on the morphometry and chemical composition of the acorn in Holm oak
(Quercus ilex subsp. ballota [Desf.] Samp.). European Journal of Forest Research, 2012, 131, 893-904.
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Associated to <i>Pinus radiata</i> Needle Maturation. Journal of Proteome Research, 2010, 9, 3954-3979.

Physiological and proteomics analyses of Holm oak (Quercus ilex subsp. ballota [Desf.] Samp.)

36 responses to Phytophthora cinnamomi. Plant Physiology and Biochemistry, 2013, 71, 191-202.

5.8 56



38

40

42

44

46

48

50

52

54

JESUS V JORRIN NovoO

ARTICLE IF CITATIONS
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grown seedlings from a non-orthodox specie: Quercus ilex L. subsp. ballota [Desf.] Samp.. Frontiers in
Plant Science, 2015, 6, 620.

Title is missing!. Euphytica, 2003, 132, 321-329. 1.2 31
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Simple, rapid and reliable methods to obtain high quality RNA and genomic DNA from Quercus ilex L.

leaves suitable for molecular biology studies. Acta Physiologiae Plantarum, 2012, 34, 793-805. 21 29
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