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First Insights into the Effect of Mycorrhizae on the Expression of Pathogen Effectors during the
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Castanea root transcriptome in response to Phytophthora cinnamomi challenge. Tree Genetics and
Genomes, 2015, 11, 1.

First clues on a jasmonic acid role in grapevine resistance against the biotrophic fungus Plasmopara

viticola. European Journal of Plant Pathology, 2015, 142, 645-652. 17 33

Subtilisin-like proteases in plantA¢a,~a€cepathogen recognition and immune priming: a perspective. Frontiers
in Plant Science, 2014, 5, 739.

A comprehensive assessment of the transcriptome of cork oak (Quercus suber) through EST 0.8 53
sequencing. BMC Genomics, 2014, 15, 371. :
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Susceptible and Resistant Vitis vinifera Cultivars. PLoS ONE, 2013, 8, e72998. 2:5 8



MA3NICA SEBASTIANA

# ARTICLE IF CITATIONS

Labellum transcriptome reveals alkene biosynthetic genes involved in orchid sexual deception and

pollination-induced senescence. Functional and Integrative Genomics, 2012, 12, 693-703.

Identification of plant genes involved on the initial contact between ectomycorrhizal symbionts
20 (Castanea sativa 8€“ European chestnut and Pisolithus tinctorius). European Journal of Soil Biology, 3.2 23
20009, 45, 275-282.

Fungal Transcript Pattern During the Preinfection Stage (12Ah) of Ectomycorrhiza Formed Between
Pisolithus tinctorius and Castanea sativa Roots, Identified Using cDNA Microarrays. Current
Microbiology, 2008, 57, 620-625.
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