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<i>Xylella fastidiosa<[i>&€™s relationships: the bacterium, the host plants, and the plant microbiome.
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Introduction and adaptation of an emerging pathogen to olive trees in Italy. Microbial Genomics, 2021,
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Emergence of a Plant Pathogen in Europe Associated with Multiple Intercontinental Introductions.
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Draft Genome Sequence Resources of Three Strains (TOS4, TOS5, and TOS14) of Xylella fastidiosa
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an Overactive Immune Response. Plants, 2019, 8, 335. 35 12

Draft Genome Resources of Two Strains (4€ceESVLa€-and d€celVIA59015€) of <i>Xylella fastidiosa</i> Associated 5
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Identification and Characterization of Resistance-Breaking (RB) Isolates of Citrus tristeza virus. 0.9
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lonomic Differences between Susceptible and Resistant Olive Cultivars Infected by Xylella fastidiosa in
the Outbreak Area of Salento, Italy. Pathogens, 2019, 8, 272.
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Molecular and biological characterization of a novel mild strain of citrus tristeza virus in
California. Archives of Virology, 2018, 163, 1795-1804.

Draft Genome Sequence of Xylella fastidiosa subsp. <i>fastidiosa</i> Strain IVIA5235, Isolated from
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Identification and Characterization of <i>Citrus tristeza virus<[i> Isolates Breaking Resistance in
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Complete Genome Sequence of the Olive-Infecting Strain Xylella fastidiosa subsp. <i>pauca</i> De

Donno. Genome Announcements, 2017, 5, .

Identification and characterization of privet leaf blotch&€associated virus, a novel <i>idaeovirus</[i>.

Molecular Plant Pathology, 2017, 18, 925-936. 42 22
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severe disease of quince (Cydonia oblonga, Mill.). Archives of Virology, 2017, 162, 299-306.

Detection and molecular characterization of a Grapevine Roditis leaf discoloration-associated virus
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Genetic Variability of <i>Grapevine Pinot gris virus</i> and Its Association with Grapevine Leaf
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A new grapevine virus discovered by deep sequencing of virus- and viroid-derived small RNAs in Cv
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