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I. Abstract Body 
Molecular diagnosis uses increasingly sensitive and refined molecular tools applied to both symptomatic and asymptomatic plant tissue in order to detect in advance the hypothetical growth and development of the pathogen that can cause rapid spread of the disease due to the effects of globalization and continuous climate change. The results deriving from the application of molecular diagnosis of plant pathogens helps to broaden the knowledge about a specific pathogen e.g. Xylella fastidiosa ssp., allowing the study of epidemiology including the causes and effects of plant pathogen disease. In this way, epidemiology can be considered a valid subject that unifies all the scientific data deriving from lab and wet experiments, allowing the recovery of desired information in order to perfect the study of plant pathogens and related diseases. In this study, the sensitive real time-TaqMan-PCRs (quantitative Polymerase Chain Reactions) tool is supported by the faster LAMP (Loop Mediated Isothermal Amplification) reactions for the in vitro detection of two phytopathogenic bacteria, including, Acidovorax avenae cattleyae used as internal control (IC) to verify the validity of artificial replication reported by the red-sulforhodamine-101-acid-chloride-dye, and X. fastidiosa pauca, multiplex, fastidiosa identified by the two blue-6-carboxy-fluorescein and green-hexachloro-fluorescein-dyes. Bacterial microbial growth on Petri dishes [test in vitro] was transferred to the greenhouses [test in vivo], using sealed containers for quarantine (QO) and genetically modified organisms (GMO), subsequently inoculated in the succulent plant Portulaca oleracea, in the ground covering plant Vinca minor, in the medicinal plant Lavandula angustifolia, in the cosmetic plant Hedera helix, in the hard timber Quercus robur, in the remarkable and demanding arboreal plant Fraxinus excelsior, in the melliferous tree Prunus avium, in the evergreen shrub Polygala myrtifoliae and in the perennial plant Nicotiana tabacum. For a serious epidemiological study, there have been notified the analytical and agronomic parameters [test in silico], as the abiotic and biotic factors, including temperature (°C), humidity (RH), the amount of light (cd) and water (L), the soil quality, the presence of weeds and insects or other pathogenic microorganisms. TriplexTaqMan assays reported high specificity for all the plant samples, as high sensitivity/repeatability for herbaceous X. fastidiosa-host-plants P. oleracea, V. minor, L. angustifolia, N. tabacum; random results were obtained for the treeplant samples. In vitro-in vivo results were analyzed in silico (Microsoft Office Excel) using ANOVA, t-test. In conclusion, plant disease epidemiology shows a multidisciplinary aspect, as it contains biological, statistical, agronomic and ecological perspectives.  
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