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Abstract; An unknown tobacco seedling disease was found in Weining, Guizhou, mainly mani-
fested as stem base constriction and root abscission, resulting in tobacco seedling wilting and
death. Illumina amplicon sequencing showed that the most dominant fungal genus in the stem
base of healthy and infected tobacco seedlings was Talaromyces. The dominant bacteria of
healthy tobacco seedlings were Wolbachia and Enterococcus. The dominant bacterial genera of
infected tobacco seedlings were Rahnellal and Pseudomonas. The Shannon diversity index of
fungi and bacteria in the stem base of healthy tobacco seedlings was significantly higher than
that of infected tobacco seedlings. The results of Illumina amplicon sequencing pointed out the
goal for the subsequent selective isolation of Rahnellal s Pseudomonas ,» Cystobasidium with sig-
nificantly increased abundance from infected tobacco seedlings, as well as Talaromyces fungi
with insignificant increase in abundance but reported to be pathogenic, and confirmation of
pathogens according to the Koch's rule.
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