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The high-throughput sequencing was used to investigate the differences in symbiotic bacterial and fungal community
structures between Phyllosticia populea Sacc leaf spot disease and healthy leaves. The bacterial and fungal OTUs of P. pop—
ulea leaves changed greatly before and after susceptibility to disease. The two samples shared 27 bacterial species account—
ing for only 5.49% of the total bacteria and 22 fungal species accounting for only 0.71 %. Two substantially identical
sample colonies structures but large differences in relative abundance. At the phylum level Proteobacteria is the dominant
bacterium and Ascomycota is the dominant fungus. At the genus level Sphingomonas is the dominant bacteria in healthy
leaves and Pseudomonas is the dominant bacteria in diseased leaves; Cladosporium is the predominant fungus in healthy
leaves Fusarium is the predominant fungus in diseased leaves followed by Coryneum.
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