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Figure S1. Relative abundance of dominant bacterial genera under different
treatments: soil (a—d), roots (e-h), and leaves (i-1). Pie charts show the genus-level
taxonomic structure of the bacterial community based on 16S rRNA sequencing
data. The charts present genera that constitute the major proportion of the
community; taxon names are shown according to the annotations in the graphs.
Percentage values indicate relative abundance within each sample. CK_F,
pathogen-inoculated control without microbial treatment; Bnl_F, pathogen-
inoculated plants treated with Bacillus amyloliquefaciens Bnl; SMC3_F and
SMC5_F, pathogen-inoculated plants treated with the corresponding microbial
consortium variants. The final letter in the sample code denotes the compartment:

S, rhizosphere soil; R, roots; L, leaves.
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