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Pictorial abstract highlighting the key results of the study 
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Ecosystem-driven variation in cassava rhizoplane bacteriome and their efficacy against Fusarium falciforme
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Diseased wetlands showed the _highest
bacterial richness, while evenness remained
comparable

significantly among agroecosystems
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> A conserved Pseudomonadota -
dominated core microblome
» Pseudomonas  dominated uplands,

whereas Aeromonas, Salmonella, and
Devosia were associated with disease.

Culture-Based OTU Validation

Isolation of bacterial
colonles

Characterized 195 culturable rhizoplane
bacterial isolates, including Enterobacter,
Pseudomonas, and Bacillus

Symptoms  of Fusarium falciforme
cassava stem and
roor rot

Rhizoplane samples

v Upland
' Wetland diseased
v Wetland healthy

/‘ Functional characterization \

Dual culture assay

Bacillus subtilis ULB_36 (83.33%) and Bacillus
sp.l ULB_12 (78.52%) displayed highest
percentage inhibition

Niallia circulans ULB_7 (69.63%) and Klebsiella
pneumoniae WHB_81(64.44%) displayed highest

percentage inhibition

In planta evaluation

Core rhizoplane isolate Bacillus subtilis ULB_36
(T1) completely suppressed cassava root rot
(0% PDI) and enhanced plant growth under
greenhouse conditions





