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Supplementary Fig. 1 Rarefaction curves depicting species richness as a function of sequencing depth across cassava rhizoplane microbiome samples
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[bookmark: _Hlk228642848]Supplementary Fig. 2 Distribution and abundance of cassava rhizoplane microbiome at class level
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Supplementary Fig. 3 Distribution and abundance of cassava rhizoplane microbiome at order level
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Supplementary Fig. 4 Core microbiome of cassava rhizoplane representing upland eubiosis state
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Supplementary Fig. 5 Core microbiome of cassava rhizoplane representing wetland dysbiosis state 
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Supplementary Fig. 6 Core microbiome of cassava rhizoplane representing wetland eubiosis state
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Supplementary Fig. 7 Shared taxa of the three rhizoplane microbiome sample groups
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Supplementary Fig. 8 Betweenness and closeness centrality of microbial taxa in cassava rhizoplane-associated microbiome networks
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[bookmark: _Hlk231160812]Supplementary Fig. 9 Dual culture assay demonstrating the antagonistic potential of rhizoplane bacterial isolates against Fusarium falciforme
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Supplementary Fig. 10 Rhizoplane bacterial volatile-mediated suppression of Fusarium falciforme
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