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Supplementary Materials
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Supplementary Figure S1 Venn diagram showing the unique and shared ASVs between rhizosphere and bulk soil samples.

[bookmark: _Hlk181015479]Supplementary[image: ] Figure S2. Bacterial community composition and structure in bulk soil, rhizosphere, and endosphere of chamomile (Mc - Matricaria chamomilla L.), marigold (Co - Calendula officinalis L.), and night shade (Sd - Solanum distichum Schumach. and Thonn.). The bacterial community composition is shown at the order (A) and genus level (B).  
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Supplementary Figure S1. Bacterial community clustering in bulk soil, rhizosphere, and root endosphere was visualized in a two-dimensional PCoA plot based on a Bray–Curtis matrix. 


Supplementary Table S1 Analysis of significantly enriched bacterial taxa in each plant species by using Linear Discriminant Analysis Effect Size (LEfSe). This analysis was conducted to determine bacterial biomarkers specific to each plant species at the genus level. 
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[bookmark: _Hlk181189926]#Plant species - German chamomile (Mc - Matricaria chamomilla L.), marigold (Co - Calendula officinalis L.), and night shade (Sd - Solanum distichum Schumach. and Thonn.). 
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