
 
Supplementary Figure 1. Rarefaction curves displaying the number of combinations of IAA 

synthesis routes in each phylum. Generally, there are 6 distinct routes for IAA synthesis. But our 

analyses reveal that a single bacterial phylum can synthesize IAA via random combinations of 6 

distinct metabolic routes (Refer Fig. 1). Each subsampling point is repeated for 50 times with a 

step size of 5. 

 



  
Supplementary Figure 2. The bacterial taxonomic compositions of IAA synthesis-related genes 

in rhizosphere. a) The taxonomic structure of Try-catalyzing enzymes in rhizosphere. b) The 

structure of IAA-producing enzymes in rhizosphere. 
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Supplementary Figure 3. The comparison of IAA synthesis capacity between metagenomic bins 

and retrieved genomes. a) and c) represent the proportions of genomes that possess Trp-

catalyzing enzymes and complete IAA synthesis pathways in different bacteria, respectively. b) 

and d) represent the proportions of genomes that possess multiple Trp-catalyzing enzymes or 

complete IAA synthesis pathways. 

 


