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Abstract: The plant and root-associated microbiomes are closely related. Plant 19 

metabolic substances can serve as a nutrient source for the microbiome, and in return, 20 

the microbiome can regulate the production of plant metabolic substances. Wild rice 21 

(Oryza rufipogon), as the ancestor of cultivated rice (Oryza sativa), has changed 22 

                                                             

Abbreviations: OTU, Operational taxonomic unit; ITS, internal transcribed spacer; 

IAA, indoleacetic acid; ACC, one-aminocyclopropane-1-carboxylic acid; vs, versus; 

DEGs, differentially expressed genes; RDA, Redundancy analysis. 
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