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The raw bacterial and viral metagenomic sequencing data generated in this study have been deposited in the NCBI Sequence Read Archive (SRA) under BioProject accession 
numbers PRJNA1266835 and PRJNA1266889. All datasets are publicly accessible and can be accessed through the NCBI BioProject database. 



Randomization 

Blinding 

Samples were randomly assigned to treatment groups.

Blinding was not applied as the experimental design did not require subjective assessment.

Did the study involve field work？ 口阳 区lNo 

Reporting for specific materials, systems and methods 
We require information from authors about some types of materials, experimental systems and methods used in many studies. Here, indicate whether each material, 
system or method listed is relevant to your study. If you are not sure if a list item applies to your research, read the appropriate section before selecting a response 

Materials & experimental systems 
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口冈 Plants
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Seed stocks Seeds of buckwheat (Fagopyrum tataricum L.) were obtained from a certified local agricultural supplier in Sichuan Province, China 
Seeds used in this study were commercially available, non-transgenic, and commonly cultivated varieties 

Novel plant genotypes 

Authentication 

This study did not involve the generation or use of novel plant genotypes, genetically modified plants, or mutant lines 
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Plant species identity was based on standa「d mo「phological cha「acte「istics and seed source information provided by the supplie「.No
additional molecular authentication was 「equi「ed fo「 this study. 
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