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All studies must disclose on these points even when the disclosure is negative.

Sample size

Data exclusions

Replication

Randomization

Blinding

Reporting for specific materials, systems and methods

Source data are provided with this paper. The 16S raw data of rhizosphere microbiome generated have been deposited in the NCBI database under accession code
PRJNA803271 (www.ncbi.nlm.nih.gov/bioproject/?term=PRJNA803271%20). The 16S rRNA sequence of Devosia sp. strain CJK-A8-3 and Devosia sp. strain XL339
have been deposited in GenBank with the accession code PP325837 and PP325838, respectively (https://www.ncbi.nlm.nih.gov/nuccore/?
term=PP325837:PP325838). The metabolomics mass spectrometry raw data are only available for request because there are other uses of the mass spectrometry
raw data.
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Not applicable

Not applicable

We did not perform a calculation for sample size, but we made sure that a sufficient number of replicates were taken following previous
experience with these types of experimental data(DOI:10.1038/NMICROBIO.2016.183). To ensure the reproducibility, some experiments were
performed for several times with relevant independent replicates for each time of experiment, the detailed times of experiment were stated
in the paper.

No data was excluded.

For reactive oxygen species measurement, six replicates were included for each treatment, and the entire ROS experiment was repeated
twice. For plant hypersensitive response assays, this experiment was repeated twice, with 9 replicates for each treatment. For the root
exudates composition analyzing and microbiome investigation, 6 replicates were included for each treatment. For biofilm formation
experiment, each treatment included 4 replicates. For measuring the growth curve, 6 replicates were included for each treatment. All
attempts at replication was successful for all the experiment. For germination experiment, 20 replicates (Figure 3 and Figure 5)or 7 replicates
(Figure 4) were included. For plant growth experiments, all plants grown in the pots were included as replicates, the detailed number is shown
in figure legends. For pathogen colonization experiments, 20 replicates were included. All attempts at replication was successful for all the
experiment.

For all the experiments grown Arabidopsis in pots, all the pots were randomly placed.

Blinding is not relevant for our study that investigated interactions between bacteria with their host plant.




