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Supplemental Figure 1.  the summary diagram of experimental design
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Supplemental Figure 2. Neighborhood-joining tree based on 16s rRNA sequences of ZY-1 and those of Pseudomonas species in database. 16s rRNA The 16S rRNA of  Pleurocapsa monteilii stain NBRC and Pleurocapsa qingdaonensis stain JJ3 used as outliers. Only bootstrap values above 40 % (percentages of 1000 replications) are indicated. Bar, 0.002 nucleotide substitutions per site. The 16srRNA sequence of ZY-1 is available via the link: https://www.ncbi.nlm.nih.gov/nuccore/PP214940.
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Supplemental Figure 3. Neighborhood-joining tree based on 16s rRNA sequences of FY-1 and those of Bacillus species in database. 16s rRNA The 16S rRNA of  Falsibacillus albus stain GY 10110 and Mesobacillus foraminis stain CV53 used as outliers. Only bootstrap values above 40 % (percentages of 1000 replications) are indicated. Bar, 0.005 nucleotide substitutions per site. The 16srRNA sequence of FY-1 is available via the link: https://www.ncbi.nlm.nih.gov/nuccore/PP214911.
