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Table S1 relative abundance of the major species before and after stimulation by additing 

activator nutrients in sample 77.35 (%) 
L.77.35 SL.77.35 

Agrobacterium 0.51 25.30 

CandidatusAmoebophilus 0.00 18.13 

Sphingopyxis 0.26 17.92 

Pseudomonas 5.15 10.84 

Nevskia 20.02 8.21 

Ochrobactrum 25.34 5.49 

Halomonas 10.74 4.42 

Vibrio 1.63 3.13 

Kangiella 2.23 2.23 

Hydrogenophaga 3.35 1.77 

Shewanella 4.47 1.04 

Serratia 4.72 0.53 

Pannonibacter 0.26 0.30 

Dietzia 1.12 0.30 

Psychrobacter 0.69 0.15 

Bacillus 0.09 0.06 

Methylibium 0.09 0.06 

Phaeospirillum 0.00 0.04 

Methyloversatilis 0.09 0.04 

Propionibacterium 0.00 0.04 

Rhodanobacter 0.00 0.02 

Azorhizobium 0.00 0.00 

Afipia.1 0.00 0.00 

Rhodococcus 0.09 0.00 

Hydrocarboniphaga 0.09 0.00 

 


