Supplementary Table S1. Class comparison of phylum Proteobacteria before and after air surging.

The data are prevalence rates (%) in terms of the number of OTUs.

Proteobacteria Before After
Alphaproteobacteria 5.1 6.2
Betaproteobacteria 38.7 30.3
Deltaproteobacteria 0.4 7.8
Gammaproteobacteria 39.4 1.8
Other Proteobacteria <0.1 0.5
Total % of Proteobacteria 83.6 46.6

Supplementary Table S2. Comparison of major bacterial communities before and after air surging.

The data are prevalence rate (%) in terms of number of OTUs.
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