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Analysis System (Perkin-Elmer, Massachusetts, USA) at 90% laser power and 80% PMT. Signal intensity of
each spot was determined by ImaGene 6.1 (Biodiscovery Inc., CA, USA). Spots with signal-to-noise ratio
[SNR = (signal intensity-background intensity)/background standard deviation] <2.0 were removed.

» A common oligo reference standard (CORS) was used to normalized the data (Liang et al., 2010). Then
Signal intensity of each gene was normalized by raw DNA vyield so that normalized signal had a unit of
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and significant negative relationships were observed between abundances and ozonation time (P = 0.02~0.04).
Deltaproteobacteria which were reduced by 94.3% showed highest resistance while Actinobacteria which both were

reduced by 96.3% showed Ilowest resistance to ozonation. Microorganisms similar to Rhodothermus,
Obesumbacterium, Staphylothermus, Gluconobacter and Enterococcus were dominant at all the time points. Contact information: wang-jian02@mails.tsinghua.edu.cn; jzhou@ou.edu; ligh@tsinghua.edu.cn

signal intensity per gram of soill.
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