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Table S1 Data of wastewater characteristics and effluent qualities of LFA and LFB during January to September of 2011. 

Time 

CODcr (mg/l) TP (mg/l) NH4+-N (mg/l) NO3--N (mg/l) TN (mg/l) 

Infa Effb Infa Effb Infa Effb Infa Effb Infa Effb 

LFA/LFB BH LFA LFB BH LFA/LFB BH LFA LFB BH LFA/LFB BH LFA LFB BH LFA/LFB BH LFA LFB BH LFA/LFB BH LFA LFB BH 

Jan. 459.5 570.0 28.7 20.4 22.0 6.8 5.9 0.5 0.2 0.1 25.2 46.3 7.9 4.3 4.3 1.7 1.1 10.5 6.0 10.8 45.6 60.1 21.2 11.7 17.2 

Feb. 371.7 647.1 23.4 17.4 24.1 5.6 8.4 0.5 0.6 0.1 25.3 46.6 7.9 3.0 2.9 0.7 1.1 8.5 6.8 13.1 41.3 60.7 22.1 10.1 18.5 

Mar. 436.9 541.1 22.4 19.9 27.2 7.1 5.6 0.3 0.2 0.3 27.6 44.1 7.3 2.9 3.8 0.8 1.0 10.5 7.4 11.2 47.0 61.6 22.4 10.6 16.5 

Apr. 370.1 506.2 26.8 21.2 20.1 5.5 5.7 0.3 0.6 0.1 25.0 44.5 7.9 0.4 3.5 0.5 1.0 9.8 3.6 10.4 40.4 63.3 20.2 5.2 15.4 

May 319.0 498.0 24.0 21.0 19.9 4.6 5.7 0.4 0.9 0.1 21.5 42.4 7.4 0.6 3.2 0.5 0.9 8.8 5.7 9.2 34.7 60.0 18.2 7.3 15.2 

Jun. 370.0 380.3 21.0 18.0 18.1 5.7 4.1 0.4 0.6 0.2 20.0 34.2 5.2 0.7 3.2 0.3 0.7 10.1 6.7 9.1 33.3 47.0 16.9 8.0 13.3 

Jul. 360.0 362.1 23.0 15.0 20.0 4.4 4.0 0.6 0.4 0.1 21.1 33.3 2.7 0.8 3.6 0.6 0.9 13.1 6.9 9.5 34.5 46.4 16.5 8.1 14.0 

Aug. 319.1 371.2 20.1 19.4 23.2 4.3 4.2 0.3 0.8 0.3 22.4 40.2 3.1 1.7 4.0 0.4 0.8 8.6 6.3 11.6 37.4 55.8 12.8 9.1 17.3 

Sept. 284.7 482.2 18.4 17.4 21.1 4.1 5.1 0.4 1.3 0.2 22.6 37.1 3.1 1.1 3.9 0.4 0.6 7.3 4.8 11.1 34.5 56.6 10.2 6.6 16.4 

a Inf is short for influent. 
b Eff is short for effluent.
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Fig. S2 
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Fig. S3 
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Fig. S4 
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Fig. S5 
 

 
 



Fig. S6 
 

 



Supplementary Figure Legends 

Fig. S1 Detected numbers (a) and normalized signal intensities (b) of functional 

genes involved in each microbial process of the three wastewater treatment 

systems. 

 

Fig. S2 Hierarchical clustering analysis of the overall functional genes from all 

investigated samples. 

 

Fig. S3 Detrended correspondence analysis (DCA) of microbial community structures of the 

investigated nine samples. Triplicates of each treatment system grouped. 

 

Fig. S4 (a) Numbers of the detected genes involved in important processes of 

nitrogen cycling. The names of the genes as well as their numbers were presented. 

(b) Normalized signal intensities of the genes associated with each process of 

nitrogen cycling. 

 

Fig. S5 Clustering analysis of the nitrification genes unique to each system. Red 

indicates signal intensities above background, while black represents the ones 

below background. Brighter red coloring means higher signal intensities. 

 

Fig. S6 Clustering analysis of ppk genes involved in poly P synthesis. See Fig. S5 

legend for explanation. 
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