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

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

Time Inft Eff° Inf? Eff° Inft Eff° Inf? Eff° Inf Eff°
LFA/LFB BH LFA LFB BH LFA/LFE BH LF/LFB BH LFA/LFB BH LFA LFB BHLFA/LFB BH LFA LFB BH LFA/LLFE BH LFA LFB BH

Jan. 459.5 570.0 28.7 204 22.0 68 59 05 02 01 252 463 79 43 43 17 11 105 6.0 108 456 601 212 117 172
Feb. 371.7 647.1 234 174 241 56 84 05 06 01 253 466 79 3.0 29 07 11 8.5 68 131 413 607 221 101 185
Mar. 436.9 541.1 224 19.9 27.2 71 56 03 02 03 276 441 73 29 38 08 1.0 105 74 112 470 616 224 106 165
Apr. 370.1 506.2 26.8 21.2 20.1 55 57 03 06 01 250 445 79 04 35 05 1.0 9.8 36 104 404 633 202 52 154
May ~ 319.0 498.0 24.0 21.0 199 4.6 57 04 09 01 215 424 74 06 32 05 0.9 8.8 57 9.2 347 600 182 73 152
Jun. 370.0 380.3 21.0 180 181 5.7 41 04 06 02 200 342 52 07 32 03 0.7 101 6.7 9.1 333 470 169 80 133
Jul. 360.0 362.1 23.0 150 200 44 40 06 04 01 211 333 27 08 36 06 09 131 6.9 9.5 345 464 165 81 140
Aug.  319.1 3712 20.1 194 232 43 42 03 08 03 224 402 31 17 40 04 0.8 8.6 63 116 374 558 128 91 173

Sept. 2847 4822 184 174 211 41 51 04 13 02 226 371 31 11 39 04 0.6 7.3 48 111 345 566 102 66 164

a Inf is short for influent.
b Eff is short for effluent.
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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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