Supplementary Information

Figure S1. Rarefaction analysis of the 454-pyrosequencing data retrieved from the WHT
and WLT samples in the FASFL. The operational taxonomic units (OTUs) were analyzed
at 0.20, 0.05 and 0.03 phylogenetic distances, respectively.
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Table S1. Richness and diversity of bacterial communities derived from the WHT and

WLT samples in the FASFL.
Sample Cutoff OTUs Chaol Shannon Index Good’s Coverage
0.03 2562 5,229 5.79 0.879
WHT 0.05 1892 3473 5.44 0.920
0.20 256 297 3.45 0.996
0.03 406 646 4.64 0.972
WLT 0.05 301 402 4.34 0.983

0.20 49 58 2.39 0.998




