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[bookmark: _GoBack]S4 Text. Prediction of functional metagenome
The open source software PICRUSt (Phylogenetic Investigation of Communities by Reconstruction of Unobserved States), a computational approach for prediction of functional metagenome of bacterial communities using marker gene data and a database of reference genomes, was used on the Greengene picked OTUs to generate metagenomic data, and derive relative Kyoto Encyclopedia of Genes and Genomes (KEGG) Pathway abundance. KEGG data was analyzed using open source software STAMP (STatistical Analysis of Metagenomic Profiles). 
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