Protocol S2 – Metagenomic analysis 

Metagenomic BLASTP comparisons were performed against annotated microbiomes available at the DOE Joint Genome Institute [1] (http://img.jgi.doe.gov/cgi-bin/m/main.cgi): AMO, Methane Oxidizing Archaea [2]; Acid Mine Drainage [3]; anaerobic ammonium oxidation (anammox) Bacteria [4]; human gut communities [5]; Mouse gut communities [6]; Sludge [7,8]; and microbial communities from whale carcasses (whalefall) [8]; plus the non-redundant environmental sequences available at NCBI as the "nr_env" BLAST database (ftp://ftp.ncbi.nih.gov/blast/db/) as of July 2007, consisting mostly of the enormous amount of data from the marine metagenomic sequences of the Sorcerer II Ocean Sampling expedition [9] and the Sargasso sea survey [10]. 
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