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S1Fig. Rarefaction curve.

S2Fig. Fragment recruitment plotsof theMSScontigsby bacterial and archaeal genomes.



S3Fig. Thebacterial (A and B) and archaeal (Cand D) standard curves(A).

S4Fig. TheCt valuesfrom the16SrRNA geneamplifications.

S5Fig. Nitrogen cyclerepresentation obtained in theKeegMapper analysisof MGRAST

web server based on SEED database.

S1Table. Taxonomicaffiliation of 16SrRNA geneOTUsbased on Greengenesdatabase.

S2Table. Carbon sourcesutilization bymicrobial communitiesin aerobicand anaerobic

condition and diversity index in sediment of theMinastream.










