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Metagenome analysis strategy

Assembly approach Assembly + Binning approach
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Metagenomic reads -

| Metagenomic reads
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similarity search proteins, taxon)

Gene Function abundance -
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1567.7
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axonomic  Cultured and validly Genome-based putative taxa
rank described taxa iIncluding uncultured taxa

Phylum 46 186
Class 124 641
Order 255 2,343
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Genus 3,961 37,503
' 22,175 199,923
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Species Methanolobus sp029762595 Whatis PZLAST? ) . | \1?/ § N \
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Pedobacter ureilyticus GLY 0058053452 SAMN33973100 NSO (o) 102855 B :ua::: :u :: — ::'m :; view :::.E..
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