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Metagenomics
(Just sequence it)
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Publish papers



The Metagenomics 
RAST Server



Metagenomics Tools
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• Download all data

• Annotation Summaries

• Annotation via Subsystems

• Connections to KEGG maps

• Recruitment Plots

• Phylogenomic Reconstruction

• Metagenome Comparisons



How much so far
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Public metagenomes:

• 192 metagenomes

• 28,935,057 sequences

• 6,880,430,153 bp

Total metagenomes:

• 1,414 metagenomes

• 126,113,077 sequence

• 30,166,714,783 bp

Compute time:
~19 hours of compute per input megabyte
573,154 hours  = 23,881 days = 65 years


