Rocky 2008, December

High Throughput Metagenome Analysis

Rob Edwards

Department of Computer Science,
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Free workshops on NMPDR, RAST, mg-RAST, SEED

Contact Leslie McNeil (Ikmcneil@ncsa.uiuc.edu)
or visithttp://www.nmpdr.org/
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How much sequence?
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The SEED THE SEED
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Metagenomics
(Just sequence it)

200 liters water
5-500 g fresh fecal matter
50 g soil

Concentrate and purify bacteria,
viruses, etc
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The Metagenomics
RAST Server

M G_RAS Meta Genome Rapid Annotation
using Subsystem Technology

Welcome to the Metagenomics SEED Viewer.
For more information about The SEED please visit theSEED.org.

MG-RAST is a fully-automated service for annotating
metagenome samples.

It provides:

* annotation of sequence fragments,
® their phylogenetic classification,
* metabolic reconstructions and

® comparison tools

The service is built as a modified version of the RAST
server which was originally designed to support
high-quality annotation of complete or draft microbial
genomes.
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Metagenomics Tools

 Download all data

e Annotation Summaries

« Annotation via Subsystems

e Connections to KEGG maps
* Recruitment Plots
 Phylogenomic Reconstruction

e Metagenome Comparisons
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How much so far

Public metagenomes:  Total metagenomes:
e 192 metagenomes 1,414 metagenomes
e 28,935,057 sequences » 126,113,077 sequence

* 6,880,430,153 bp » 30,166,714,783 bp

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

| '
Q‘a | [ | www.nmpdr.org www.theseed.org NMP°R| e



