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Genome sequence data processing & analysis
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IMG systems: genome/metagenome data flow

+ ~ 350 Genomes
~ .6 Mil Genes

Every 4 months

4,890 Genomes
5.5 Mil genes

+ 275  Samples:
~85 Studies

+ 7.6 Mil Genes
14 Mil total

+ 230 Genomes
 111 GEBA

+ .9 Mil Genes
6.4 Mil total

65  Samples: 
21 Studies

IMG+2.6 Mil genes
8.1 Mil total

On demand

Monthly

On demand



Summary of capabilities

 Examine individual genome annotations 
o Review, identify anomalies

 Correct /curate using IMG ER

 Compare multiple genomes in terms of         
functional/metabolic capabilities
o COG, Pfam, KEGG, EC#s, …

 Analyze gene in terms of conservation, 
gene transfer

 Download genomes, set of contigs of
interest with all their annotations

IMG Synopsys



IMG: reasoning about annotations



IMG: Protein product review



IMG: Metabolic capability review- missing enzymes



IMG: Gene model review- missing genes



IMG/M Synopsis

Summary of capabilities

 Examine individual metagenomes in the        
context of reference genomes

o Review, identify anomalies
 Correct /curate using IMG/M ER

 Compare multiple metagenomes in terms
functional/metabolic capabilities

 Download metagenomes, set of contigs of
interest with all their annotations

Key challenges
 Precision of  metagenome annotations

 Significance of functional comparisons

 Number/size /comparison of metagenomes

Reference context
for metagenome

analysis



http://www.jgi.doe.gov/meetings/mgm/index.html



IMG ER systems: community users

USA: 155

Canada: 2

Mexico:   2

• Brazil :  1

• Chile :   1
Australia:     26

Europe:           41   

• Austria           6
• France           1
• Germany 14
• Greece 3
• Netherlands   4
• Russia 2
• Sweden          1
• Switzerland    2
• UK 8

Asia:                17   

• China 2
• Hong Kong      2
• Japan 1
• Israel    9
• Singapore 1
• Taiwan            1
• Thailand   1

New Zeeland: 2
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