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A new facility to provide critical mass and excellence in genomics specialised 
in  animal, microbial and plant research:

- high throughput sequencing 
- new technology platforms
- bioinformatics 
- impact through innovation and enterprise

www.tgac.bbsrc.ac.uk 

The Genome Analysis Centre
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Sequence Analysis Tools

• PGP-viewer and WGS browsers

• “Punchlists”

• Data Analysis

eg. analysis of gaps, missing cDNAs, integration of WGS data

Design and implementation of tools to analyse, integrate and visualise the available 
resources



PGP Viewer



Bridging Gaps with WGS Sequences
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Missing Markers/cDNAs

Region not covered by the physical map



cDNAs in Regions not Covered by the MAP
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Tilepath



From the Sequence to the Map
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From the Sequence to the Map
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From the Map to the Sequence
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$slice=$slice_adaptor->fetch_by_region(“chromosome”,20);

my $clone_projs = $slice->project(“clone”); 

foreach my $clone_proj (@$clone_projs){

#get all bacends for $clone_proj

}



Punch Lists



Genome Reference Consortium

http://genomereference.org

http://genomereference.org�


Genome Reference Consortium



Conclusions

• Integration of the data
– speeds up project
– validation
– systematic identification of problematic areas

• Scientific Community
– expertise in relevant areas of the genome
– more and better eyes to look for issues
– share ownership of the final product

• Quality
– lasting resource
– usability 
– architecture of the sequence
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