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®
The Genome Analysis Centre (TGACQC)

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

TGAC will complement work being carried out at The Wellcome Trust
Sanger Institute and MRC / NERC Centres.
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To further UK’s capacity in genomics, with a mission to be aligned with BBSRC strategic areas. 



Considerations

* Space

e Electric Consumption

e Storage / HPC cluster

e Staff

* Connectivity

* Expansion rate



Sequencing Technologies

1,000,000,0004
100,000,000 4
10,000,000+
1,000,000
100,00004
10,0004
1,000

1004

Kilobases per day per machine

10-

Massively parallel
sequencing

Capillary sequencing

Gel-based systems

Single
molecula?

Short-read
SequUencers

Microwell

pyrosequencing

Second-generation
capillary sequencer

Autormated
Manual 3iab gol First-generation
slab gel capillary
|__ T T T T T
1980 1985 1990 1995 2000 2005

Year

| 1
2010 Future

Michael R. Stratton, Peter J. Campbell & P. Andrew Futreal

Nature 458, 719-724(9 April 2009)



Presenter
Presentation Notes
The possibility to sequence more for less opens new applications and opportunities in genomic research. 


Heavy Weights

HiSeq 2000
75-120 bases reads
~200 Gb / expt

AB SOLID 4 System
50 bases reads
~100 Gb / expt (300Gb 4hq)

~OES ~10 days



Light Weights
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Single-Molecule Sequencing
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Repositories
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LIMS Architecture




MISO

Figure 2: MISO

implementation schematic
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MISO

BBSRC Genome
Analysis Centre Laboratory Information Management System

BBSRC Genome
Analysis Centre Laboratory Information Management System
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Run Stats

Clostridium botulinum Ralstonia faecalis

Nucleotide composition Nucleotide composition

A 586219982 (2222 %)
C 722559089 (27.4 %)

G 737641295 (27.96 %)
T 589436691 (22.35 %)
N 1586903 (0.06 %)

W A 819127436 (34.79 %)
0O G 351166020 ( 14.81 %)
B G 361641760 ( 15.36 %)
W T 518418555 (3476 %)
B N 4226580 (0.18 %)
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Run Stats

Nucleotide composition

W A 16411380 (2094 %)
O C 22676064 { 28.94 %)
B G 22831745 (20.14 %)
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Run Stats
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TGAC Cluster |

{ Access gateway

TGAC Desktop Users| | Dell 2950
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Computer Jobs: Scheduling and Management
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De Novo Pipeline —small genomes
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De Novo Pipelines — large genomes
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Dissemination of the Data
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