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• 30 Research Groups

• 400 Researchers

• 2 Illumina GA2Xs

• 5 Bioinformaticians



Possible uses…
ChIP-Seq

MeDIP-Seq

4C

ChIA-Pet
Bisulphite-Seq

mRNA-SeqNuclear RNA-Seq

mRNA Tag Seq
3C

SNP Detection



Next Gen Workflow

Prepare Library

Add adapters

Quantitate

QC

Sequencing Run

Image Analysis Base Calling

Mapping to Reference

QC
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Quantitative Analysis

Biological Interpretation
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Division of Labour

+ +
Uses standard software

Simple analyses

Biological Detail

Writes Simple Scripts

Organises Data

Links to other data

Develop Software for others

Manage Primary Data

Complex non-standard analysis

Full service for small studies





Visualise



Quantitate



Filter



Report



Core Facility Jobs

• Mapping
• QC
• Filtering
• Standard Workflows
• Custom Analysis

• Planning / Design
• Software Development
• Training





www.bioinformatics.bbsrc.ac.uk

simon.andrews@bbsrc.ac.uk
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