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Overview

• 2 Presentations
 Best practices working with large datasets – Dawei Lin
 Integrating data and meta-analysis of publically available expression 

array data, looking for shared pathways – Vared Caspi

• Moderated question/discussion session
 Methods for QC
 Triage of source data
 Open source software
 Analysis methods
 Developing software encapsulating new analysis methods



Data “Tsunami”



Hardware for Sequencing



Hardware for Genotyping



Instrument Throughput
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Bioinformatic Challenges Abound 

• How/What to store?
• How to process?
• How to analyze?
• How to assess quality?

– What is quality?
– How to QC?

Presenter
Presentation Notes
In the past, we could throw away chromatograms—but since we really don’t trust the quality scores, we don’t want to throw anything anything away yet!  �Companies are trying to get rid of the massive amounts of raw data and only keep the “processed pieces”…however, what’s “processed?”



Next Generation Sequence Data

From David Dooling at Politigenomics

Do you engage in data triage?
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