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14 Next-Gen Sequencing Sample Preparation Genome Technology

Our panel of experts referred to a number of
publications and online tools that may be able to
help you get a handle on sample preparation for
next-generation sequencing. Whether you're a
novice or pro at this new technology, these
resources are sure to come in handy.
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Next Generation Sequencing: Platforms,
Applications, and Case Studies (CHI conference)
http://www.healthtech.com/2008/seq/index.asp

Next Generation Sequencing Symposium
http://www.nminbre.org/pages/events/nmbis/2008/

Next-Generation Sequencing Data Management
http://blog.bioteam.net/2008/01/15/workshop-
next-generation-sequencing-data-management/
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