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— Ahstract History

Emerging high-throughput sequencing technologies produce vast data sets that can be The IGB project started at Affymetrix, Inc to support the company's tiling
analyzed in diverse ways. Making the most of these data requires tools that are flexible array and genotyping products. IGB was always free to use, and in 2004
enough to handle a diverse range of questions. Integrated Genome Browser (IGB) is a fast, Affymetrix released IGB as open source software. Since 2008, an NSF
flexible, and free genome visualization tool designed to help scientists analyze large-scale Arabidopsis 2010 grant has supported |IGB development for the Arabidopsis
data sets. |IGB supports a variety of visualization techniques adapted from information and plant genomics communities. The Loraine lab at UNC Charlotte leads
visualization fields in order to foster productive exploration of data. More than 8,000 scientists IGB development with collaborators from the Huntsman Cancer Institute
from diverse communities worldwide use |GB to visualize data from next-generation (Utah), Genentech, and the Molecular Pathology Institute (Vienna). With
sequencing experiments, tiling arrays, and EST/genome sequencing projects. IGB can run on their help, we've added many new features, including new ways to explore,
any computer with Java 1.6 installed and is freely available from bioviz.org/igb. analyze, and share data from high-throughput sequencing experiments.
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