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/T he widespread adoption of next generation sequencing (NGS) technologies is generating large volumes of data that researchers need to visualize in order to fully B
exploit it. The new Bio::DB::Sam data adaptor enables the popular Generic Genome Browser (GBrowse)' (http://gmod.org/GBrowse) to present short read data from
a SAMtools® (http://samtools.sourceforge.net/) generated database. SAMtools is an open source toolkit and common file format for storing NGS alignment data.

Q—Iere we present examples of GBrowse using the Bio::DB::Sam adaptor with E. coli resequencing data as a proof of concept for using GBrowse as a NGS browser.
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What SAMtools and Bio::DB::Sam Provide

Coverage Density Plots Coverage XY Plots
SAM (Sequence Alignment/Map) format is a generic format for storing large nucleotide ‘H H H ‘H ‘ ‘ H H H ‘ ‘ ‘ H H“ HH“

sequence alignments. BAM is a space-efficient indexed binary representation of SAM that is

optimized for rapid retrieval of mapped alignments that overlap a region of interest. Individual Read Glyphs Paired Read Glyphs
Bio::DB::Sam is a GBrowse data adaptor that allows GBrowse to use the data in a BAM data
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There are several improvements in GBrowse 2 over GBrowse 1.70, including support for distributed databases and image rendering and AJAX image
GBI'OWSG 2 O upating (so that the whole page does not need to reloaded to view a new region or data track). GBrowse 2 also allows tracks to come from different
* ™ data sources in the same page, so one track could come from a flat file, another from a Chado database and a third from a Bio::DB::SeqgFeature::Store
database. As a result, it is much easier to display next generation sequencing data in GBrowse 2 along with other annotations.
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