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ldentity of genes and their expression levels can be accessed by RNA-sequencing.
Therefore, tools for de novo transcript assembly and quantification have been developed.
Still, the problem remains, that the output is organized in huge text files which are difficult
to handle and interpret especially for non-computational scientists. Here we present TBro
which aggregates data from different sources, presents them in a user-friendly interface
and features interactive data analysis.
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The user accesses TBro through a web browser. There are multiple search features to TBro consists of an Apache web server with

explore the transcriptome. Custom data sets are displayed in a cart like fashion. PHP. Data is stored in a Postgresql database
with a CHADO schema [1] managed by the
admin using the TBro command line
interface. BLAST [2] jobs are delegated to

Inte I"aCtive AnalySiS one or more worker machines. All elements
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Expression counts as well as differential expression results can be interactively explored

for the full data set, individual transcripts or custom subsets using canvasXpress [3]. http://tbro.carnivorom.com (4]
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