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Dear Ann, 
 I am writing to express my enthusiastic support for your upcoming grant application 
requesting funding to develop and maintain the Integrated Genome Browser. This browser, or 
"IGB", has played a key role in numerous projects in my laboratory, including the 5 publications 
below. We have used IGB for analyses of RNAseq datasets of total RNA, as well as small RNAs 
involved in gene silencing. In addition, we find that the IGB platform easily integrates with our in-
house software to visualize RNA editing sites, a particular interest of my laboratory. 
 High-throughput methods yield reams of data, and global analyses can point to trends. 
However, just what these analyses mean is not always clear, and a crucial part of such 
analyses is the ability to zoom in on a particular gene and its associated sequencing reads. The 
ability to simultaneously view and compare small RNAs, transcriptome coverage, and ChIP 
data, is critical to gain a fuller understanding of the types of gene regulation we study. 
 As you know, the IGB platform also provides robust tools for fine-tuning how data is 
visualized (e.g. data labels, colors), which makes creating figures for our publications, usually a 
laborious process, very easy. The IGB Quickload function makes sharing analyzed data sets 
with collaborators simple and intuitive. 
 IGB is the browser that my lab turns to for this task time and time again.  
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Sincerely,  

                                             
 Brenda L. Bass 


