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Introduction
Since the development of high-throughput technologies for
probing the genome we have been interested in finding dif-
ferences across groups that could potentially explain the
phenotypic differences we observe. In other words, meth-
ods for generation of hypothesis at a large scale where
we try our best to remove artifacts. The traditional tools
have focused on the transcriptome and are highly depen-
dent on existing annotation. Frazee et al1 developed a sta-
tistical framework to find candidate Differentially Expressed
Regions (DERs) without relying on annotation. We have im-
plemented a modified version of this approach that is faster
in order to handle larger data sets and whose total process-
ing time is comparable to other tools such as DESeq (An-
ders et al, Genome Biology 2010).

DERfinder

Results
Conclusions
Goal accomplished: from BAM files to annotated candidate
DERs in less than a day!

Comparable time versus other methods (DESeq, ...)

Open questions/todo:

● Reduce memory requirements.
● When to merge regions?
● How to adjust for coverage?
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