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Interpretation of gene
expression data to tackle
inflammatory bowel
disease
Ingrid Arijs has a very personal connection to her
research. As a patient with Crohn’s disease, her
investigations of inflammatory bowel disease (IBD)
– which encompasses Crohn’s and ulcerative colitis
– are driven by a keen understanding of the impact
these conditions have on people’s lives.
In addition to her role as project manager of the
collaboration between the medical and scientific
activities within Jessa Hospital and the University of
Hasselt in Belgium, Dr. Arijs is a postdoctoral scientist at the IBD KU Leuven research group in Belgium
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and has spent the past decade working to unravel the biological complexity of these disorders. In recent studies, her efforts have yielded clinically important discoveries, such as finding a gene signature that appears to predict patient response to a particular therapy.
Dr. Arijs focuses on gene expression because of its sensitivity to underlying changes in
the tissue biology, but after running microarrays or next-generation sequencing workflows,
she and her team are left with large tables of expression data – with far too many genes
to look up manually. She has tried several analysis tools to streamline the process, but the
clearest and most comprehensive results came from QIAGEN’s Ingenuity Pathway Analysis
(IPA). Now, Dr. Arijs relies on this solution to make sense of her gene expression data and
make new discoveries.
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“

IPA has a user-friendly
tool where you can
put in both mRNA and
microRNA data sets and
see whether there’s a
correlation.

