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NuGO Bioinformatics Tutorial
Creating publication-ready figures

Are you an early career scientist in nutrigenomics looking to improve your bioinformatics skills and
enhance the impact of your publications? Join our specialized online tutorial sessions where you'll learn
to transform your pathway and Gene Ontology (GO) enrichment results into visually appealing,
publication-ready figures. Under expert guidance, you'll utilize powerful bioinformatics tools such as R
and Cytoscape to clearly communicate your findings. This online course emphasizes hands-on
experience, providing structured demonstrations followed by individual application on your own
proteomics or transcriptomics datasets, ensuring immediate applicability to your research.

Due to the hands-on nature, this first edition is limited to 5 — 10 participants.
Secure your spot and elevate your research visuals!

Course organisers:

* Michiel Adriaens, Maastricht Centre for Systems Biology, Maastricht University, NL*
e Esther Kemper, Department of Human Biology, Maastricht University, NL

e Matthijs Vynck, Integrative Metabolomics Lab, Ghent University, BE

* michiel.adriaens@maastrichtuniversity.nl
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Course Dates -> ONLINE in ZOOM:
 Thursday, May 8th (13.00 - 15.00)

e Thursday, May 22nd (13.00 - 15.00)
e Thursday, June 5th (13.00 - 15.00)

Prerequisites:

* Experience with R

* Familiarity with Cytoscape

e Basic knowledge of pathway and GO enrichment analyses

* Your own proteomics or transcriptomics dataset
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Course Outline

Afternoon #1: Getting Started (May 8th)

* Introduction and demonstration using a provided dataset

* Step-by-step guidance on creating impactful visualizations

e Assignment: Apply the methods learned to your own dataset at home

Afternoon #2: Hands-On Troubleshooting (May 22nd)

* Discuss experiences and troubleshoot together

* Receive expert support tailored to your data

* Assignment: Continue refining your figures independently

Afternoon #3: Final Wrap-Up & Evaluation (June 5th)

* Finalize and review your figures

* Tips on best practices for publication-quality visualizations
* Course feedback and evaluation
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NuGO ONLINE hands-on course

Creating publication-ready figures

10 seats available, find more information & apply here!
Deadline is April 16!

https://forms.gle/H3ggoTxgnnNwF{i87
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