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Personal
information

• Nationality : Switzerland 
• Born : 9th January 1983 
• Place of birth : Switzerland

Contact
information

Professional address:
• Anker Engelundsvej, Building 301

DK-2800 Lyngby, Denmark
• Email: robin@lindinglab.org

Private address:
• Vesterbrogade 39.2 th

DK-1620 København V, Denmark
• Mobile: +45 42 799 833
• Website: http://xavier.robin.name

Areas of
expertise

• Systems biology, cell signaling, network analysis
• High-throughput microscopy image analysis
• Data analysis (ROC curves, biomarkers, supervised learning, deep learning)
• Bioinformatics programming (R, perl, java, python, C++)
• Web development (including database design)
• Linux system administration (multi-user servers, SGI UV shared memory 

supercomputer)

Scientific tools • MIAPEGelDB: a web interface to create MIAPE-gel-compliant documents
miapegeldb.expasy.org

• pROC: a package for R and S+ to build and analyze ROC curves
www.expasy.org/tools/pROC

• PanelomiX: a framework and tool to create threshold-based biomarker panels
www.panelomix.net

• DeepLearning: R package for Deep Learning
github.com/xrobin/DeepLearning
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Manuscripts in
preparation

1. J. Longden, X. Robin, et al. Elucidating signaling networks driving ErbB-family drug 
resistance from complex cell morphologies using deep neural networks. Submitted.

2. X. Robin, et al. Multi-scale Sampling of Molecular Networks Underlying Colon 
Cancer Metastases. Manuscript in preparation.

Research
Experience

2014 – present University of Copenhagen
Postdoc at Biotech Research and Innovation Centre (BRIC) – Linding Lab
• Computational methods for data integration
• Analysis of Mass Spectrometry and NGS
• Deep Learning, Non-negative matrix factorization

2013 Technical University of Denmark
Postdoctoral fellow, independent researcher
• Funded by the Swiss National Science Foundation
• Analysis of high-throughput microscopy images to determine the structure of the 

cell signaling network
• Network drugs and biomarkers

Education 2007 – 2012 University of Geneva
PhD thesis in sciences, mention interdisicplinary
• “Panels of biomarker to improve patient classification in brain diseases”
• Committee: J.-C. Sanchez, D. Hochstrasser, R. Appel, M. Müller, J. Colinge.

2005 – 2007 University of Geneva
Master's degree in proteomics and bioinformatics (jointly organized by the faculties of 
medicine and sciences and the Swiss Institute of Bioinformatics)
• Practical work “Tools for proteomic standards” (web interface for MIAPE documents)

2002 – 2005 University of Geneva
Bachelor in biology (faculty of sciences)
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Awards and
Grants

2002 Federal maturity, Geneva
• Prix Denise Lecoultre for my maturity work about prion

2008 8th Siena meeting, Siena, Italy
• Swiss Proteomics Society Grant

2008 European BioAlpine Convention, Geneva
• Award for the best poster in the session “beyond discovery in proteomics”

2012 Integrative Network Biology 2012: Network Medicine, Helsingør, Denmark
• Travel Fellowship

2012 Swiss National Science Foundation
• Post-doc fellowship

Posters 2007 Congress of the Swiss Proteomics Society, Lausanne
• MIAPEGelDB: a web-based submission tool and public repository for MIAPE gel 

electrophoresis documents

2008 8th Siena meeting, Siena, Italy
• Comparison of statistical learning methods for biomarker combination

2008 European BioAlpine Convention, Geneva
• Comparison of statistical learning methods for biomarker combination

2012 Integrative Network Biology 2012: Network Medicine, Helsingør, Denmark
• pROC: an open-source package for R and S+ to analyze and compare ROC curves

2013 9th q-bio Conference, Santa Fe, NM, USA
• Genome-scale morphological mapping of the mechanisms underlying cell invasion

Public
presentations

2009 UseR! conference, Rennes France
• Combination of protein biomarkers

2010 Swiss Proteomics Society PhD students' symposium, Basel
• How to combine biomarkers?

2011 HUPO Annual World Congress, Geneva
• PanelomiX – a bioinformatic tool to build biomarker panels

2012 9th Siena Meeting, Siena, Italy
• PanelomiX: a web-based tool to create panels of biomarkers based on thresholds

2013 Bioimaging Workshop, Copenhagen, Denmark
• Genome-scale morphological mapping of the mechanisms underlying cell invasion

2016 ISC High Performance, Frankfurt am Main, Germany
• Preparing for the Next Step in Genomic Analysis; with Phong Le, SGI.

Teaching
activities

2010, 2011 Masters in proteomics and bioinformatics
• Biomarker validation part 2: statistical analysis (1h)
• Combination of biomarkers (2h)

2014 Bachelor in IT and Health, KU / DTU
• Introduction to Systems Biology (course organizer)

4/5



Xavier Robin Bioinformatician · Data analyst · Web developer

Miscellaneous Peer-reviewed manuscripts for:
• Journal of Proteomics
• Biomarkers
• The Open Proteomics Journal
• Bioinformatics
• Journal of Statistical Software

2012–present
• Member of the editorial board of the Journal of Proteomics
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