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EDUCATION

University of Cambridge, Cambridge, United Kingdom
PhD in Systems Biology, October 2012 - March 2017

University of Minho, Braga, Portugal
MSc in Bioinformatics, October 2010 - October 2012

University of Minho, Braga, Portugal
BEng in Computer Engineering, October 2006 - July 2010

RESEARCH & WORK EXPERIENCE

Wellcome Sanger Institute, Cambridge, United Kingdom
Postdoctoral Fellow since May 2017 at Mathew Garnett Lab

Development of computational analytical methods to unravel cancer cell dependencies from large-scale
genome-wide CRISPR/Cas9 and pharmacological screens.

University of Cambridge / EMBL-EBI, Cambridge, United Kingdom

Predoctoral Fellow from October 2012 to March 2017 at Saez-Rodriguez & Beltrao Labs,
EMBL-EBI

Applied and developed methods for analysing high-throughput mass-spectrometry data measuring protein
and metabolite abundances across large panels of samples. Modelled the regulatory interface between
signalling and metabolic processes to study cellular adaptations in cancer and yeast.

ETH Zurich, Switzerland
Visitor PhD student from September 2015 to December 2015 at Sauer Lab, ETHZ
Studied the dynamic adaptation of yeast cells to salt and pheromone stimuli by acquiring time-course

metabolic measurements and integrating them with phosphoproteomics. Acquired basic knowledge and
experience performing experimental lab work.
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EMBL-EBI, Cambridge, United Kingdom

Visitor MSc student intern from January 2012 to October 2012 at Saez-Rodriguez Lab,
EMBL-EBI

Developed Java plug-ins, CySBGN and Cytocopter, for Cytoscape to visualise biological networks and to
model signalling networks.

University of Minho, Braga, Portugal

Research fellow from May 2011 to November 2011 at Systems Biology Lab, University of
Minho

Implemented a computational approach, within OptFlux software, to assess the impact of over and under
expression of enzymes using metabolic genome-scale models.

HONORS & AWARDS
EMBO short-term fellowship, EMBO / ETH Zurich - 2015

PhD Fellowship, European Molecular Biology Laboratory - 2012
Scholarship Award of Excellence, Master of Bioinformatics, University of Minho - 2012
ERASMUS placement fellowship, University of Minho / EU ERASMUS - 2011

Research fellowship, FCT / University of Minho - 2011
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