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Dr Narcis Fernandez-Fuentes is a Reader in Bioinformatics and
Genomics at the Institute of Biological, Environmental and Rural
Sciences at Aberystwyth University, United Kingdom. He
received his B.Sc. degree in Biology from the University of
Girona in 1997. Then, moved to Barcelona where he received
his B.Sc. degree in Biochemistry from the University
Autonomous of Barcelona in 1999. On 2004 he received a Ph.D.
in Computational Biology by the same university under the
supervision of Prof Baldo Oliva. From 2004 to 2007 he was a
Research Associate at the Albert Einstein College of Medicine in
New York, USA, under the supervision of Prof Andras Fiser. On
2007 he moved to Leeds, United Kingdom as Lecturer in
Computational Biology to start his independent career funded by
RCUK Academic Fellowship scheme. From 2012, he is Reader
in Bioinformatics at Aberystwyth University, United Kingdom. Dr
Fernandez-Fuentes has been recipient of a EMBO and FEBS
short-term fellowships, a Marie-Curie training fellowship, an
RCUK academic fellowship, a TecnioSpring Incoming
Fellowship, and travel bursaries from the Royal Society (United
Kingdom), the Boehringer Ingelheim travel fond, and the
Worldwide University Network (WUN, United Kingdom). Dr
Fernandez-Fuentes’ research has been funded by the Welcome
Trust (UK), BBSRC (UK), Era-NET and ClimateKIC (EU),
Biomedical Health Research Center (UK) and HPC
Wales/Fuijitsu UK.

Current members: 2 PhDs, 2 PDRA; 2 RA

Research Experience
Reader in Bioinformatics 2012-
Aberystwyth University, Aberystwyth U.K.
TecnioSpring Incoming Fellow 2014-2016
University Pompeu Fabra, Barcelona, Spain

Lecturer - RCUK Academic Fellow 2007-2011

University of Leeds, Leeds, U.K.

Research Associate 2004-2007
Albert Einstein College of Medicine. New York, U.S.A.
Mentor: Prof Andras Fiser.

Ph.D. student and research fellow 1999-2004
Universitat Autonoma de Barcelona, Barcelona, Spain.

Mentor: Prof Baldomero Oliva

Visiting Fellow Oct 2003-Mar 2004
Albert Einstein College of Medicine. NY, U.S.A.
Mentor: Prof Andras Fiser

EMBO and FEBS fellow
Imperial College, London, U.K.
Mentor: Prof Michael JE. Sternberg

Oct 2002-Mar 2003

Marie Curie Fellow
EMBL-EBI,Hinxton UK.
Mentor; Prof Liisa Holm

Sep 2001-Feb 2002

Education

2000-2004 PhD Computational Biology
2000-2002 M.Sc., Biotechnology
1997-1999 B.Sc. Biochemistry
1992-1997 B.Sc. Biology

Personal Awards and Fellowships

2014-2016 TecnioSpring Incoming Fellow
2007-2011 RCUK Academic Fellow

2003 Boehringer Ingelheim Fellowship
2003 FEBS short term Fellowship

2002 EMBO short term Fellowship
2001-2002 Marie Curie Fellowship (EMBL-EBI)
1999-2003 FI-FIAP Pre-doctoral Fellowship

Professional Activities

Since 2014 Pool Expert, NSF, USA.

Since 2012 Expert AgreenSkills Fellowships, France
Since 2011 Expert Evaluator, AGAUR, Spain

Since 2009 Pool Expert BBSRC, United Kingdom
Since 2009 Academic Editor, PIOS One.

Since 2007 Evaluator, SECYT, Argentina

Since 2007 Expert evaluator EU: FP7, H2020

Funding ID

£135,353 Oct 2015- Sep 2018 BBSRC. “Bioinformatics
and Biomathematics training grant’ Pl

£46,250 April 2015- Apr 2016 BBSRC BB/N004469/1.
“Using computational novel methods to characterise the
genetics of tan spot resistance in wheat” Co-l

£422,285 Jan 2015- Dec 2017 BBSRC BB/M009459/1.
“Can cyclin dependent kinase activity be manipulated to
control chromosome pairing and recombination in plants”
Co-l

€1.83M Mar 2015- Apr 2018 ERA-IB-14-071. “OXYPOL:
Optimized laccase systems for high-value bio-plastics
production from biomass” Co-l and WP leader

£1.38M Apr  2012- Mar 2017 BBSRC
BBS/E/W/10962A01D. “Bioinformatics and genomics and
phenomics platform development’ Co-l



Patents

UK Patent GB1311111.7 “Binding partners and inhibitors” Narcis
Fernandez-Fuentes, Tomo Tanaka and Terence H Rabbitts.
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Meetings and Invited Talks

June 2016. Academy of Medical Sciences — Immunology,
Cancer Biology and Beyond. London, United Kingdom.
“Needles, haystacks and RAS”

Dec 2015. Societat Catalana de Biologia — Ill Conference in
Bioinformatics and Computational Biology. Barcelona, Spain.
“De novo design of peptides to modulate protein-protein
interactions”

Dec 2015. Biochemical Society — New Developments in
Protein Structure Modeling for Biological and Clinical
Research. London, United Kigdom. “Knowledge-based
modelling of orthosteric peptides to modulate protein-
protein interactions - a route to discover novel
therapeutic agents ”

May 2015. 11t Carbohydrate Bioengineering Meeting. Espoo,
Finland. “Development of novel enzymatic tools for the
production of xylose-based products within a
lignocellulosic biorefinery concept”

February 2014. ACC10. TECNIOSpring presentation day.
Barcelona, Spain. “ComPepts: Comptutional Design of
peptides disruptors of protein complexes”

April 2013. SAHMRI/EMBL. Biomedical Informatics Day.
Adelaide, Australia. “Interactomes, inhibition of protein
interactions and drug discovery”

March 2013. Wheatherall Institute of Molecular Medicine.
WIMM seminar program. Oxford. UK. “A computational
strategy to design orthosteric peptides to modulate
protein-protein interaction: validation on HRAS”

September 2012. [UBMB-FEBS conference. From Single
Molecules to System Biology. Seville. Spain. “Inhibiting RAS
interactions using peptides; computational design and
experimental validation”

March 2012. Fujitsu-HPC  Wales. Genomics  and
Bioinformatics. Gregynog, Wales. UK. “Finding needles in
the PDB databank haystack”

March 2011. Peptide Arrays Conference. Charles Darwin
House, London. Oxford. UK. “A knowledge-based
computational method for the design of peptide
modulators of protein interactions”

November 2010. National Grid Service Innovation Forum.
STFC Rutherford Appleton Laboratory. Oxford. UK. “Early
stages in drug discovery and the NGS”

January 2010. Protein interfaces mini-symposium. University
of Cambridge. UK. “Towards a novel, knowledge-based,
approach to model peptide on protein interfaces”

December 2009. All Hands UK e-Science Meeting. University
of Oxford. UK. “Using NGS grid infrastructure to run a
massive in silico drug screening”



April 2009. National Grid Service Roadshow. University of Bath.
UK. “Deploying a large in silico screening on NGS grid
infrastructure”

December 2005. XIll Workshop Recent Advances in Molecular
Biology. Madrid. Spain “Saturating representation of
conformational fragments in current databanks”

September 2002. XXV Meeting of the Spanish Society of
Biochemistry and Molecular Biology. Spain. “Protein Loop
Classification Update: Functional Implication”



