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Summary: Professor Gilbert started his academic career as post-doctoral fellow with Professor Wendy
Bickmore at the MRC Human Genetics Unit (2000-2006). He started his own research group with a
Wellcome Trust Career Development Fellowship (2006-2010) and moved to the MRC Human Genetics
Unit in 2012, as an MRC Senior Fellow, where he was awarded a personal chair in Chromatin Biology.
The Gilbert lab develops new tools to investigate how chromatin is folded inside cells to understand
how packaging regulates normal cellular events such as transcription and DNA replication. They also
investigate how alterations in chromatin folding can predispose the genome to instability, one of the
key drivers for many diseases including cancer. In addition to using cellular models they use synthetic
chromatin to gain insight into the molecular mechanisms for regulating chromatin structure.

Education and Qualifications
BSc. Hons. Biochemistry (1st Class), The University of Edinburgh (1992-1995)

Ph.D “Nature and Modulation of the Higher-Order Chromatin Fibre”. Department of Biochemistry and
Centre for Genome Research, The University of Edinburgh, UK (1996-2000). Supervised by Dr Jim
Allan and Prof Austin Smith.

Employment history
Personal Chair in Chromatin Biology (2012) and MRC Senior Research Fellow (2012-2019)

Principal Investigator, MRC Human Genetics Unit, Institute of Genetics and Molecular Medicine, The
University of Edinburgh. 6/2010-

Wellcome Trust Career Development Fellow, Institute of Genetics and Molecular Medicine, The
University of Edinburgh. 6/2006- 5/2010.

Current Grants
BBSRC Tools and Resources Development Fund. £188,914. Multiplex Bioorthogonal Labelling of
Nucleic Acids: A Tool for Super-Resolution Imaging (August 2018 — July 2019)

MRC HGU QQR Funding £1M. Chromatin Architecture and Regulation (April 2018 — April 2023)

MRC Senior Fellowship. £2.5M. Understanding the regulation and topological organisation of DNA in
the human genome (August 2012 — July 2019)

EASTBIio PhD Studentship with Ann Donaldson (Aberdeen) (September 2016 — August 2019)

Current Responsibilities

Chromosome Research Editorial Advisory Board

Instructor for Wellcome Trust advanced course on “Chromatin Structure and Function”
Wellcome Trust Molecular Basis of Cell Function Expert Review Group

Director Graduate Research and Training, MRC Institute of Genetics and Molecular Medicine

Recent External Seminars

September 2017, EMBO Conference on DNA Topology, Les Diableret, Switzerland
October 2017, Centre for Gene Regulation and Expression, University of Dundee
November 2017, IFOM, Milan

February 2018, Biophysical Society Meeting, San Francisco

February 2018, School of Life Sciences, University of Dundee

March 2018, Department of Molecular and Cell Biology, University of Leicester
April 2018, Keystone Meeting on Chromatin Architecture and Chromosome Organisation, Whistler
May 2018, Max Planck Institute for Molecular Genetics, Berlin

June 2018, Synpromics Ltd, Roslin, UK

July 2018, Gordon Conference on Chromosome Structure and Function, Maine
September 2018, EMBO Conference on Chromosome Structure, Heidelberg
December 2018, Winter training school, Obergurgl, Austria

January 2019, Institute of Medical Sciences, University of Aberdeen

March 2019, Keystone Meeting on 3D Chromosome Organisation, Banff



Teaching

Considerable experience giving undergraduate tutorials and practicals. Have taught microarray and
chromatin structure analysis on international training courses (ltaly). Teaching on Wellcome Trust
molecular biology training course since 2014. | also give a number of lectures at Edinburgh
University.

Significant Collaborations

Mark Bradley, Chemistry, The University of Edinburgh. Development of novel probes for investigating
genome architecture

Bauke Ylstra, VUMC, Netherlands. Genome-wide chromatin structure analysis

Davide Marenduzzo, Physics, The University of Edinburgh. Modelling of chromatin fibre structures
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