Curriculum Vitae 
Richard Mott
 
Current position     						Date of Birth:  3rd May 1962 
Professor of Bioinformatics and Statistical Genetics, 	Nationality:   British
Wellcome Trust Centre for Human Genetics, 		Gender:   Male
University of Oxford.   						Email: rmott@well.ox.ac.uk
OX3 7BN  		 						Tel: 01865 287588

Previous positions and education 

	Feb 2010-: 
	Professor of Bioinformatics and Statistical Genetics, Oxford 

	2001-2010: 
	Head of Bioinformatics and Statistical Genetics Core, Wellcome Trust Centre for Human Genetics, Oxford.

	1999-2001: 
	Head of Bioinformatics Applications, Wellcome Trust Centre for Human Genetics, Oxford.

	1997-1999:
	Senior Investigator, SmithKlineBeecham Pharmaceuticals, Harlow, Essex.

	1995-1997
	Research Fellow, Sanger Centre, Cambridge

	1991-1995
	Senior Executive Officer, Imperial Cancer Research Fund, London 

	1989-1991
	Post-doc, National Institute for Medical Research, London

	1985-1989
	PhD student, University of Reading/National Institute for Medical Research, London

	1984-1985
	MSc Biometry, University of Reading

	1981-1983
	MA Mathematics (1st Class Honours), University of Cambridge



Funding (2002-2010) 

	Funder
	PI
	Grant
	Title
	Award
	Years

	Wellcome Trust
	Richard Mott
	WT085906AIA
	Construction of 100 recombinant inbred lines of genetically diverse mice
	£541k
	2008-2012

	Wellcome Trust
	Richard Mott
	WT083573MA
	Analysis of quantitative trait networks in disease models
	£737k
	2008-2013

	Wellcome Trust
	Richard Mott
	GR079981MA
	Large scale data storage and backup strategy for the Wellcome Trust Centre for Human Genetics
	£190k
	2006-2010

	Wellcome Trust
	Richard Mott
	GR064110MA
	Development of a Laboratory Information Management System (LIMS) to support high-throughput genotyping
	£250k
	2001-2004

	Wellcome Trust
	Richard Mott
	GR075325MA
	The construction of recombinant inbred lines from a murine heterogeneous stock
	£130k
	2005-2007

	Wellcome Trust
	Jonathan Flint
	GR064078AIA
	High resolution QTL mapping of multiple phenotypes in heterogeneous stock mice
	£2.1 million
	2001-2005

	European Union
	Janet Thornton
	FP6
	BIOSAPIENS
	Euro 360k
	2004-2008. 

	BBSRC
	Richard Mott
	BB/F022697/1
	Resequencing Arabidopsis thaliana
	£480k
	2008-2010
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