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EMPLOYMENT:

October 2002 to present:  Nuffield Trust Fellow in Medical Mathematics, Department of Statistics, University of Oxford.  As the current Nuffield Fellow, I work as part of the mathematical genetics group in the department of statistics, and am a research fellow with Green College.
EDUCATION:

University of Oxford
October 1999 to October 2002:

D.Phil in Statistics, Jesus College.
Thesis title: ‘The detection of recombination events using DNA sequence data’. EPSRC funding and University Graduate Scholarship, Jesus College
October 1995 to June 1999:
M.Math degree in Mathematics, Worcester  College. Undergraduate scholar. 1st class degree.

The Royal Latin School, Buckingham,

September 1989 to July 1995:
4 ‘A’ levels at A grade: Maths, Further Maths, Physics and Economics.

9 GCSEs

TEACHING:

October 2002 to present: 
In my capacity as Nuffield Trust Fellow, I have a responsibility to undertake teaching for the Department of Statistics. For example within the last 6 months, I have given lectures as part of an MSc in Bioinformatics and for Doctoral Training Students, been class tutor for a course in Mathematical Genetics, and supervised a postgraduate student (in an 8 week project based on original research in population genetics). In the past I have supervised other student projects, and supervised two MSc students during 2002-3. In addition, I have acted as a lecturer for undergraduates (in probability), and graduates (on various topics within Mathematical Genetics and Bioinformatics), supervised various computer practicals, and given tutorials. I have also acted as one of three course tutors, designing and teaching a course on Biostatistics, aimed at introducing statistics and statistical software to biologists.  
October 1999-October 2002:
During the course of my DPhil studies, I was retained lecturer at Trinity College (October 2001 to October 2002), arranging and teaching undergraduate tutorials in probability and statistics, geometry and mechanics. I also gave tutorials for St Hilda’s College. For the statistics department, I marked and assisted for several classes in Mathematical Genetics and Bayesian Statistics. 
LECTURE ORGANISATION:

In my role as the Nuffield Trust Fellow, I organise the Nuffield Trust lectures in association with Green College and the Department of Statistics. In 2004, a series was held with three speakers: Alan Roses (Senior VP for Genetics Research, GlaxoSmithKline), Allan Bradley (Head of Wellcome Sanger Centre), and Mark Walport (Head of Wellcome Trust). 
CONFERENCES AND EXTERNAL PRESENTATIONS:

May 2005

Broad Institute, Boston, University of Chicago, University of Washington, gave 3 separate invited talks on ‘Exploring the evolution of human recombination hotspots’.

March 2005

Conference: Genomic Studies and the HapMap, Oxford, UK. Gave talk on ‘Comparison of Fine-Scale Recombination Rates in Human and Chimpanzee’

July 2004

LMS Symposium on Population Genetics, Durham, UK. Invited talk on ‘Do chimps share human recombination hotspots?’
May 2004




Conference: The Biology of Genomes, 
Cold Spring Harbour laboratory, New York. Gave poster: ‘The detection of recombination hotspots from DNA polymorphism data’.
July 2003

SMBE Conference, Newport Beach, California. Gave talk on ‘Examining patterns of recombination in humans’

June 2003




Whitehead Institute, Boston, Massachusetts. Gave invited seminar on ‘Examining patterns of recombination in humans’
March 2002 




MASAMB conference, UMIST, Manchester. Gave talk on ‘Lower bounds on the number of recombination events in the history of a sample’
September 2000

Attended RSS student conference, Cardiff.

I have frequently given seminars within the department on my own work both as part of our regular seminar series, and for external funding bodies, and regularly presented articles as part of our bi-weekly journal club.
INTERNATIONAL HAPMAP CONSORTIUM:
I work as part of the analysis group of the International Hapmap Consortium, a collaboration between different academic institutions, whose aim is to characterise human variation to facilitate genetic association studies. As part of this group, I have attended regular scientific meetings in Montreal, Canada (December 2003), Baltimore, Maryland (April 2004), Long Island, NY (July 2004), Cambridge, UK (September 2004), Tokyo, Japan (December 2004) and Oxford, UK (March 2005).
PUBLICATIONS:
Myers SR, Bottollo L, Freeman C, McVean G, Donnelly P. A fine-scale map of recombination rates and hotspots across the human genome. Science. 2005, to appear.

Jeffreys AJ, Neumann R, Panayi M, Myers S & Donnelly P. Human recombination hot spots hidden in regions of strong marker association. Nature Genetics. 2005; 37, 601 - 606

Winckler W*, Myers SR*, Richter DJ,5 Onofrio RC, McDonald GJ, Bontrop RE, McVean GAT, Gabriel SB, Reich D, Donnelly P, Altshuler D. Comparison of Fine-Scale Recombination Rates in Humans and Chimpanzees. Science. 2005 Apr 1; 308(5718):107-11
Fearnhead P, Harding RM, Schneider JA, Myers S, Donnelly P. Application of coalescent methods to reveal fine-scale rate variation and recombination hotspots. Genetics. 2004 Aug;167(4):2067-81. 

McVean GA*, Myers SR*, Hunt S, Deloukas P, Bentley DR, Donnelly P. The fine-scale structure of recombination rate variation in the human genome. Science. 2004 Apr 23; 304(5670):581-4. 
Myers SR,  Griffiths RC. Bounds on the minimum number of recombination events in a sample history. Genetics. 2003 Jan;163(1):375-94.

The International HapMap Consortium. A haplotype map of the human genome. Nature 2005, to appear.

The International HapMap Consortium. Integrating ethics and science in the International HapMap Project. Nature Reviews Genetics 2004; 5 467-475.
The International HapMap Consortium. The international HapMap project. Nature. 2003; 426 789-796.

* Joint first authors
RESEARCH INTERESTS:

My general research interests focus on the area of population genetics, specifically the use of stochastic models to understand patterns of variation in samples drawn from a population.

During the course of my present research fellowship, my research has been directed particularly towards analysing patterns of recombination, in humans, and in our most close relative, the chimpanzee. Our group, and others, have been instrumental in demonstrating that recombination occurs very unevenly across the genome, that most recombination occurs in narrow hotspots, and that recombination rates vary rapidly over evolutionary time. I have developed methods to detect such hotspots from sequence data, based on using the coalescent with recombination as a model for the population genealogy. These have been applied across the whole human genome, and large tracts of the chimpanzee genome, enabling both a detailed analysis of hotspot locations, and comparisons between the species. Other recent research has been based around The International HapMap project, and the issues of ensuring that the data produced represents human variation as completely as possible.

As part of my DPhil, I developed new ways of inferring ancestral recombination events directly from sequence, and examined the properties of such methods both in theory and in practice. This non-parametric approach often complements the parametric methods described above. I have an undergraduate background in mathematics, concentrated particularly in probability and statistics. 

In the medium term, I plan to broaden my research into other human genetics and population genetics areas, whilst continuing the study of recombination. There are many important unresolved issues in this area; for example, I am currently involved in projects developing models for the evolution of recombination through time, and exploring sequence determinants of recombination patterns, and these will be areas of ongoing research. 

COMPUTING EXPERTISE:

Programming in C++/C, R, experienced in the use of Windows/DOS and Linux, Unix, LaTeX, Microsoft Office, Emacs.

