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Simon Robert Myers

Address for correspondence: Department of Statistics, 1 South Parks Road, Oxford OX1 3TG
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EMPLOYMENT

October 2007 - present
University Lecturer in Bioinformatics, Department of Statistics, University of Oxford, and Fellow of St John’s College.
October 2005 - October 2007
Broad Fellow, Broad Institute of MIT and Harvard.

October 2002 – October 2005
Nuffield Trust Fellow in Medical Mathematics, Department of Statistics, University of Oxford and Green College.

October 2001 – October 2002
Retained Lecturer, Trinity College Oxford.
EDUCATION AND TRAINING

October 1999 to October 2002
D.Phil in Statistics, Jesus College, Oxford.
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 in Mathematics, Worcester  College, Oxford. Undergraduate scholar. 1st class degree.

September 1989 to July 1995
4 ‘A’ levels, 9 GCSEs, The Royal Latin School, Buckingham.
AWARDS AND HONOURS

Corcoran Memorial Prize for outstanding graduate work in Statistics, University of 

Oxford, 2006.
University Graduate Scholarship, Jesus College, Oxford,1999-2002.
GRANT SUPPORT

The Wellcome Trust. 1000 genomes project data analysis (co-investigator, with Gil McVean and Jonathan Marchini). This study will analyse dense resequencing data produced by the 1000 genomes project. 

01/01/09-01/01/12







£371,353
The Wellcome Trust. Genetic characterization of commercially available outbred and wild mice (co-investigator, with Jonathan Flint and Richard Mott). 

01/10/09-01/10/12 







£438,848
The NIH. Methods for genome-wide association studies in admixed populations (R01, collaborator, with Alkes Price (PI), David Reich, Nick Patterson)

15/06/11-30/04/16





      $515,000 per annum
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5. McVean G, Myers S. PRDM9 marks the spot. Nature Genet. 2010 Oct; 42(10); 821-2.
6. Myers S, Bowden R, Tumian A, Bontrop RE, Freeman C, MacFie TS, McVean G, Donnelly P. Drive against hotspot motifs in primates implicates the PRDM9 gene in meiotic recombination. Science. 2010 Feb 12; 327(5967):876-9. [Epub 2009 Dec 31.]

7. Price A , Tandon A, Patterson N, Barnes K, Rafaels N, Ruczinsk I, Beaty T, Mathias R, Reich D, Myers S. Sensitive Detection of Chromosomal Segments of Distinct Ancestry in Admixed Populations. PLoS Genet. 2009 Jun;5(6):e1000519
8. Price AL, Patterson N, Hancks DC, Myers S, Reich D, Cheung VG, Spielman RS. Effects of cis and trans ancestry on gene expression in African Americans. PLoS Genet. 2008 Dec;4(12):e1000294 

9. Myers S, Freeman C, Auton A, Donnelly P, McVean G. A common sequence motif associated with recombination hot spots and genome instability in humans. Nat Genet. 2008 Aug 24. [Epub ahead of print]

10. Price AL, Weale ME, Patterson N, Myers SR, Need AC, Shianna KV, Ge D, Rotter JI, Torres E, Taylor KD, Goldstein DB, Reich D. Long-range LD can confound genome scans in admixed populations. Am J Hum Genet. 2008 Jul;83(1):132-5

11. Myers S, Fefferman C, Patterson N. Can one learn history from the allelic spectrum? Theor Popul Biol. 2008 May;73(3):342-8.

12. Gay J, Myers S, McVean G. Estimating meiotic gene conversion rates from population genetic data. Genetics. 2007 177(2):881-94

13. Marchini J, Howie B, Myers S, McVean G, Donnelly P. A new multipoint method for genome-wide association studies by imputation of genotypes.Nat Genet. 2007 Jul;39(7):906-13. 

14. Haiman CA, Patterson N, Freedman ML, Myers SR, Pike MC, Waliszewska A, Neubauer J, Tandon A, Schirmer C, McDonald GJ, Greenway SC, Stram DO, Le Marchand L, Kolonel LN, Frasco M, Wong D, Pooler LC, Ardlie K, Oakley-Girvan I, Whittemore AS, Cooney KA, John EM, Ingles SA, Altshuler D, Henderson BE, Reich D. Multiple regions within 8q24 independently affect risk for prostate cancer. Nat Genet. 2007 May;39(5):638-44.

15. Coop GM, Myers SR. Live hot, die young: transmission distortion in recombination hotspots . PloS Genet. 2007. Early release: January 12, 2007.
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17. Eyheramendy S, Marchini J, McVean G, Myers S, Donnelly P. A model-based approach to capture genetic variation for future association studies. Genome Research. 2007 Jan;17(1):88-95.

18. Myers S, Spencer CC, Auton A, Bottolo L, Freeman C, Donnelly P, McVean G. The distribution and causes of meiotic recombination in the human genome. Biochem Soc Trans. 2006 Aug; 34 (Pt 4): 526-30.

19. 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; Oct 14; 310 (5746): 321-4
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22. 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. 
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* Joint first authors

With the International HapMap Consortium, WTCCC or 1000 Genomes project:

25. The 1000 Genomes Project Consortium.  A map of human genome variation from population-scale sequencing. Nature. 2010 Oct 28;467(7319):1061-73.

26. The Wellcome Trust Case Control Consortium. Genome-wide association study of CNVs in 16,000 cases of eight common diseases and 3,000 shared controls. Nature. 2010 Apr 1;464(7289):713-20.

27. The International HapMap Consortium. A second generation human haplotype map of over 3.1 million SNPs. Nature 2007  449(7164):851-61.
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29. The International HapMap Consortium. Integrating ethics and science in the International HapMap Project. Nature Reviews Genetics 2004: 5 467-475.

30. The International HapMap Consortium. The international HapMap project. Nature. 2003; 426 789-796.
SELECTED SEMINARS
Cambridge Computational Biology Institute Annual Symposium, Cambridge
2011
Weatherall Institute of Molecular Medicine, Oxford



2011

Quantitative Evolutionary and Comparative Genomics: Linkage and

2011

Recombination in Genome Sequences meeting (Okinawa Institute 

of Science and Technology)

University of Chicago, Department of Statistics (Chicago, IL)


2010
SMBE (Lyon, France)







2010
NEGEG meeting (Manchester, UK)





2010

EMBO Meiosis meeting (Isle sur la Sorgue, France)



2009

University of Aarhus, Denmark






2009

KITP meeting on “Genetics and Genomics” (Santa Barbara, CA)

2008

SMBE (Barcelona, Spain)







2008

University of Chicago, Department of Human Genetics (Chicago, IL)

2007
Conference on “Stochastic computation in the biological 

sciences” (Cambridge, UK)






2007

American Society of Human Genetics (New Orleans, LA)


2006

Conference on “Meiosis and the causes and consequences 

of recombination” (Warwick, UK)






2006

Broad Institute, Program in Medical and Population Genetics 

(Cambridge, MA)








2005

Harvard Medical School (Cambridge, MA)




2005

University of Chicago, Department of Human Genetics (Chicago, IL)

2005

University of Seattle (Seattle, WA)





2005

International Human Haplotype Meeting (Oxford, UK)



2004

LMS Symposium on Population Genetics (Durham, UK)


2004

SMBE Conference (Newport Beach, CA)





2003

Whitehead Institute (Cambridge, MA)





2003

MASAMB Conference (Manchester, UK) 




2002

TEACHING AND OTHER DUTIES
As part of my position, I undertake teaching for the Department of Statistics. I regularly lecture, examine and direct undergraduate and graduate level courses in probability and statistics, and in statistical and population genetics. I currently supervise five DPhil students (Afidalina Tumian, Anjali Gupta, Nudrat Noor, Yunli Song, Marie Forest) and co-supervise one postdoc (Martin Goodson). I also organise a weekly seminar series on statistical genetics and bioinformatics.
CURRENT RESEARCH INTERESTS

My group’s research interests focus on the area of statistical genetics, specifically the development and application of stochastic models to understand patterns of variation in samples drawn from a population. Our work is focussed on obtaining biological insights from applying these models to data, in basic biology and specifically recombination, disease mapping, and understanding our genetic history. I currently spend part of my time in the Department of Statistics, and part of my time at the Wellcome Trust Centre for Human Genetics (WTCHG). 

For a number of years I have worked on studying patterns of recombination in different species, currently including humans, chimpanzees and mice, and this continues to be a strong theme of the group. I developed various model-based techniques to map such hotspots from genetic data. The key achievements of this work have been in demonstrating that recombination occurs very unevenly throughout the human genome, with most recombination occurring in narrow hotspots, and that most hotspots have a short lifespan and are not shared with chimpanzee. In the last three years, this work has further led directly on to the identification of the first sequence motifs that are associated with hotspot activity in humans, evidence that these same motifs mark sites of recurrent disease-causing genomic rearrangements in humans, and the identification of a rapidly evolving gene, PRDM9, binding different motifs in different people. Currently, my group is actively continuing this research, using both population genetics based and experimental approaches.
I am also working, in collaboration with researchers at Harvard University, Leipzig and Oxford, on approaches to understand the worldwide structure of genetic variation in humans. This is allowing us to identify, date and characterise events (such as the Mongol invasion) relating to admixture between human groups, and to identify population structure at an unprecedented level of precision, for example between UK counties. Finally, we are applying related ideas to develop methods for association mapping of disease genes and for fine-mapping causal variants in ethnically diverse disease cohorts, and in admixed populations. I am also a member of the analysis group of the 1000 genomes project. 
