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Journal of the Royal Society Interface (Editorial Board, 2003 — 2009)
Genetics (Associate Editor, 1997 — 2003)

Journal of Mathematical Biology (Editorial Board, 2000 — 2003)

Bernoulli (Associate Editor, 2000 — 2003)

Annals of Probability (Associate Editor, 2000 — 2002)

Combinatorics, Probability and Computing (Editorial Board, 1996 — 2001)
Annals of Applied Probability (Associate Editor, 1993 — 1999)

Stochastic Models (Editorial Board, 1991 — 2001)

Mathematical Biosciences (Editorial Board, 1990 — 2001)

Stochastic Processes and their Applications (Associate Editor, 1989 —1993)
Theoretical Population Biology (Associate Editor, 1985 —1987)

Referee for 30+ journals in statistics, probability, combinatorics and biology
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Advisory Board, Kluwer Series in Computational Biology (1998 — present)

Referee for numerous grant proposals (e.g. CRUK, BBSRC, EPSRC, NSF, NIH, NSA,
Wellcome Trust, Keck, Swiss Nationalsfond)

Associate Scientist

A. G. Lynch (Cambridge, 2006 — present)

Postdoctoral Fellows

M.S. McPeek (1994-1995) Professor of Statistics, University of Chicago

P. Marjoram (1995-1998) Research Associate Professor of Biostatistics, USC Keck
School of Medicine

J. K. Lee (1995-1997) Professor and Director, Division of Biostatistics, University of
Virginia

S. Schbath (1996) Unité Mathématique, Informatique et Génome (MIG), INRA, Jouy,
France

A. Pluzhnikov (1996-1998) Research Associate, Cox lab, University of Chicago
S. Kruglyak (1998-2000) Illumina, Inc.
D. Golinelli (2000-2002) Statistics Group, RAND Corporation, Santa Monica

N. Rosenberg (2001-2004) Associate Professor, Department of Biology, Stanford Uni-
versity

P. Calabrese (2001-2004) Research Assistant Professor, Program in Molecular and
Computational Biology, USC

P. Nicolas (2004-2005) Unité Mathématique, Informatique et Génome (MIG), INRA,
Jouy, France

C. Rangel Escareno (2003-2006) Investigador Asociado, Instituto Nacional de Medicina
Gendmica (INMEGEN), Mexico City

A. E. Teschendorff (Cambridge, 2005-2006) Heller Fellow, UCL Cancer Institute, Lon-
don

N. P. Thorne (Cambridge, 2004-2008) Bioinformatics Division, WEHI, Melbourne
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[. Tiemann-Boege (Cambridge, 2007-2008) Assistant Professor, Department of Bio-
physics, Johannes Kepler University, Linz, Austria

M. E. Ritchie (Cambridge, 2006-2008) Bioinformatics Division, WEHI, Melbourne
N. Barbosa-Morais (Cambridge, 2006-2010) Blencowe lab, University of Toronto

C. N. Curtis (Cambridge, 2007-2010) Assistant Professor, USC Keck School of Medicine
Q. A. Fu (Cambridge, 2008-2011) Postdoc, Stephens Lab, University of Chicago

S. Samarajiwa (Cambridge, 2008—present)

B. Carvalho (Cambridge, 2010-present)

N. Shannon (Cambridge, 2011-present)

E. Morrissey (Cambridge, 2011-present)

E. Turro (Cambridge, 2011-present)

A. Touloumis (Cambridge, 2011-present; joint with J. Marioni, EBI)

N. Marko (AANS Van Wagenen Fellow. Cambridge, 2011-2012)

Scientific Officer

I. Spiteri (Senior Scientific Officer; Cambridge, 2009 — present)

Postgraduate Students

Completed PhDs

P. J. Joyce (PhD 1988) Age-ordered distributions for population genetics models. Pro-
fessor, Departments of Mathematics and Statistics, University of Idaho.

R. S. Lundstrom (PhD 1990) Stochastic models and statistical methods for DNA se-
quence data. Idaho Technology Inc., Salt Lake City, Utah.

L. Markovtsova (PhD 2000) Markov chain Monte Carlo methods in population genetics.
Principle Research Bioinformatician, Roche Pharmaceuticals.

O. Will (PhD 2001) Statistical inference in the fossil record. Ipsos, Los Angeles, Cali-
fornia.
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J. Wu (PhD 2001) Statistical inference for molecular data: man, motifs and microar-
rays. Model validation analyst, PNC Bank.

K. Millman (MD; PhD 2005) Molecular and genetic epidemiology of Chlamydia tra-
chomatis in the United States. The Millman Clinic, San Jose.

D. Abdueva (PhD 2006) Probe-target hybridization modeling and its application to the
analysis of microarrays. Affymetrix Inc.

D. Scvortsov (PhD 2006) Detection of deleted and duplicated genomic DNA using HMM
analysis of GeneChip data. Illumina Inc.

W. Xu (PhD 2006) Searching for and beyond replication origins. Biostatistician, Stan-
ford Genome Technology Center.

O. Sargsyan (PhD 2006) Analytical and simulation results for the general coalescent.
Leitner Lab, Los Alamos National Laboratory.

V. Plagnol (PhD 2006) Ancestral inference from molecular and paleontological data.
Lecturer, Genetics Institute, UCL.

R. Jiang (PhD 2006) Modeling and analyzing novel genetic data: single feature poly-
morphisms and polony sequences. Statistical Analyst Scientist, Affymetrix Inc.

R. Alaghband (PhD 2007) Inference for stochastic models of molecular data. Finance
Scholar, Sauder School of Business, UBC

C. Curtis (PhD 2007) Analysis of high-density oligonucleotide gene expression data for
dissecting aging pathways. Assistant Professor, USC Keck School of Medicine.

J.-C. Marioni (PhD 2007) Statistical methods for array CGH and copy number variation
experiments. Junior Group Leader, EBI, Cambridge.

R. Wilkinson (PhD 2007) Bayesian inference of primate divergence times. Lecturer,
Mathematics Department, University of Nottingham.

M. Dunning (PhD 2008) Genome-wide analyses using bead-based microarrays. Bioin-

formatics Core, CRUK CRI.

T. Hardcastle (PhD 2009) Model-driven analysis of high-throughput genomic data in
late-stage ovarian cancer. [Joint with J. Brenton] Postdoc, Baulcombe lab, Cambridge.

I. Manolopoulou (PhD 2009) A Bayesian approach to Nested Clade Analysis. Visiting
Assistant Professor, Department of Statistical Science, Duke University.

D. Grover (PhD 2009) Real-time tracking and analysis of Drosophila behavior and gene
expression. Postdoc, Rubin lab, HHMI Janelia Farm.
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L. Goldstein (PhD 2010) Statistical analysis of microRNA expression and related data.
Postdoc, Miska lab, Cambridge.

C. Spyrou (PhD 2010) Development and application of Bayesian methodology for some
missing data problems in biology. Senior Scientist, NIPD Genetics, Cyprus.

S. Ivakhno (PhD 2011) A statistical framework for the analysis of copy number aber-
rations in high-throughput cancer genomic data.

S. Knott (PhD 2011) Measuring, modeling and identifying factors that influence eu-
karyotic DNA replication. [Joint with O. Aparicio] Postdoc, Hannon lab, CSHL.

D. Speed (PhD 2011) Ezploring non-linear regression methods, with application to
association studies. Postdoc, Balding lab, UCL.

J. Woolford (PhD 2011) Statistical analysis of small RNA high-throughput sequencing
data. [Joint with E. A. Miska]

Current Research Students

A. Sottoriva (PhD 2008-2012)

M. L. Smith (PhD 2009-2012)

J. Cairns (PhD 2009-2013)

T. Nellimoottil (PhD 2007—present) [Joint with O. Aparicio]
R. Ardekani (PhD 2010-present)

D. Andrews (PhD 2010-2014)

A. Tunnicliffe (PhD 2011-2014)

Supervised 26 MS thesis students (1985 — 1998)

Conference Organization (since 2006)

Program Committee, RECOMB 2008.
Program Committee, RECOMB 2007.

Chair of Organizing Committee, Program on Stochastic Computation in the Biological
Sciences. Isaac Newton Institute, Oct — Dec 2006.

29



Scientific Committee, 31st conference on Stochastic Processes and their Applications
(Bernoulli Society). Paris, France, July 2006.

Invited Lecture Series (since 2006; from 16 since 1990)

An Introduction to Statistical Genetics. Mathematics Department, Chalmers Univer-
sity, Sweden. (14 lectures) 9/1-31/10.

An Introduction to Approximate Bayesian Computation. Mathematics Department,
Chalmers University, Sweden. (10 lectures) 6/14-18/10.

Copy number variation in the genome: technologies, statistics and applications. Inter-
face 2007: the 39th Symposium on the Interface of Statistics, Computing Science, and
Applications. (4 1-hour lectures, with JC Marioni) Philadelphia, 5/23-26/07.

Ancestral inference. 2nd Cornell Probability Summer School on Probability problems
that arise from genetics. (6 1.25-hour lectures) Cornell, NY. 6/26-7/7/06.

Invited Conference Lectures (since 2006; from 112 since 1990)

Meeting the Challenges of High Dimension — Statistical Methodology, Theory and
Applications. Institute of Mathematical Sciences (IMS), Singapore. 10/1-5/12.

From evolutionary biology to cancer. Keynote address. Mathematical and Computa-
tional Evolutionary Biology (MCEB2012). Hameau de I’Etoile, France. 6/18-22/12.

Using next-generation sequencing to study tumour evolution. Invited session on Stochas-
tic Models in Biology. 24th Nordic Conference in Mathematical Statistics (NORD-
STAT). Umea, Sweden. 6/10-14/12.

Some comments on detecting selection in cancer samples. Workshop on selection in
population genetics. ENS, Paris. 12/6-7/11.

Approximate Bayesian Computation for modeling eukaryotic temporal replication dy-
namics. Wellcome Trust Conference on Functional Genomics & Systems Biology. Hinx-
ton, England. 11/29-12/1/11.

Approximate Bayesian Computation for the analysis of GASP morphotypes in E. coli.
Experimental evolution and complex adaptations — Mind the Gap 2011. Cologne,
Germany. 9/26-27/11.

Life without likelihoods. New Fellows Seminar, Royal Society, London. 7/13-14/11.
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ABC for ancestral inference. ABCiL: Approximate Bayesian Computation in London.
Imperial College, London. 5/5/11.

Inference for stochastic models of tumour evolution. Keynote Speaker, International
Biometric Society Channel Network, 3rd Conference. Bordeaux, France. 4/11-13/11.

An introduction to next generation sequencing. Workshop, “Deep sequencing tech-
niques: bioscience applications, statistical and computational practice and challenges.”
Chalmers University, Gothenburg, Sweden. 12/13-15/10.

Cancer stem cells? Plenary Session, “Understanding Neoplastic Progression: Ques-
tions and Controversies”. AACR Frontiers in Cancer Prevention Research Conference.
Philadelphia, PA. 11/7-10/10.

Accounting for interactions among covariates in regression problems: methods and ex-
amples from genome-wide association studies. Quetelet Invited Speaker, 18th meeting
of the Belgian Statistical Society. Sol Cress, Belgium. 10/14-15/10.

Integrating Approximate Bayesian Computation with complex agent-based models for
cancer research. Invited session on ABC Methods for Genetic Data. 19th International
Conference on Computational Statistics (COMPSTAT2010). Paris, France. 08/22-
27/10.

Approzimate Bayesian Computation: Theory and biological examples. Closing Lecture,
European Meeting of Statisticians. Piraeus, Greece. 08/17-22/10.

Sparse partitioning: a tool for analyzing regression problems with many tertiary pre-
dictors. Bioc 2010. Seattle, WA. 07/29-30/10.

Approzimate Bayesian Computation: what, why, and how? Keynote Lecture, Interna-
tional Conference on Artificial Intelligence and Statistics (AISTATS 2010). Sardinia.
05/13-15/10.

Some statistical aspects of Illumina sequencing. Next-gen Sequencing: Technology,
Biology and Informatics Workshop. WEHI, Melbourne, Australia. 05/10/10.

Combining genomics and mathematics to learn about cancer. Plenary Lecture, Aus-
tralian Academy of Sciences Annual Symposium: Genomics and Mathematics. Can-
berra, Australia. 05/07/10.

Approzimate Bayesian Computation and the evolution of tumours. Conference at De-
partment of Medical Epidemiology and Biostatistics (part of the 200th Anniversary
celebration of the Karolinska Institutet). Stockholm, Sweden. 03/26/10.

Evolutionary approaches to stem cell and tumour dynamics. Conference on Quanti-
tative Biology and Bioinformatics in Modern Medicine. Queen’s University Belfast.
3/2-3/10.
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Evolutionary approaches to cancer. 26th Genes and Cancer Symposium, University of
Warwick. 12/14-16/09.

Evolutionary approaches to cancer. Conference on Probability Theory in honour of
Professor Andrew Barbour. Zurich, Switzerland. 12/4/09.

FEvolutionary approaches for studying cancer stem cells. Symposium on Biostatistics
and Statistical Genetics. University of Limerick. 9/18/09.

Some statistical issues in the analysis of Illumina sequencing experiments. EPSRC
Symposium Workshop on Information extraction from complex data sets (INF). War-
wick University. 9/14-18/09.

I spy with my little eye: tracking applications for Drosophila behavioural genetics.
Invited session on Bioinformatics. RSS Conference, Edinburgh. 9/8-11/09.

Approzimate Bayesian Computation: what, why and when? Invited session on Ad-
vanced Monte Carlo Methods. JSM, Washington DC. 8/1-6/09.

O fly where art thou? 5th CCBI Annual Meeting. University of Cambridge. 5/20/09.

O fly where art thou? Second Biennial Newcastle Workshop on Statistical Bioinfor-
matics and Stochastic Systems Biology. Newcastle University. 5/18-19/09.

Random trees in biology and cancer. Tree workshop, Oberwolfach Mathematics Insti-
tute. 1/18-24/09.

Genes and flowering times. Beyond Boundaries: from Physics to Plant Sciences. A
symposium to celebrate 150th anniversary of the birth of JC Bose. Christ’s College,
Cambridge. 12/6/08.

O stem cell, where art thou? Minisymposium on Mathematical Analysis of Biological
Sequences, STAM 2008. San Diego, CA. 7/7-11/08.

High-throughput analysis of methylation patterns for tracking cell lineages. Cambridge
Cancer Centre Symposium, Cambridge UK. 6/27/08.

Computational molecular biology: an introduction for statisticians. RSS Medical Sec-
tion Meeting “Introduction to Bioinformatics”. Royal Statistical Society. London.
6/26/08.

High-throughput detection of methylation patterns for tracking cell lineages. Keynote
address. Emerging Statistical Challenges in Genome and Translational Research. Banff
International Research Station, Banff, Canada. 6/1-6/08.

Using methylation tags to track stem cells. Stem Cells 2007. Punta Cana, Dominican
Republic. 12/13-16/07.
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Statistical issues in copy number detection. BioC2007. Seattle, WA. 8/6-7/07.

Stochastic models for the evolution of stem cells in colon crypts. 26th Leeds Annual

Statistical Research (LASR) Workshop. Leeds, UK. 7/4-6/07.

Statistical issues when detecting copy number variation. Statistics for Biomolecular
Data Integration and Modeling. Ascona, Switzerland. 6/10-15/07.

O stem cell, where art thou? CBMI Annual Symposium. University of Kent. 4/26/07.

Inferring the behaviour of colon crypts by exploiting methylation patterns. Workshop
on Statistics in Genomics and Proteomics. Coimbra, Portugal. 3/9-10/07.

Oligo antics: array applications in cancer research. COGEME Interest Group Meeting.
Manchester, UK. 11/7-8/06.

Now you know your ABCs: examples and problems. Workshop on Recent Advances in
Monte Carlo based inference. Isaac Newton Institute, Cambridge UK. 10/30/06.

Some comments on approximate Bayesian computation XXIII International Biometric
Conference. Montreal. 7/16-21/06.

Using methylation patterns to understand the stem cell population of the human colon.
Bioinformatics 2006. Aarhus, Denmark. 6/15-18/06.

Whole genome scans: full employment for statisticians? Fast Kent Section, Royal
Statistical Society. Canterbury, Kent. 4/05/06.

Genome-wide associations of gene expression variation in humans. Sequence Analysis
Toward System Biology Workshop. IPAM, Los Angeles. 1/9-13/06.

Contributed Conference Lectures or Departmental Seminars

31 (since 2006; from 166 since 1990) in Australia, Canada, Denmark, France, Germany,
Ireland, Sweden, Switzerland, UK, USA.

December 29, 2011
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