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PUBLICATIONS

Submitted Articles

1. Marko NF, Hjorth JJ, Seicean A, Tavaré S & Weil RJ. Personalized outcome prediction:
A Bayesian strategy and an application in craniotomy.

Lynch AG, Chin S-F, Dunning MJ, Caldas C, Tavaré S & Curtis C. Calling sample

mixups in cancer population studies.

Sottoriva A, Spiteri, I, Shibata D, Curtis C & Tavaré S. Measuring patient-specific

colorectal cancer parameters and the cancer stem cell fraction from single molecule

data.



10.

11.

12.

13.

Ardekani R, Biyani A, Dalton JE, Saltz JB, Arbeitman MN, Tower J, Nuzhdin S &
Tavaré S.Three dimensional tracking and behaviour monitoring of multiple fruit flies.

. Housden BE, Fu A, Krejci A, Bernard F, Fischer B, Tavaré S, Russell S & Bray SJ.

Transcriptional dynamics elicited by a short pulse of Notch activation.

. Ardekani R, Huang YM, Sancheti P, Stanciauskas P, Tavaré S & Tower J. Using GFP

video to track 3D movement and conditional gene expression in free-moving flies.

. Ardekani R, Tavaré S & Tower J. Assessing senescence in Drosophila using video track-

ing. In Cell Senescence, eds. Galluzzi L & Kroemer G. Methods in Molecular Biology
Series, Humana Press.

. Fu QA, Russell S, Bray S & Tavaré S. Bayesian clustering with the Dirichlet process

prior.

Newman S, Howarth KD, Greenman CD, Bignell GR, Tavaré S & Edwards PAW. The
relative timing of mutations in a breast cancer genome and the driver versus passenger
problem.

Chandra T, Kirschner K, Thuret J-Y, Pope BD, Ryba T, Newman S, Ahmed K,
Samarajiwa SA, Salama R, Carroll T, Stark R, Janky R, Narita M, Xue L, Chicas
A, Nunez S, Janknecht R, Hayashi-Takanaka Y, Wilson MD, Marshall A, Odom DT,
Bazett-Jones DP, Babu MM, Tavaré S, Edwards PAW, Lowe SW, Kimura H, Gilbert
DM & Narita M. Independence of repressive histone marks and chromatin compaction
during senescent heterochromatic layer formation.

Books

Deonier RC, Tavaré S & Waterman MS. Computational Genome Analysis: An Intro-
duction, 2005. Springer Verlag, New York. 540pp. ISBN: 0-387-98785-1

Arratia R, Barbour AD & Tavaré S. Logarithmic Combinatorial Structures: A Proba-
bilistic Approach. EMS Monographs in Mathematics, 1, 2003. European Mathematical
Society Publishing House, Zuerich. 352pp.

Donnelly P & Tavaré S. (eds) Progress in Population Genetics and Human Evolution.
IMA Volumes in Mathematics and its Applications, 87, 1997. Springer Verlag, Berlin.
330pp.
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Journal Articles

All articles refereed, ** denotes review

In Press

** Marjoram P & Tavaré S. The coalescent. Encyclopedia of Genetics, 2nd Edition,
eds. S. Maloy & K. Hughes, Elsevier.

** Tvakhno S, Frese K, Tavaré S, Tacobuzio-Donahue C & Tuveson D. Systems biology
of pancreatic cancer. In Systems Biology of Cancer, ed. Thiagalingam S. Cambridge
University Press.

2012

Curtis C, Shah SP, Chin SF, Turashvili G, Rueda OM, Dunning MJ, Speed D, Lynch
AG, Samarajiwa S, Yuan Y, Graf S, Ha G, Haffari G, Bashashati A, Russell R, McKin-
ney S, METABRIC Group, Langergd A, Green A, Provenzano E, Wishart G, Pinder S,
Watson P, Markowetz F, Murphy L, Ellis I, Purushotham A, Bgrresen-Dale A-L, Bren-
ton J, Tavaré S, Caldas C & Aparicio S. The genomic and transcriptomic architecture
of 2000 breast tumours reveals novel subgroups. Nature, doi:10.1038 /nature10983.

Knott SRV, Peace JM, Ostrow AZ, Gan Y, Rex AE, Viggiani CJ, Tavaré S & Aparicio
OM. Forkhead transcription factors establish origin timing and long-range clustering
in S. cerevisiae. Cell, 148, 99-111, 2012.

2011

Manolopoulou I, Legarreta L, Emerson B, Brooks SP & Tavaré S. A Bayesian approach
to phylogeographic clustering. Interface Focus, 1, 909-921, 2011.

Speed D & Tavaré S. Sparse partitioning: nonlinear regression with binary or tertiary
predictors, with application to association studies. Ann Appl Stats, 5, 873-893, 2011.

Siegmund KD, Marjoram P, Tavaré S & Shibata D. High DNA methylation pattern
intratumoral diversity implies weak selection in many human colorectal cancers. PLoS
ONE 6: €21657, 2011. [doi:10.1371/journal.pone.0021657]

Sottoriva A, Vermeulen L & Tavaré S. Modeling evolutionary dynamics of epigenetic
mutations in hierarchically organized tumors. PLoS Comp Bio, 7: €1001132, 2011.

Narita M, Young ARJ, Arakawa S, Samarajiwa SA, Nakashima T, Yoshida S, Hong
SK, Berry LS, Reichelt S, Ferreira M, Tavaré S, Inoki K, Shimizu S & Narita M.

Spatial coupling of mTOR and autophagy augments secretory phenotypes. Science,
332, 966-970, 2011.
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28.

29.

30.

31.

32.

33.

Ibrahim AEK, Arends MJ, DeSilva AL, Wyllie AH, Gerger L, Ito Y, Vowler SL, Huang
TH-M, Tavaré S, Murrell A & Brenton JD. Progressive DNA methylation changes are
associated with DNMT3B2 overexpression in colorectal neoplastic development. Gut,
60, 499-508, 2011.

Cairns J, Spyrou S, Stark R, Smith ML, Lynch AG & Tavaré S. BayesPeak - An R
package for analysing ChIP-seq data. Bioinformatics, 27, 713-714, 2011.

Wilkinson RD, Steiper M, Soligo C, Martin R, Yang Z & Tavaré S. Dating primate
divergences through an integrated analysis of palaeontological and molecular data.
Systematic Biology, 60, 16-31, 2011.

2010

Ivakhno S, Royce T, Cox AJ, Evers D, Cheetham KR & Tavaré S. CNAseg — a novel
framework for identification of copy number changes in cancer from second-generation
sequencing data. Bioinformatics, 26, 3051-3058, 2010.

Lynch AG, Hadfield J, Dunning MJ, Osborne M, Thorne NP & Tavaré S. The cost
of reducing starting RNA quantity for Illumina BeadArrays: A bead-level dilution
experiment. BMC' Genomics, 11: 540, 2010.

Ritchie ME, Forrest MS, Dimas AS, Daelemans C, Dermitzakis ET, Deloukas P &
Tavaré S. Data analysis issues for allele-specific expression using [llumina’s GoldenGate
assay. BMC' Bioinformatics, 11: 280, 2010.

Ivakhno S & Tavaré S. CNAnova: a new approach for finding recurrent copy number
abnormalities in cancer SNP microarray data. Bioinformatics, 26, 1395-1402, 2010.

Daelemans C, Ritchie ME, Smits G, Abu-Amero S, Sudbery IM, Forrest MS, Campino
S, Clark TG, Stanier P, Kwiatkowski D, Deloukas P, Dermitzakis ET, Tavaré S, Moore
GE & Dunham I. High-throughput analysis of candidate imprinted genes and allele-
specific gene expression in the human term placenta. BMC Genetics, 11: 25, 2010.

Smith ML, Dunning MJ, Tavaré S & Lynch AG. Identification and correction of previ-
ously unreported spatial phenomena using raw Illumina BeadArray data. BMC' Bioin-
formatics, 11: 208, 2010.

Clark AM, Goldstein LD, Tevlin M, Tavaré S, Shaham S & Miska EA. The microRNA
miR-~124 controls gene expression in the sensory nervous system of Caenorhabditis
elegans. Nucleic Acids Research, 38, 3780-3793, 2010.

Barbosa-Morais NL, Dunning MJ, Samarajiwa S, Darot JFJ, Ritchie ME, Lynch AG
& Tavaré S. A reannotation pipeline for [llumina BeadArrays: improving the interpre-
tation of gene expression data. Nucleic Acids Research, 38: el7, 2010.
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2009

Curtis C, Lynch AG, Dunning MJ, Spiteri I, Marioni JC, Hadfield J, Chin S-F, Brenton
J, Tavaré S & Caldas C. The pitfalls of platform comparison: DNA copy number array
technologies assessed. BMC' Genomics, 10: 588, 2009.

Grover D & Tavaré S. Finding behavioral motifs in fly trajectories. Communications
in Information and Systems, 9, 283-294, 2009.

Avril-Sassen S, Goldstein L, Stingl J, Blenkiron C, Le Quesne J, Spiteri I, Karagavri-
ilidou K, Watson CJ, Tavaré S, Miska EA & Caldas C. Characterization of microRNA
expression in post-natal mouse mammary gland development. BMC Genomics, 10:
548, 2009.

Papatheodorou I, Crichton C, Morris L, Maccallum P, METABRIC Group, Davies
J, Brenton JD & Caldas C. A metadata approach for clinical data management in
translational genomics studies in breast cancer. BMC Medical Genomics, 2: 66, 2009.

Waskar M, Landis GN, Shen J, Curtis CN, Abdueva D, Skvortsov D, Tavaré S & Tower
J. Drosophila melanogaster pb3 has developmental stage-specific and sex-specific effects
on adult life span indicative of sexual antagonistic pleiotropy. Aging, 1, 903-936, 2009.

Grover D, Ford D, Brown C, Hoe N, Erdem E, Tavaré S & Tower J. Hydrogen peroxide
stimulates activity and alters behavior in Drosophila melanogaster. PLoS ONE, 4:
e7580, 2009.

Knott S, Viggiani CJ, Aparicio OM & Tavaré S. Strategies for analyzing highly enriched
[P-chip datasets. BMC' Bioinformatics, 10: 305, 2009.

Spyrou C, Stark R, Lynch AG & Tavaré S. BayesPeak: Bayesian analysis of ChIP-seq
data. BMC Bioinformatics, 10: 299, 2009.

Fernando H, Sewitz S, Darot J, Tavaré S, Huppert JL & Balasubramanian S. Genome-
wide analysis of a G-quadruplex-specific single-chain antibody that regulates gene ex-
pression. Nucleic Acids Research, 37, 6716—6722, 20009.

Ritchie ME, Carvalho BS, Hetrick KN, Tavaré S & Irizarry RA. R/Bioconductor soft-
ware for [llumina’s Infinium whole-genome genotyping BeadChips. Bioinformatics, 25,
2621-2623, 2009.

** Siegmund KD, Marjoram P, Tavaré S & Shibata D. Many colorectal cancers are
“flat” clonal expansions. Cell Cycle, 8, 2187-2193, 2009.

Tiemann-Boege I, Curtis CN, Shinde DN, Goodman DB, Tavaré S & Arnheim N.
Product length, dye choice, and detection chemistry in the bead-emulsion amplification
of millions of single DNA molecules in parallel. Analytical Chemistry, 81, 5770-5776,
2009.
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Knott S, Viggiani CJ, Tavaré S & Aparicio OM. Genome-wide replication profiles
indicate an expansive role for Rpd3L in regulating replication initiation timing or

efficiency, and reveal genomic loci of Rpd3 function in Saccharomyces cerevisiae. Genes
& Dev, 23, 1077-1090, 2009.

Grover D, Yang J, Ford D, Tavaré S & Tower J. Simultaneous tracking of movement
and gene expression in multiple Drosophila melanogaster flies using GFP and DsRED
fluorescent reporter transgenes. BMC' Research Notes, 2: 58, 2009.

Wilkinson RD & Tavaré S. Estimating primate divergence times by using conditioned
birth-and-death processes. Theoret Popul Biol, 75, 278-285, 2009.

Young ARJ, Narita M, Ferreira M, Kirschner K, Sadaie M, Darot JFJ, Tavaré S,
Arakawa S, Shimizu S, Watt FM & Narita M. Autophagy mediates the mitotic-
senescence transition. Genes € Dev, 23, 798-803, 2009.

Siegmund KD, Marjoram P, Woo Y-J, Tavaré S & Shibata D. Inferring clonal expansion
and cancer stem cell dynamics from DNA methylation patterns in colorectal cancers.
Proc Natl Acad Sci USA, 106, 4828-4833, 2009.

Shen J, Curtis C, Tavaré S & Tower J. A screen of apoptosis and senescence regulatory
genes for life span effects when over-expressed in Drosophila. Aging, 1, 191-211, 2009.

Woo Y-J, Siegmund KD, Tavaré S & Shibata D. Older individuals appear to acquire
mitotically older colorectal cancers. J Path, 217, 483-488, 2009.

Jiang R, Tavaré S & Marjoram P. Population genetic inference from resequencing data.
Genetics, 181, 187-197, 2009. Corrigendum: 190, 829-830, 2012.

2008

Grover D, Yang J, Tavaré S & Tower J. Simultaneous tracking of fly movement and
expression using GFP. BMC Biotechnology, 8: 93, 2008. (With press release)

Dimas AS, Stranger BE, Beazley C, Finn RD, Ingle CE, Forrest MS, Ritchie ME, De-
loukas P, Tavaré S & Dermitzakis ET. Modifier effects between regulatory and protein-
coding variation. PLoS Genetics, 4 (10): 1000244, 2008.

Wilson MD, Barbosa-Morais NL, Schmidt D, Conboy CM, Vanes L, Tybulewicz VLJ,
Fisher EMC, Tavaré S & Odom DT. Species-specific transcription in mice carrying
human chromosome 21. Science, 322, 434-438, 2008.

Hull ML, Rangel Escareno C, Godsland J, Doig J, Johnson C, Butt RP, Phillips S,
Smith SK, Tavaré S, Print CG & Charnock-Jones DS. Endometrial-peritoneal interac-
tions during endometriotic lesion establishment. Am J Path, 173, 700-715, 2008.
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63.

64.

65.

66.

67.

Marioni JC, White M, Tavaré S & Lynch AG. Hidden copy number variation in the
HapMap trios. Proc Natl Acad Sci USA, 105, 10067-10072, 2008.

Szyjka SJ, Aparicio JG, Viggiani CJ, Knott S, Xu W, Tavaré S & Aparicio OM.
Rad53 regulates replication fork restart after DNA damage in Saccharomyces cerevisiae.
Genes € Dev, 22, 1902-1920, 2008.

Rakyan VK, Down TA, Thorne NP, Flicek P, Kulesha E, Graf S, Tomazou EM,
Backdahl L, Johnson N, Herberth M, Howe KL, Jackson DK, Miretti MM, Fiegler
H, Marioni JC, Birney E, Hubbard TJP, Carter NP, Tavaré S & Beck S. An inte-
grated resource for genome-wide identification and analysis of human tissue-specific
differentially methylated regions (tDMRs). Genome Res, 18, 1518-1829, 2008.

Das PP, Bagijn MP, Goldstein LD, Woolford JR, Lehrbach NJ, Sapetschnig A, Buhecha
HR, Gilchrist MJ, Howe KL, Stark R, Matthews N, Berezikov E, Ketting RF, Tavaré
S & Miska EA. Piwi and piRNAs act upstream of an endogenous siRNA pathway to

suppress Tc3 transposon mobility in the Caenorhabditis elegans germline. Molecular
Cell, 31, 79-90, 2008.

Down TA, Rakyan VK, Turner DJ, Flicek P, Li H, Kulesha E, Graf S, Johnson N,
Herrero J, Tomazou EM, Thorne NP, Béackdahl L, Herberth M, Howe KL, Jackson
DK, Miretti MM, Marioni JC, Birney E, Hubbard TJP, Durbin R, Tavaré S & Beck
S. A Bayesian deconvolution strategy for immunoprecipitation-based DNA methylome
analysis. Nature Biotechnology, 26, 779-785, 2008.

Dunning MJ, Ritchie ME, Barbosa-Morais NL, Tavaré S & Lynch AG. Spike-in valida-
tion of an Illumina-specific variance-stabilizing transformation. BMC' Research Notes,
1: 18, 2008.

Palmer RD, Barbosa-Morais NL, Gooding EL, Muralidhar B, Thornton CM, Pett MR,
Roberts I, Schneider DT, Thorne N, Tavaré S, Nicholson JC & Coleman N; On behalf
of The Childrens Cancer and Leukaemia Group (CCLG). Pediatric malignant germ cell
tumours show characteristic transcriptome profiles. Cancer Research, 68: 4239-4247,
2008.

Chu M, Siegmund KD, Hao Q-L, Crooks GM, Tavaré S & Shibata D. Inferring relative
numbers of human leukocyte genome replications. British Journal of Haematology,
141: 862-871, 2008.

Grover D, Tower J & Tavaré S. O fly, where art thou? J R Soc Interface, 5: 1181-1191,
2008.

Dunning MJ, Barbosa-Morais NL, Lynch AG, Tavaré S & Ritchie ME. Statistical issues
in the analysis of Illumina data. BMC' Bioinformatics, 9: 85, 2008.
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2007

Curtis C, Landis GN, Folk D, Wehr NB, Hoe N, Waskar M, Abdueva D, Skvortsov
D, Ford D, Luu A, Badrinath A, Levine RL, Bradley TJ, Tavaré S & Tower J. Tran-
scriptional profiling of MnSOD-mediated lifespan extension in Drosophila reveals a
species-general network of aging and metabolic genes. Genome Biology, 8(12): R262,
2007.

Marioni JC, Thorne NP, Valsesia A, Fitzgerald T, Redon R, Fiegler H, Andrews DT,
Stranger BE, Lynch AG, Dermitzakis ET, Carter NP, Tavaré S & Hurles ME. Break-
ing the waves: improved detection of copy number variation from microarray-based
comparative genomic hybridization. Genome Biology, 8(10): R228, 2007.

Conboy CM, Spyrou C, Thorne NP, Wade EJ, Barbosa-Morais N, Bhattacharjee A,
Young RA, Tavaré S, Lees JA & Odom DT. Cell cycle genes are the evolutionarily
conserved targets of mammalian DREAM member E2F4. PLoS ONE, 2: 1061, 2007.

Chin SF, Teschendorff AE, Marioni JC, Wang Y, Barbosa-Morais NL, Thorne NP,
Costa J, Pinder SE, van de Wiel MA, Green AR, Ellis 1O, Porter PL, Tavaré S, Brenton
JD, Ylstra B & Caldas C. High-resolution array-CGH and expression profiling identifies
a novel genomic subtype of ER negative breast cancer. Genome Biology, 8 (10): R215,

2007.

Blenkiron C, Goldstein LD, Thorne NP, Spiteri MI, Chin SF, Dunning M, Barbosa-
Morais NL, Tavaré S, Caldas C & Miska EA. MicroRNA expression profiling of human

breast cancer identifies new markers of tumour subtype. Genome Biology, 8 (10):
R214, 2007.

Stranger BE, Nica AC, Forrest MS, Dimas A, Bird CP, Beazley C, Ingle C, Dunning M,
Flicek P, Koller D, Montgomery S, Tavaré S, Deloukas P & Dermitzakis ET. Population
genomics of human gene expression. Nat Genet, 39, 1217-1224, 2007.

** Shibata D & Tavaré S. Stem cell chronicles: Autobiographies within genomes. Stem
Cell Reviews, 3, 94-103, 2007.

Martin RD, Soligo C & Tavaré S. Primate origins: Implications of a Cretaceous ances-
try. Folia Primatol, 78, 277-296, 2007.

Chu MW, Siegmund KD, Eckstam CL, Kim JY, Yang AS, Kanel GC, Tavaré S &
Shibata D. Lack of increases in methylation at three CpG-rich genomic loci in non-
mitotic adult tissues during aging. BMC' Medical Genetics, 8:50, 2007.

Dunning MJ, Smith ML, Ritchie ME & Tavaré S. beadarray: R classes and methods
for Illumina bead-based data. Bioinformatics, 23, 2183-2184, 2007.
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83.

84.

85.

86.

87.

88.

89.

Skvortsov D, Abdueva D, Curtis CN, Schaub B & Tavaré S. Explaining differences in
saturation levels for Affymetrix GeneChip arrays. Nucleic Acids Research, 35, 4154—
4163, 2007.

Skvortsov D, Abdueva D, Stitzer M, Finkel SA & Tavaré S. Using expression arrays for
copy number detection: an example from E. coli. BMC Bioinformatics, 8:203, 2007.

Chin S-F, Wang Y, Thorne NP, Teschendorff AE, Pinder SE, Vias M, Naderi A, Roberts
I, Barbosa-Morais NL, Garcia M, Iyer NG, Kranjac T, Robertson J, Ruffalo T, Apari-
cio SFR, Tavaré S, Ellis I, Brenton JD, Caldas C. Using array-comparative genomic
hybridization to define molecular portraits of primary breast cancers. Oncogene, 26,
1959-1970, 2007.

Nicolas P, Kim K-M, Shibata D & Tavaré S. The stem cell population of the human
colon crypt: analysis via methylation patterns. PLoS Computational Biology, 3, 364—
374, 2007.

Stranger BE, Forrest MS, Dunning M, Thorne NP, Ingle CE, Beazley C, Redon R, Bird
CP, de Grassi A, Lee C, Tyler-Smith C, Carter N, Scherer SW, Tavaré S, Deloukas P,
Hurles ME & Dermitzakis ET. Relative impact of nucleotide and copy number variation
on gene expression phenotypes. Science, 315, 848-853, 2007.

2006

** Dunning M, Smith M, Thorne NP, Tavaré S. beadarray: an R package to analyse
[lumina BeadArrays. R News, 6(5), 17-23, 2006.

Xu W, Aparicio JG, Aparicio OM & Tavaré S. Genome-wide mapping of ORC and
Mcm2p binding sites on tiling arrays and precise identification of essential ARS con-
sensus sequences in S. cerevisiae. BMC Genomics, 7: 276, 2006.

Ibrahim AEK, Thorne NP, Baird K, Barbosa-Morais NL, Tavaré S, Collins VP, Wyl-
lie AH, Arends MJ & Brenton JD. MMASS: an optimised array-based method for
assessing CpG island methylation. Nucleic Acids Research, 34: €136, 2006.

Abdueva D, Skvortsov D & Tavaré S. Non-linear analysis of GeneChip arrays. Nucleic
Acids Research, 34, €105, 2006.

** Marjoram P & Tavaré S. Modern computational approaches for analysing molecular-
genetic variation data. Nat Rev Genet, 7, 759-770, 2006.

Jiang R, Marjoram P, Borevitz JO & Tavaré S. Inferring population parameters from
single-feature polymorphism data. Genetics, 173, 2257-2267, 2006.

** Shibata D & Tavaré S. Counting divisions in a human somatic cell tree: how, what
and why. Cell Cycle, 5, 610-614, 2006.
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98.

99.
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101.

Millman K, Black CM, Stamm WE, Jones RB, Hook EW, Martin DH, Bolan G, Tavaré
S & Dean D. Population-based genetic epidemiologic analysis of Chlamydia trachomatis
serotypes and lack of associations between ompA polymorphisms and clinical pheno-
types. Microbes and Infection, 8, 604611, 2006.

Jakobsson M, Hagenblad J, Tavaré S, Sall T, Halldén C, Lind-Halldén C & Nordborg
M. A unique recent origin of the allotetraploid species Arabidopsis suecica: evidence
from nuclear DNA markers. Mol Biol Evol, 23, 1217-1231, 2006.

Marioni JC, Thorne NP & Tavaré S. BioHMM: a heterogeneous hidden Markov model
for segmenting array CGH data. Bioinformatics, 22, 1144-1146, 2006.

Dunning M, Thorne NP, Camilier I, Smith ML & Tavaré S. Quality control and low-
level statistical analysis of Illumina BeadArrays. REVSTAT, 4, 1-30, 2006.

Arratia R, Barbour AD & Tavaré S. A tale of three couplings: Poisson-Dirichlet and
GEM approximations for random permutations. Combin Probab Comput, 15, 31-62,
2006.

Kim JY, Tavaré S & Shibata D. Human hair genealogies and stem cell latency. BMC
Biology, 4:2, 2006.

2005

Stranger BE, Forrest MS, Clark AG, Minichiello M, Deutsch S, Lyle R, Hunt S, Kahl B,
Antonarakis SE, Tavaré S, Deloukas P & Dermitzakis ET. Genome-wide associations
of gene expression variation in humans. PLoS Genet, 1, 695-704, 2005.

Kim JY, Tavaré S & Shibata D. Counting human somatic cell replications: Methylation
mirrors human endometrial stem cell divisions. Proc Natl Acad Sci USA, 102, 17739—
17744, 2005.

Clark RM, Tavaré S & Doebley J. Estimating a nucleotide substitution rate for maize
from polymorphism at a major domestication locus. Mol Biol Evol, 22, 2304-2312,
2005.

Calabrese P, Mecklin JP, Jarvinen HJ, Aaltonen LA, Tavaré S & Shibata D. Numbers
of mutations to different types of colorectal cancer. BMC Cancer. 5:126, 2005.

Kim JY, Siegmund KD, Tavaré S & Shibata D. Age-related human small intestine
methylation: evidence for stem cell niches. BMC' Medicine. 3:10, 2005.

Arratia R, Barbour AD & Tavaré S. A probabilistic approach to analytic arithmetic
on algebraic function fields. Math Proc Camb Phil Soc, 139, 1-26, 2005.
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107.

108.

109.
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111.

Innan H, Zhang K, Marjoram P, Tavaré S & Rosenberg NA. Statistical tests of the
coalescent model based on the haplotype frequency distribution and the number of
segregating sites. Genetics, 169, 17631777, 2005.

2004

Tavaré S. Ancestral inference in population genetics. In Lectures on Probability Theory
and Statistics. Ecole d’Etés de Probabilité de Saint-Flour XXXI — 2001. Ed. J. Picard.
Lecture Notes in Mathematics, 1837, 1-188, 2004. Springer Verlag, New York.

Landis GN, Abdueva D, Skvortsov D, Yang J, Rabin BE, Carrick J, Tavaré S & Tower
J. Similar gene expression patterns characterize aging and oxidative stress in Drosophila
melanogaster. Proc Natl Acad Sci USA, 101, 7663-7668, 2004.

Millman KL, Black CM, Johnson R, Stamm W, Jones R, Hook E, Martin D, Bolan G,
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(1999 - 2001)

Scientific Advisory Board, GeneData AG (1997 — 2002)

Society Membership

Royal Society of London (2011 —)
Academy of Medical Sciences (2009 — )
Member, Election Committee (Section 1) (2010 — 2012).
Member, Council (2011 — 2014).
Institute of Mathematics and its Applications (2009 — )
Society of Biology (2009 — )
American Association for the Advancement of Science (1991 —)
American Statistical Association (1992 — )
Institute of Mathematical Statistics (1978 — )
Member, Committee on Fellows, 1996-99.

Royal Statistical Society (1974 —)

Editorial and Refereeing Services

Member, Biological Sciences Funding Committee, CRUK. (2008 — 2012)
Member, URF 2012 Panel Assessments Bii, Royal Society. (2011 — 2014)

Cancer Prevention Research (Editorial Board, 2008 — )

MathematicS In Action (Editorial Board, 2008 — )
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Statistics Surveys (IMS Associate Editor, 2007 - )
Evolutionary Bioinformatics (Editorial Board, 2005 — )
Human Genomics (Editorial Board, 2003 — )

Annals of Human Genetics (Associate Editor, 2003 — )

Journal of Computational Biology (Associate Editor, 1997 —)

Annals of Applied Statistics (Associate Editor, 2007 — 2011)

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
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)
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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) [llumina, 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
Genémica (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

[. 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)
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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.

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.
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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.

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.

29



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

A. Sottoriva (PhD submitted 2012)Spatial cell ancestry inference: determining in vivo
cancer dynamics from patient molecular data. Postdoc, Curtis Lab, USC Keck School
of Medicine.

Current Research Students

M. L. Smith (PhD 2009-2012)

J. Cairns (PhD 2009-2013)

T. Nellimoottil (PhD 2008—present) [Joint with O. Aparicio]
R. Ardekani (PhD 2008-present)

D. Andrews (PhD 2010-2014)

A. Tunnicliffe (PhD 2011-2014)

M. Josephidou (PhD 2012-2015)

Supervised 26 MS thesis students (1985 — 1998)

Conference Organization (since 2007)

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

Invited Lecture Series (since 2007; 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.
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Invited Conference Lectures (since 2007; from 114 since 1990)

2nd Annual Center for Cancer Systems Biology (CCSB) Symposium, Memorial Sloan-
Kettering Cancer Center, NY. 10/18-19/12.

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

Invited session on Statistical Genomics, RSS Annual Conference. Telford, UK. 9/3-
6/12.

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.

Evolutionary approaches to cancer. Science Faculty Colloquium, University of Bristol.
5/9/12.

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

Approzimate 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.

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 gemeration 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.
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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.

Approximate 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.

Approximate 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.

Approximate 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.

FEvolutionary 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.

Evolutionary approaches to cancer. 26th Genes and Cancer Symposium, University of
Warwick. 12/14-16/09.

FEvolutionary 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. 9/18/009.

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.
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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. 8/1-6/009.

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.

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.

Contributed Conference Lectures or Departmental Seminars

30 (since 2007; from 170 since 1990) in Australia, Canada, Denmark, France, Germany,
Ireland, Sweden, Switzerland, UK, USA.

33



34

May 7, 2012



