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Research Positions

Gladstone Institutes. Director, Institute of Data Science & Biotechnology, 2016—present.
Senior Investigator, 2014—present. Associate Investigator, 2008—2014.

UC San Francisco. Professor, 2014—present. Division of Bioinformatics Chief, 2020—present.
Associate Professor, 2008—-2014. Director, Bioinformatics Graduate Program, 2019-2020.
Chan Zuckerberg Biohub. Investigator, 2018—present.

Simons Institute for the Theory of Computing. Visiting Professor. 2016.

UC Davis. Assistant Professor. 2005—-2008.

UC Santa Cruz. Postdoctoral Fellow. 2003—-2005. Mentors: David Haussler & Todd Lowe.
UC Berkeley. Graduate Student. 1998—-2003. Mentors: Mark van der Laan & Sandrine Dudoit.
Chiron Corporation. Intern. 1999-2003.

U of Bristol and United Medical & Dental Schools, UK. Research Assistant. 1996-1998.

Education

UC Berkeley, MA and PhD in Biostatistics. 1998—2003.

Pomona College, BA Summa Cum Laude in Anthropology and Mathematics. 1991-1995.
Johns Hopkins School of Public Health, Summer Graduate Program in Epidemiology. 1995.
Mills College, Summer Math Institute. 1994.

Honors & Awards

Fellow, American Institute for Medical and Biological Engineering. 2021.

Fellow, International Society for Computational Biology. 2020.

UC Davis Storer Distinguished Lecture. 2020.

Gladstone Mentoring Award. 2019.

Chan Zuckerberg Biohub Investigator. 2017—present.

Fellow, California Academy of Sciences. 2013—present.

Women Who Lead in the Life Sciences. SF Business Times. 2018.

75 Most Influential Alumni, UC Berkeley School of Public Health. 2018.

Best Scientific Visualizations of the Year, Wired Magazine. 2013.

Alumna of the Year, UC Berkeley School of Public Health. 2013.

Life Sciences Distinguished Lecturer, Brandeis University, 2013.

Edward H. Birkenmeier Distinguished Lecturer, Jackson Laboratory, 2013.
Breakthrough Biomedical Research Award, UCSF. 2009-2010.

Sloan Research Fellowship, Alfred P. Sloan Foundation. 2008—-2010.

Faculty Development Award, UC Davis. 2007.

NIH Postdoctoral Fellowship, NIGMS/NIH NRSA. 2003-2005.

Evelyn Fix Prize, Chin Long Chiang Biostatistics Student of the Year, UC Berkeley. 2003.
Berkeley Fellowship, UC Berkeley. 1998-2000.

Thomas J. Watson Fellowship, New Zealand, Indonesia, and Australia. 1995-1996.
Valedictorian, High Scholarship Prize, Math Prize, Anthropology Prize, Phi Beta Kappa
Award, Pomona College. 1995.

Sophomore Math Prize, Pomona College. 1993.
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Teaching

UC San Francisco. Statistical Methods for Bioinformatics, Computational Genomics,
Computational Immunology, Microbiome Precision Medicine. 2008—present.

UC Davis. Categorical Data, Bioinformatics, Intro Statistics, Biostatistics Seminar. 2005—-2008.
Instructor. Coursera and Henry Stewart Talks online courses. Recorded 2013-2014.
Workshop Instructor. R/Bioconductor statistical programming. 2003—2007.

Professional Memberships

American Statistical Association. 2002—present.

International Society for Computational Biology. 2005—present.
American Society of Human Genetics. 2012—present.

American Association for the Advancement of Science. 2019—present.
American Institute for Medical and Biological Engineering. 2020—present.

Advisory Service

Laboratory for Genomics Research (LGR). 2022—present.
Helmsley Trust. 2022—present.

Tabula Madagascar. 2021—present.

SFARI Microbiome Initiative. 2020—present.

Science Board of Reviewing Editors. 2019—present.
Chan Zuckerberg Initiative. 2017—present.

ENCODE Project. 2017—present.

EBI Metagenomics. 2016—present.

Phylagen Biosciences. 2016—present.

Tenaya Therapeutics. 2016—present.

NCBI. 2018-2021.

NHGRI. 2018-2020.

Bigalow Single Cell Genomics Center. 2017-2020.
Third Rock Ventures. 2018-2019.

uBiome. 2018-2019.

UC San Diego Center for Systems Biology. 2015-2016.
California Academy of Sciences. 2009-2018.

Publications

Pre-prints

1. M. Pittman, K. Lee, D. Srivastava, K.S. Pollard (2022). An oligogenic inheritance test detects risk
genes and their interactions in congenital heart defects and developmental comorbidities,
BioRxiv.

2. E. McArthur, D.C. Rinker, E.N. Gilbertson, G. Fudenberg, M. Pittman, K. Keough, K.S. Pollard,
J.A. Capra (2022). Reconstructing the 3D genome organization of Neanderthals reveals that
chromatin folding shaped phenotypic and sequence divergence, BioRxiv.

3. B.J. Smith, X. Li, A. Abate, Z.J. Shi, K.S. Pollard (2022). Scalable microbial strain inference in
metagenomic data using StrainFacts, BioRXiv.

4. M. Yu, A.R. Harper, M. Aguirre, M. Pittman, C. Tcheandjieu, D. Amgalan, C. Grace, A. Goel, M.

Farrall, K. Xiao, J. Engreitz, K.S. Pollard, H. Watkins, J.R. Priest (2021). Genetic determinants of
interventricular septal anatomy and the risk of ventricular septal defects and hypertrophic
cardiomyopathy, MedRxiv.



10.

A.P. Blair, R.K. Hu, E.N. Farah, N.C. Chi, K.S. Pollard, P.F. Przytycki, |.S. Kathiriya, B.G.
Bruneau (2021). Cell Layers: Uncovering clustering structure and knowledge in unsupervised
single-cell transcriptomic analysis, BioRxiv.

A.R. Norman, A.H. Ryu, K. Jamieson, S. Thomas, Y. Shen, N. Ahituv, K.S. Pollard, J.F. Reiter
(2021). A Human Accelerated Region is a Leydig cell GLI2 enhancer that affects male-typical
behavior, BioRxiv.

K.C. Keough, P.P. Shah, N.M. Wickramasinghe, C.E. Dundes, A. Chen, R.E.A. Salomon, S.
Whalen, K.M. Loh, N. Dubois, K.S. Pollard, R. Jain (2020). An atlas of lamina-associated
chromatin across thirteen human cell types reveals cell-type-specific and multiple subtypes of
peripheral heterochromatin, BioRxiv.

P. Spanogiannopoulos, P.H. Bradley, J. Melamed, Y.N.A. Malig, K.N. Lam, R.R. Gerona, K.S.
Pollard, P.J. Turnbaugh (2019). Drug resistant gut bacteria mimic a host mechanism for
anticancer drug clearance, BioRxiv.

H. Ryu, F. Inoue, S. Whalen, A. Williams, M. Kircher, B. Martin, B. Alvarado, M.A.H. Samee, K.
Keough, S. Thomas, A. Kriegstein, J. Shendure, A. Pollen, N. Ahituv, K.S. Pollard

(2018). Massively parallel dissection of human accelerated regions in human and chimpanzee
neural progenitors, BioRxiv.

K.S. Smith, D. Ghosh, K.S. Pollard, S. De (2017). A computational framework for detecting
signatures of accelerated somatic evolution in cancer genomes, BioRxiv.

Peer-reviewed journals

1.

10.

11.

M. Wagle, M. Zarei, M. Lovett-Barron, K.T. Poston, J. Xu, V. Ramey, K.S. Pollard, D.A. Prober, J.
Schulkin, K. Deisseroth, S. Guo (2022). Brain-wide perception of the emotional valence of light is
regulated by distinct hypothalamic neurons, Molecular Psychiatry.

S. Lyalina, R. Stepanauskas, F. Wu, S. Sanjabi, K.S. Pollard (2022). Single cell genome
sequencing of laboratory mouse microbiota improves taxonomic and functional resolution of this
model microbial community, PLoS ONE, 17(4): e0261795.

B.J. Smith, Y. Piceno, M. Zydek, B. Zhang, L.A. Syriani, J.P. Terdiman, Z. Kassam, A. Ma, S.V.
Lynch, K.S. Pollard, N. ElI-Nachef (2022). Clinical efficacy and increased donor strain engraftment
after antibiotic pretreatment in a randomized trial of ulcerative colitis patients receiving fecal
microbiota transplant, Scientific Reports, 12: 5517.

P.F. Przytycki, K.S. Pollard (2022). CellWalkR: An R Package for integrating single-cell and bulk
data to resolve regulatory elements, Bioinformatics, 38(9): 2621-2623.

B. Gonzalez-Teran, M. Pittman, F. Felix, D. Richmond-Buccola, R. Thomas, K. Choudhary, E.
Moroni, G. Colombo, M. Alexanian, B. Cole, K. Samse-Knapp, M. McGregor, C.A. Gifford, R.
Huttenhain, B.D. Gelb, B. Conklin, B.L. Black, B.G. Bruneau, N.J. Krogan, K.S. Pollard, D.
Srivastava (2022). Integration of protein interactome networks with congenital heart disease
variants reveals candidate disease genes, Cell, 185: 1-21.

S. Whalen, J. Schreiber, W.S. Noble, K.S. Pollard (2022). Navigating the pitfalls of applying
machine learning in genomics, Nature Reviews Genetics, 23: 169-181.

M. Alexander, Q.Y. Ang, R.R. Nayak, A.E. Bustion, V. Upadhyay, K.S. Pollard, P.J. Turnbaugh
(2022). A diet-dependent enzyme from the human gut microbiome promotes Th17 cell
accumulation and colitis, Cell Host & Microbe, 30(1): 17-30.€9.

E. Markenscoff-Papadimitriou, F. Binyameen, S. Whalen, J. Price, K. Lim, R. Catta-Preta, E.L.
Pai, X. Mu, D. Xu, K.S. Pollard, A. Nord, M.W. State, J.L. Rubenstein (2021). Autism risk gene
POGZ promotes chromatin accessibility and expression of clustered synaptic genes, Cell
Reports, 37(10): 110089.

Z.J. Shi, B. Dimitrov, C. Zhao, S. Nayfach, K.S. Pollard (2021). Ultra-rapid metagenotyping of the
human gut microbiome, Nature Biotechnology, 40: 507-516.

R.S. Ziffra, C.N. Kim, A. Wilfert, T.N. Turner, M. Haeussler, A.M. Casella, P.F. Przytycki, A.
Kreimer, K.S. Pollard, S.A. Ament, E.E. Eichler, N. Ahituv, T.J. Nowakowski (2020). Single cell
epigenomic atlas of the developing human brain and organoids, Nature, 598: 205-213.

L. Chumpitaz-Diaz, Md.A.H. Samee, K.S. Pollard (2021). Systematic identification of non-
canonical transcription factor motifs, BMC Molecular and Cell Biology, 22: 44.
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T.Y. Liu, G.J. Knott, D.C.J. Smock, J.J. Desmarais, S. Son, A. Bhuiya, S. Jakhanwal, N. Prywes,
S. Agrawal, M. Diaz de Leén Derby, N.A. Switz, M. Armstrong, A.R. Harris, E.J. Charles, B.W.
Thornton, P. Fozouni, J. Shu, S.I. Stephens, G.R. Kumar, C. Zhao, A. Mok, A.T. lavarone, A.M.
Escajeda, R. McIntosh, S.E. Kim, E.J. Dugan, IGI Testing Consortium, K.S. Pollard, M.X. Tan, M.
Ott, D.A. Fletcher, L.F. Lareau, P.D. Hsu, D.F. Savage, J.A. Doudna (2021). Accelerated RNA
detection using tandem CRISPR nucleases, Nature Chemical Biology, 17: 982—-988.

X. Jin, G. Fudenberg, K.S. Pollard (2021). Genome-wide variability in recombination activity is
associated with meiotic chromatin organization, Genome Research, 31: 1561-1572.

M. Roodgar, B.H. Good, N.R. Garud, S. Martis, M. Avula, W. Zhou, S. Lancaster, H. Lee, A.
Babveyh, S. Nesamoney, K.S. Pollard, M.P. Snyder (2021). Longitudinal linked read sequencing
reveals ecological and evolutionary responses of a human gut microbiome during antibiotic
treatment, Genome Research, 31: 1433-1446.

R.J. von Schwartzenberg, J.E. Bisanz, S. Lyalina, P. Spanogiannopoulos, Q.Y. Ang, J. Cai, S.
Dickmann, M. Friedrich, S.-Y. Liu, S.L. Collins, D. Ingebrigtsen, S. Miller, J.A. Turnbaugh, A.D.
Patterson, K.S. Pollard, K. Mai, J. Spranger, P.J. Turnbaugh (2021). Caloric restriction disrupts
the microbiota and colonization resistance, Nature, 595: 272-277.

M. Alexanian, P.F. Przytycki, R. Micheletti, A. Padmanabhan, L. Ye, J.G. Travers, B.G. Teran, Q.
Duan, S.S. Ranade, F. Felix, R. Linares-Saldana, Y. Huang, G. Andreoletti, J. Yang, K.N. Ivey, R.
Jain, T.A. McKinsey, M.G. Rosenfeld, C. Gifford, K.S. Pollard, S.M. Haldar, D. Srivastava
(2021). A transcriptional switch governing fibroblast plasticity underlies reversibility of chronic
heart disease, Nature, 595: 438-443.

P.B. Cooch, A. Watson, A. Olarte, E.D. Crawford, J.L. DeRisi, B. Greenhouse, J. Hakim, K.
Turcios, K.S. Pollard, L.R. Atkinson-McEvoy, R. Hirsch, R.L. Keller, T.D. Ruel, A. Cohen-Ross, A.
Leon, N.S. Bardach (2021). Supervised self-collected SARS-Cov-2 testing in classroom-based
summer camps to inform safe in-person learning, Journal of Pediatrics, Perinatology & Child
Health, 5: 75-93.

M. Pittman, K.S. Pollard (2021). Ultraconservation of enhancers is not ultranecessary, Nature
Genetics, 53: 29-430.

A.L. Lind, K.S. Pollard (2021). The gut microbiomes of 180 species, Science, 372: 238-239.
A.L. Lind, K.S. Pollard (2021). Accurate and sensitive detection of microbial eukaryotes from
metagenomic shotgun sequencing data, Microbiome, 9: 58.

P.F. Przytycki, K.S. Pollard (2021). CellWalker integrates single-cell and bulk data to resolve
regulatory elements across cell types in complex tissues, Genome Biology, 22: 61.

P. Fozouni, S. Son, M.D.L. Derby, G.J. Knott, C.N. Gray, M.V. D’Ambrosio, C. Zhao, N.A. Switz,
G.R. Kumar, S.I. Stephens, D. Boehm, C.-L. Tsou, J. Shu, A. Bhuiya, M. Armstrong, A.R. Harris,
P.-Y. Chen, J.M. Osterloh, A. Meyer-Franke, B. Joehnk, K. Walcott, A. Sil, C. Langelier, K.S.
Pollard, E.D. Crawford, A.S. Puschnik, M. Phelps, A. Kistler, J.L. DeRisi, J.A. Doudna, D.A.
Fletcher, M. Ott (2020). Amplification-free detection of SARS-CoV-2 with CRISPR-Cas13a and
mobile phone microscopy, Cell, 184: 1-11.

P.H. Bradley, K.S. Pollard (2020). Building a chemical blueprint for human blood, Nature,
588(7836): 36-37.

Zoonomia Consortium (2020). A comparative genomics multitool for scientific discovery and
conservation, Nature, 587: 240-245.

E.P. Nora, L. Caccianini, G. Fudenberg, V. Kameswaran, A. Nagle, A. Uebersohn, K. So, B. Hajj,
A.L. Saux, A. Coulon, L.A. Mirny, K.S. Pollard, M. Dahan, B.G. Bruneau (2020). Molecular basis
of CTCF binding polarity in genome folding, Nature Communications, 11: 5612.

D.E. Gordon, J. Hiatt, ..., K.C. Keough, A.L. Lind, ... K.S. Pollard, ... N. Krogan

(2020). Comparative host-coronavirus protein interaction networks reveal pan-viral disease
mechanisms, Science: eabe9403.

G. Fudenberg, D.R. Kelley, K.S. Pollard (2020). Predicting 3D genome folding from DNA
sequence, Nature Methods, 17: 1111-1117.

J. Damas, G.M. Hughes, K.C. Keough, C.A. Painter, N.S. Persky, M. Corbo, M. Hiller, K.-P.
Koepfli, A.R. Pfenning, H. Zhao, D.P. Genereux, R. Swofford, K.S. Pollard, O.A. Ryder, M.T.
Nweeia, K. Lindblad-Toh, E.C. Teeling, E.K. Karlsson, H.A. Lewin (2020). Broad host range of
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SARS-CoV-2 predicted by comparative and structural analysis of ACE2 in vertebrates,
Proceedings of the National Academy of Sciences, 117(36): 22311-22322.

M.G. Gordon, F. Inoue, B. Martin, M. Schubach, V. Agarwal, S. Whalen, S. Feng, J. Zhao, T.
Ashuach, R. Ziffra, A. Kreimer, |. Georgakopoulous-Soares, N. Yosef, C.J. Ye, K.S. Pollard, J.
Shendure, M. Kircher, N. Ahituv (2020). lentiMPRA and MPRAflow for high-throughput functional
characterization of gene regulatory elements, Nature Protocols, 15: 2387-2412.

E. Markenscoff-Papadimitriou, S. Whalen, P. Przytycki, R. Thomas, F. Binyameen, T.J.
Nowakowski, S.J. Sanders, M.W. State, K.S. Pollard, J.L. Rubenstein (2020). A chromatin
accessibility atlas of the developing human telencephalon, Cell, 182(3): 754-769.

A. Almeida, S. Nayfach, M. Boland, F. Strozzi, M. Beracochea, Z.J. Shi, K.S. Pollard, D.H. Parks,
P. Hugenholtz, N. Segata, N.C. Kyrpides, R.D. Finn (2020). A unified sequence catalogue of over
280,000 genomes obtained from the human gut microbiome, Nature Biotechnology, 39: 105-
114.

P.H. Bradley, K.S. Pollard (2020). phylogenize: a web tool to identify microbial genes underlying
environment associations, Bioinformatics, 36(4): 1289-1290.

I. Kosti, S. Lyalina, K.S. Pollard, A.J. Butte, M. Sirota (2020). Meta-Analysis of vaginal
microbiome data provides new insights into preterm birth, Frontiers in Microbiology, 11:476.
N.G. Garud, K.S. Pollard (2019). Population Genetics in the Human Microbiome, Trends in
Genetics, 36: 53-67.

S.A. Schalbetter, G. Fudenberg, J. Baxter, K.S. Pollard, M.J. Neale (2019). Principles of meiotic
chromosome assembly, Nature Communications, 10: article 4795.

A. Hoarfrost, S. Nayfach, J. Ladau, S. Yooseph, C. Arnosti, C.L. Dupont, K.S. Pollard

(2019). Global ecotypes in the ubiguitous marine clade SAR86, ISME Journal, 14: 178-188.
R.N. Carmody, J.E. Bisanz, B.P. Bowen, C.F. Maurice, S. Lyalina, K.B. Louie, D. Treen, K.S.
Chadaideh, V.M. Rekdal, E.N. Bess, P. Spanogiannopoulos, Q.Y. Ang, K.C. Bauer, T.W. Balon,
K.S. Pollard, T.R. Northen, P.J. Turnbaugh (2019). Cooking shapes the structure and function of
the gut microbiome, Nature Microbiology, 4: 2052—2063.

K.C. Keough, S. Lyalina, M.P. Olvera, S. Whalen, B.R. Conklin, K.S. Pollard (2019). Leveraging
genetic variants for personalized and allele-specific SgRNA design, Genome Biology, 20: article
167.

S. Whalen, K.S. Pollard (2019). Reply to ‘Inflated performance measures in enhancer—promoter
interaction-prediction methods’, Nature Genetics, 51: 1198-1200.

A. Lind, Y.Y.Y. Lai, Y. Mostovoy, A.K. Holloway, A. lannucci, A.C.Y. Mak, M. Fondi, V. Orlandini,
W.L. Eckalbar, M. Milan, M. Rovatsos, |.G. Kichigin, A.l. Makunin, V. Trifonov, E. Schijlen, L.
Kratochvil, R. Fani, T.S. Jessop, T. Patarnello, J.W. Hicks, O.A. Ryder, J.R. Mendelson IlI, C.
Ciofi, P.-Y.A. Kwok, K. S. Pollard, B. Bruneau (2019). A high-resolution, chromosome-assigned
Komodo dragon genome reveals adaptations in the cardiovascular, muscular, and chemosensory
systems of monitor lizards, Nature Evolution & Ecology, 3: 1241-1252.

N.R. Stone, C.A. Gifford, R. Thomas, K.J.B. Pratt, K. Samse-Knapp, T.M.A. Mohamed, E.M.
Radzinsky, A. Schricker, P. Yu, K.N. lvey, K.S. Pollard, D. Srivastava (2019). Unique transcription
factor functions regulate epigenetic and transcriptional dynamics during cardiac reprogramming,
Cell Stem Cell, 25(1): 87-102.

D.A. Pollard, T.D. Pollard, K.S. Pollard (2019). Empowering statistical methods for cellular and
molecular biologists, Molecular Biology of the Cell, 30(12).

D.D. Engle, H. Tiriac, K.D. Rivera, A. Pommier, S. Whalen, T.E. Oni, B. Alagesan, E.J. Lee, M.A.
Yao, M.S. Lucito, B. Spielman, B. Da Silva, C. Schoepfer, K. Wright, B. Creighton, L. Afinowicz,
K.H. Yu, R. Gritzmann, D. Aust, P.A. Gimotty, K.S. Pollard, R.H. Hruban, M.G. Goggins, C.
Pilarsky, Y. Park, D.J. Pappin, M.A. Hollingsworth, D.A. Tuveson (2019). The glycan CA19-9
promotes pancreatitis and pancreatic cancer in mice, Science, 364(6446): 1156-1162.

C.R. Armour, S. Nayfach, K.S. Pollard, T.J. Sharpton (2019). A metagenomic meta-analysis
reveals functional signatures of health and disease in the human gut microbiome, mSystems, 4:
€00332-18.

O.M. Ahmed, A. Avila-Herrera, K.M. Tun, G.W. Davis, K.S. Pollard, N.M. Shah (2019). Evolution
of mechanisms that control mating in Drosophila males, Cell Reports, 27(9): P2527-2536.E4.
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51.
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54.
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60.

I.M. Cristea, P.C. Dorrestein, J.A. Eisen, J.A. Gilbert, J.A. Huber, J.K. Jansson, R. Knight, K.S.
Pollard, J. Raes, P.A. Silver, N.S. Webster, J. Xu (2019). Early-career scientists shaping the
world, mSystems, 4: e00196-19.

The 2017 NIH-wide microbiome workshop writing team (2019). The Human Microbiome:
Emerging Themes at the Horizon of the 21st Century, Microbiome, 7:32.

S. Nayfach, Z.J. Shi, R. Seshadri, K.S. Pollard, N. Kyrpides (2019). Novel insights from
uncultivated genomes of the global human gut microbiome, Nature, 568: 505-510.

Md. A.H. Samee, B.G. Bruneau, K.S. Pollard (2019). A De Novo Shape Motif Discovery Algorithm
Reveals Preferences of Transcription Factors for DNA Shape Beyond Sequence Motifs, Cell
Systems, 8(1): 27-42.€6.

S. Whalen, K.S. Pollard (2019). Most regulatory interactions are not in linkage disequilibrium,
Genome Research, 29: 334-343.

R.l. Amann, S. Baichoo, B.J. Blencowe, P. Bork, M. Borodovsky, C. Brooksbank, P.S.G. Chain,
R.R. Colwell, D.G. Daffonchio, A. Danchin, V. de Lorenzo, P.C. Dorrestein, R.D. Finn, C.M.
Fraser, J.A. Gilbert, S.J. Hallam, P. Hugenholtz, J.P.A. loannidis, J.K. Jansson, J.F. Kim, H.-P.
Klenk, M.G. Klotz, R. Knight, K.T. Konstantinidis, N.C. Kyrpides, C.E. Mason, A.C. McHardy, F.
Meyer, C.A. Ouzounis, A.A.N. Patrinos, M. Podar, K.S. Pollard, J. Ravel, A. Reyes Mufioz, R.J.
Roberts, R. Rossell6-Mdra, S.-A. Sansone, P.D. Schloss, L.M. Schriml, J.C. Setubal, R. Sorek,
R.L. Stevens, J.M. Tiedje, A. Turjanski, G.W. Tyson, D.W. Ussery, G.M. Weinstock, O. White,
W.B. Whitman, |. Xenarios (2019). Toward unrestricted use of public data, Science, 363(6425):
350-352.

G. Fudenberg, K.S. Pollard (2019). Chromatin features constrain structural variation across
evolutionary timescales, Proceedings of the National Academy of Sciences, 116(6): 2175-
218.

N.R. Garud, B.H. Good, O. Hallatschek, K.S. Pollard (2019). Evolutionary dynamics of bacteria in
the gut microbiome within and across hosts, PLoS Biology, 17(1): €3000102.

C. Langelier, K.L. Kalantar, F. Moazed, M.R. Wilson, E.D. Crawford, T. Deiss, A. Belzer, S.
Bolourchi, S. Caldera, M. Fung, A. Jauregui, K. Malcolm, A. Lyden, L. Khan, K. Vessel, J. Quan,
M. Zinter, C.Y. Chiu, E.D. Chow, J. Wilson, S. Miller, M.A. Matthay, K.S. Pollard, S. Christenson,
C.S. Calfee, J.L. DeRisi (2018). Integrating host response and unbiased microbe detection for
lower respiratory tract infection diagnosis in critically ill adults, Proceedings of the National
Academy of Sciences, 115(52): E12353-E12362.

P.S. Shah, N. Link, G.M. Jang, P.P. Sharp, T. Zhu, D.L. Swaney, J.R. Johnson, J. Von Dollen,
H.R. Ramage, L. Satkamp, B. Newton, R. Huttenhain, M.J. Petit, T. Baum, A. Everitt, O.
Laufman, M. Tassetto, M. Shales, E. Stevenson, G.N. Iglesias, L. Shokat, S. Tripathi, V.
Balasubramaniam, L.G. Webb, S. Aguirre, A.J. Willsey, A. Garcia-Sastre, K.S. Pollard, S. Cherry,
A.V. Gamarnik, |. Marazzi, J. Taunton, A. Fernandez-Sesma, H.J. Bellen, R. Andino, N.J. Krogan
(2018). Comparative flavivirus-host protein interaction mapping reveals mechanisms of dengue
and zika virus pathogenesis, Cell, 175(7): 1931-1945.e18.

J. Ladau, Y. Shi, X. Jing, J.-S. He, L. Chen, X. Lin, N. Fierer, J.A. Gilbert, K.S. Pollard, H. Chu
(2018). Climate change will lead to pronounced shifts in the diversity of soil microbial
communities, mSystems, 3(5): e00167-18.

S.K. Wyman, A. Avila-Herrera, S. Nayfach, K.S. Pollard (2018). A most wanted list of conserved
protein families with no known domains, PLoS ONE, 13(10): e0205749.

P.H. Bradley, S. Nayfach, K.S. Pollard (2018). Phylogeny-corrected identification of microbial
gene families relevant to human gut colonization, PLoS Computational Biology, 14(8):
€1006242.

D. Kostka, A.K. Holloway, K.S. Pollard (2018). Developmental loci harbor clusters of accelerated
regions that evolved independently in ape lineages, Molecular Biology and Evolution, 35(8):
2034-2045.

D. McDonald ... (58 others listed alphabetically, including K.S. Pollard) ... R. Knight

(2018). American Gut: an open platform for citizen-science microbiome research, mSystems, 3:
e00031-18.



61.

62.

63.

64.

65.

66.

67.

68.

69.

70.

71.

72.

73.

74.

75.

76.

7.
78.

79.

S.A. Moquin, S. Thomas, S. Whalen, A. Warburton, S.G. Fernanadez, A.A. McBride, K.S. Pollard,
J.L. Miranda (2018). The Epstein-Barr virus episome maneuvers between nuclear chromatin
compartments during reactivation, Journal of Virology, 92(3): e01413-17.

P. Milgrom, J.A. Horst, S. Ludwig, M. Rothen, B.W. Chaffee, S. Lyalina, K.S. Pollard, J.L. DeRisi,
L. Mancl (2018). Topical silver diamine fluoride for dental caries arrest in preschool children: a
randomized controlled trial and microbiological analysis of caries associated microbes and
resistance gene expression, Journal of Dentistry, 68: 72-78.

The Earth Microbiome Project Consortium (2017). A communal catalogue reveals Earth’s
multiscale microbial diversity, Nature, 551(7681): 457-463.

P.H. Bradley, K.S. Pollard (2017). Proteobacteria drive significant functional variability in the
human gut microbiome, Microbiome, 5: 36.

L.F. Franchini, K.S. Pollard (2017). Human evolution: the non-coding revolution, BMC Biology,
15: 89.

T.J. Sharpton, S. Lyalina, J. Loung, J. Pham, E.M. Deal, C. Armour, C. Gaulke, S. Sanjabi, K.S.
Pollard (2017). Development of inflammatory bowel disease is linked to a longitudinal
restructuring of the gut metagenome in mice, mSystems, 2(5): e00036-17.

F.R. Day, D.J. Thompson, H. Helgason, D.l. Chasman, H. Finucane, P. Sulem, K.S. Ruth, S.
Whalen, ...(114 others), K.S. Pollard, D.F. Easton, J.Y. Tung, J. Chang-Claude, D. Hinds, A.
Murray, J.M. Murabito, K. Stefansson, K.K. Ong, J.R.B. Perry (2017). Genomic analyses identify
hundreds of variants associated with age at menarche and support a role for puberty timing in
cancer risk, Nature Genetics, 49: 834-841.

C.M. Anderson, J. Hu, R. Thomas, T.B. Gainous, B. Celona, T. Sinha, D.E. Dickel, A.B. Heidt,
S.M. Xu, B.G. Bruneau, K.S. Pollard, L.A. Pennacchio, B.L. Black (2017). Cooperative activation
of cardiac transcription through myocardin bridging of paired MEF2 sites, Development, 144(7):
1235-1241.

S. Engle, S. Whalen, A. Joshi, K.S. Pollard (2017). Unboxing Cluster Heatmaps, Proceedings of
the 6th Symposium on Biological Data Visualization (BioVis), BMC Bioinformatics, 18: 63.

C.J. Guo, F.Y. Chang, T.P. Wyche, K.M. Backus, T.M. Acker, M. Funabashi, M. Taketani, M.S.
Donia, S. Nayfach, K.S. Pollard, C.S. Craik, B.F. Cravatt, J. Clardy, C.A. Voigt, M.A. Fischbach
(2017). Discovery of reactive microbiota-derived metabolites that inhibit host proteases, Cell,
168(3): 517-526.

R. Thomas, S. Thomas, A.K. Holloway, K.S. Pollard (2017). Features that define the best ChIP-
seq peak calling algorithms, Briefings in Bioinformatics, 18(3): 441-450.

A.S. Devlin, A. Marcobal, D. Dodd, S. Nayfach, N. Plummer, T. Meyer, K.S. Pollard, J.L.
Sonnenburg, M.A. Fischbach (2016). Rational genetic manipulation of a circulating uremic solute
that derives exclusively from the gut microbiota, Cell Host and Microbe, 20(6): 709-715.

S. Nayfach, B. Rodriguez-Mueller, N. Garud, K.S. Pollard (2016). An integrated metagenomics
pipeline for strain profiling reveals novel patterns of transmission and global biogeography of
bacteria, Genome Research, 26: 1612-1625.

S. Nayfach, K.S. Pollard (2016). Towards accurate and quantitative comparative metagenomics,
Cell, 166(5): 1103-1116.

S. Whalen, R.M. Truty, K.S. Pollard (2016). Enhancer—promoter interactions are encoded by
complex genomic signatures on looping chromatin, Nature Genetics, 48: 488-496.

M.J. Blaser, Z.G. Cardon, M.K. Cho, J.L. Dangl, T.J. Donohue, J.L. Green, R. Knight, M.E.
Maxon, T.R. Northen, K.S. Pollard, E.L. Brodie (2016). Toward a predictive understanding of
Earth’s microbiomes to address 21st century challenges, mBio 7(3): e00714-16.

K.S. Pollard (2016). Decoding Human Accelerated Regions, The Scientist: August issue.

G. Mhuireach, B.R. Johnson, A.E. Altrichter, J. Ladau, J.F. Meadow, K.S. Pollard, J.L. Green
(2016). Urban greenness influences airborne bacterial community composition, Science of the
Total Environment, 571: 680-687.

B. Booker, T. Friedrich, M.K. Mason, J.E. VanderMeer, J. Zhao, W.L. Eckalbar, M. Logan, N.
llling, K.S. Pollard, N. Ahituv (2016). Bat accelerated regions identify a bat forelimb specific
enhancer in the HoxD locus, PL0S Genetics, 12(1): e1005738.



80.

81.

82.

83.

84.

85.

86.

87.

88.

89.

90.

91.

92.

93.

94.

95.

W.L. Eckalbar, S.A. Schlebusch, M.K. Mason, Z. Gill, A.V. Parker, B.M. Booker, S. Nishizaki, C.
Muswamba-Nday, E. Terhune, K.A. Nevonen, N. Makki, T. Friedrich, J.E. VanderMeer, K.S.
Pollard, L. Carbone, J.D. Wall, N. llling, N. Ahituv (2016). Transcriptomic and epigenomic
characterization of the developing bat wing, Nature Genetics, 48: 528-536.

S.A. Myers, S. Peddada, N. Chatterjee, T. Freidrich, K. Tomodo, G. Krings, S. Thomas, M.
Broeker, J. Maynard, M. Thomson, K.S. Pollard, S. Yamanaka, A.L. Burlingame, B. Panning
(2016). SOX2 O-GIcNAcylation alters its protein-protein interactions and genomic occupancy to
modulate gene expression in pluripotent cells, eLife: 10647.

L. Luna-Zurita, C.U. Stirnimann, S. Glatt, B.L. Kaynak, S. Thomas, F. Baudin, M.A.H. Samee, D.
He, E.M. Small, M. Mileikovsky, A. Nagy, A.K. Holloway, K.S. Pollard, C.W. Muller, B.G. Bruneau
(2016). Complex interdependence regulates heterotypic transcription factor distribution and
coordinates cardiogenesis, Cell, 164(5): 999-1014.

X. Wang, A.K. Pandey, M.K. Mulligan, E.G. Williams, K. Mozhui, Z. Li, V. Jovaisaite, L.D.
Quarles, Z. Xiao, J. Huang, J.A. Capra, Z. Chen, W.L. Taylor, L. Bastarache, X. Niu, K.S. Pollard,
D.C. Ciobanu, A.O. Reznik, A.V. Tishkov, I.B. Zhulin, J. Peng, S.F. Nelson, J.C. Denny, J.
Auwerx, L. Lu, R.W. Williams (2016). Joint mouse-human phenome-wide association to test gene
function and disease risk, Nature Communications, 7: 10464.

A.K. Holloway, B.G. Bruneau, T. Sukonnik, J.L. Rubenstein, K.S. Pollard (2015). Accelerated
evolution of enhancer hotspots in the mammalian ancestor, Molecular Biology and Evolution,
33(4): 1008-1018.

S. Nayfach, P.H. Bradley, S.K. Wyman, T.J. Laurent, A. Williams, J.A. Eisen, K.S. Pollard, T.J.
Sharpton (2015). Automated and accurate estimation of gene family abundance from shotgun
metagenomes, PLoS Computational Biology, 11(11): e1004573.

D. Kostka, T. Friedrich, A.K. Holloway, K.S. Pollard (2015). motifDiverge: a model for assessing
the statistical significance of gene regulatory motif divergence between two DNA sequences,
Statistics and Its Interface, 8(4): 463-476.

A.P. Alivisatos, M.J. Blaser, E.L. Brodie, M. Chun, J.L. Dangl, T.J. Donohue, P.C. Dorrestein, J.A.
Gilbert, J.L. Green, J.K. Jansson, R. Knight, M.E. Maxon, M.J. McFall-Ngai, J.F. Miller, K.S.
Pollard, E.G. Ruby, S.A. Taha, Unified Microbiome Initiative Consortium (2015). MICROBIOME.
A unified initiative to harness Earth's microbiomes, Science, 350(6260): 507-508.

S. Nayfach, M.A. Fischbach, K.S. Pollard (2015). MetaQuery: a web server for rapid annotation
and quantitative analysis of specific genes in the human gut microbiome, Bioinformatics, 31(20):
3368-3370.

C.F. Maurice, S.C.L. Knowles, J. Ladau, K.S. Pollard, A. Fenton, A.B. Pedersen, P.J. Turnbaugh
(2015). Marked seasonal variation in the wild mouse gut microbiota, ISME Journal, 9: 2423-
2434.

L.F. Franchini, K.S. Pollard (2015). Genomic approaches to studying human-specific
developmental traits, Development, 142: 3100-3112.

G.D.E. Haliburton, G.L. McKinsey, K.S. Pollard (2015). Disruptions in a cluster of computationally
identified enhancers near FOXC1 and GMDS may influence brain development, Neurogenetics,
17(2), 1-9.

L.F. Franchini, K.S. Pollard (2015). Can a few non-coding mutations make a human brain?,
BioEssays, 37: 1054-1061.

K.S. Smith, V.K. Yadav, B.S. Pedersen, R. Shaknovich, M.W. Geraci, K.S. Pollard, S. De (2015).
Signatures of accelerated somatic evolution in gene promoters in multiple cancer types, Nucleic
Acids Research, 43(11): 5307-5317.

Barberan, J. Ladau, JW. Leff, K.S. Pollard, H.L. Menninger, R.R. Dunn, N. Fierer (2015).
Continential-scale distributions of dust-associated bacteria and fungi, Proceedings of the
National Academy of Sciences, 112(18): 5756-5761.

S. Nayfach, K.S. Pollard (2015). Average genome size estimation enables accurate quantification
of gene family abundance and sheds light on the functional ecology of the human microbiome,
Genome Biology, 16: 51.



96. C.V. Theodoris, M. Li, M.P. White, L. Liu, D. He, K.S. Pollard, B.G. Benoit, D. Srivastiva
(2015). Human disease modeling reveals integrated transcriptional and epigenetic mechanisms
of NOTCH1 haploinsufficiency, Cell, 160(6): 1072-1086.

97. C.N. Simonti, K.S. Pollard, S. Schroder, D. He, B.G. Bruneau, M. Ott, J.A. Capra
(2015). Evolution of lysine acetylation in the RNA polymerase Il C-terminal domain, BMC
Evolutionary Biology, 15: 35.

98. K. Xu, E.E. Schadt, K.S. Pollard, P. Roussos, J.T. Dudley (2015). Genomic and network patterns
of schizophrenia genetic variation in human evolutionary accelerated regions, Molecular Biology
and Evolution, 32(5): 1148-1160.

99. Avila-Herrera, K.S. Pollard (2015). Coevolutionary analyses require phylogenetically deep
alignments and better null models to accurately detect inter-protein contacts within and between
species, BMC Bioinformatics, 16: 268.

100.Huttenhower, R. Knight, C.T. Brown, J.G. Caporaso, J.C. Clemente, D. Gevers, E.A. Franzosa,
S.T. Kelley, D. Knights, R.E. Ley, A. Mahurkar, J. Ravel, The Scientists for Advancement of
Microbiome Research, O. White (2014). Advancing the microbiome research community, Cell,
159(2): 227-230.

101.L. Carbone, R.A. Harris, S. Gnerre, K.R. Veeramah, B. Lorente-Galdos, J. Huddleston, et al.
(2014). Gibbon genomes and the fast karyotype evolution of small apes, Nature, 513: 195-201.

102.M.J. Hubisz, K.S. Pollard (2014). Exploring the genesis and functions of Human Accelerated
Regions sheds light on their role in human evolution, Current Opinion in Genetics and
Development, 29: 15-21.

103.N. Oksenberg, G.D.E. Haliburton, W.L. Eckalbar, I. Oren, S. Nishizaki, K. Murphy, K.S. Pollard,
R.Y. Birnbaum, N. Ahituv (2014). Genome-wide distribution of Auts2 binding localizes with actie
neurodevelopmental genes, Translational Psychiatry, 4: e431.

104.P. Skewes-Cox, T.J. Sharpton, K.S. Pollard, J.L. DeRisi (2014). Profile hidden Markov models for
the detection of viruses within metagenomic sequence data, PLoS ONE, 9(8): e105067.

105.G.D. Erwin, R.M. Truty, D. Kostka, K.S. Pollard, J.A. Capra (2014). Integrating diverse datasets
improves developmental enhancer prediction, PLoS Computational Biology, 10(6): e1003677.

106.J. Kidd, T.J. Sharpton, D. Bobo, P. Norman, A. Martin, M. Carpenter, M. Sikora, C. Gignoux, N.
Nemat-Gorgani, A. Adams, M. Guadalupe, X. Guo, Q. Feng, Y. Li, X. Liu, P. Parham, E. Hoal, M.
Feldman, K.S. Pollard, J. Wall, C. Bustamente, B. Henn (2014). Exome capture from saliva
produces high quality genomic and metagenomic data, BMC Genomics, 15:262.

107.N. Roan, H. Liu, S. Usmani, J. Neidleman, J. Muller, A. Avila-Herrera, A. Gawanbacht, O. Zirafi,
S. Chu, M. Dong, S. Kumar, J. Smith, K.S. Pollard, M. Fandrich, F. Kirchhoff, J. Munch, E.
Witkowska, W. Greene (2014). Liquefaction of semen generates and later degrades a conserved
semenogelin peptide that enhances HIV infection, Journal of Virology, 88(13): 7221-7234.

108.M.M. Finucane, T.J. Sharpton, T.J. Laurent, K.S. Pollard (2014). A taxonomic signature of obesity
in the microbiome? Getting to the guts of the matter, PLoS ONE, 9(1): e84689.

109.S. Schroder, E. Herker, F. Itzen, D. He, S. Thomas, D. Gilchrist, K. Kaehlcke, S. Cho, K.S.
Pollard, J.A. Capra, M. Schnolzer, P.A. Cole, M. Geyer, B.G. Bruneau, K. Adelman, M. Ott
(2013). Acetylation of RNA polymerase |l regulates growth-factor-induced gene transcription in
mammalian cells, Molecular Cell, 52(3): 314-324.

110.N. Fierer, J. Ladau, J.C. Clemente, J.W. Leff, S.M. Owens, K.S. Pollard, R. Knight, J.A. Gilbert,
R.L. McCulley (2013). Reconstructing the microbial diversity and function of pre-agricultural
tallgrass prairie soils in the United States, Science, 342: 621-624.

111.J.A. Capra, G.D. Erwin, G. McKinsey, J.L.R. Rubenstein, K.S. Pollard (2013). Many human
accelerated regions are developmental enhancers, Philosophical Transactions of the Royal
Society B, 368: 20130025.

112.J.A. Capra, M. Stolzer, D. Durrand, K.S. Pollard (2013). How old is my gene? Trends in
Genetics, 29(11): 659-668.

113.D.G. Lemay, K.S. Pollard, W.F. Martin, C.F. Zadrowski, J. Hernandez, |. Korf, J.B. German, M.
Rijnkels (2013). From genes to milk: genomic organization and epigenetic regulation of the
mammary transcriptome, PLoS ONE, 8(9): e75030.



114.R.P. Smith, S.J. Riesenfeld, A.K. Holloway, Q. Li, K.K. Murphy, N.M. Feliciano, L. Orecchia, N.
Oksenber, K.S. Pollard, N. Ahituv (2013). A compact, in vivo screen of all 6-mers reveals drivers
of tissue-specific expression and guides synthetic regulatory element design, Genome Biology,
14: R72.

115.S.J. Riesenfeld, K.S. Pollard (2013). Beyond classification: gene-family phylogenies from shotgun
metagenomic reads enable accurate community analysis, BMC Genomics, 14: 419.

116.J.A. Capra, M.J. Hubisz, D. Kostka, K.S. Pollard, A. Siepel (2013). A model-based analysis of
GC-biased gene conversion in the human and chimpanzee genomes, PLoS Genetics, 9(8):
€1003684.

117.J. Ladau, T.J. Sharpton, M.M. Finucane, G. Jospin, S.W. Kembel, J. O'Dwyer, A.F. Koeppel, J.L.
Green, K.S. Pollard (2013). Global marine bacterial diversity peaks at high latitudes in winter,
ISME Journal, 7: 1669-1677.

118.K.S. Pollard (2012). The genetics of humanness, in What makes us human? Answers from
evolutionary anthropology, J.M. Calcagno, A. Fuentes (Editors), Evolutionary Anthropology, 21.:
182-194.

119.7.J. Sharpton, G. Jospin, D. Wu, M.G. Langille, K.S. Pollard, J.A. Eisen (2012). Sifting through
genomes with iterative-sequence clustering produces a large, phylogenetically diverse protein-
family resource, BMC Bioinformatics, 13(1): 264.

120.J.A. Wamstad, J.M. Alexander, R.M. Truty, A. Shrikumar, F. Li, K.E. Eilertson, H. Ding, J.N.
Wylie, A.R. Pico, J.A. Capra, G. Erwin, S.J. Kattman, G.M. Keller, D. Srivastava, S.S. Levine,
K.S. Pollard, A.K. Holloway, L.A. Boyer, B.G. Bruneau (2012). Dynamic and Coordinated
Epigenetic Regulation of Developmental Transitions in the Cardiac Lineage, Cell, 151(1): 206-
220.

121.D.G. Lemay, W.F. Martin, A.S. Hinrichs, M. Rijnkels, J.B. German, |. Korf, K.S. Pollard (2012) G-
NEST: a gene neighborhood scoring tool to identify co-conserved, co-expressed genes, BMC
Bioinformatics, 13:253.

122.J.A. Capra, A.G. Williams, K.S. Pollard (2012). ProteinHistorian: Tools for the comparative
analysis of eukaryote protein origin, PLoS Computational Biology, 8(6): €1002567.

123.K.M. Wylie, R.M. Truty, T.J. Sharpton, K.A. Mihindukulasuriya, Y. Zhou, H. Gao, E. Sodergren,
G.M. Weinstock, K.S. Pollard (2012). Novel bacterial taxa in the human microbiome, PLoS ONE,
7(6) (Human Microbiome Project Companion Paper Collection): e3529.

124.The Human Microbiome Project Consortium (2012). Structure, Function and Diversity of the
Human Microbiome in an Adult Reference Population, Nature, 486: 207-214.

125.The Human Microbiome Project Consortium (2012). A Framework for Human Microbiome
Research, Nature, 486: 215-221.

126.H.A. Burbano, R.E. Green, T. Maricic, C. Lalueza-Fox-C, M. de la Rasilla, A. Rosas, J. Kelso,
K.S. Pollard, M. Lachmann, S. Paabo (2012). Analysis of human accelerated DNA regions using
archaic hominin genomes, PLoS ONE, 7(3): e32877.

127 .K. Linblad-Toh, M. Garber, O. Zuk, B.J. Parker, S. Washieti, P. Kheradpour, J. Ernst, G. Jordan,
E. Maucell, L.D. Ward, C.B. Lowe, A.K. Holloway, ... (46 others), K.S. Pollard, J.S. Pedersen,
E.S. Lander, M. Kellis (2011). A high-resolution map of human evolutionary constraint using 29
mammals, Nature, 478: 476-482.

128.Kostka, M.J. Hubisz, A. Siepel, K.S. Pollard (2011). The role of GC-biased gene conversion in
shaping the fastest evolving regions of the human genome, Molecular Biology and Evolution,
29(3): 1047-1057.

129.S.W. Kembel, J.A. Eisen, K.S. Pollard, J.L. Green (2011). The phylogenetic diversity of
metagenomes, PLoS ONE, 6(8): e23214.

130.J.C. Roach, G. Glusman, R. Hubley, S.Z. Montsaroff, A.K. Holloway, D.E. Mauldin, D. Srivastava,
W. Garg, K.S. Pollard, D.J. Galas, L. Hood, A.F.A. Smit (2011). Chromosomal haplotypes by
genetic phasing of human families, The American Journal of Human Genetics, 89: 1-16.

131.S. Katzman, J.A. Capra, D. Haussler, K.S. Pollard (2011). Ongoing GC-biased evolution is
widespread in the human genome and enriched near recombination hotspots, Genome Biology
and Evolution, 3: 614-626.



132.M.D. Hirschey, T. Shimazu, J.A. Capra, K.S. Pollard, E. Verdin (2011). SIRT1 and SIRT3
deacetylate homologous substrates: AceCS1,2 and HMGCS1,2, Aging, 3(6): 635-642.

133.J.A. Capra, K.S. Pollard (2011). Substitution patterns are GC-biased in divergent sequences
across the metazoans, Genome Biology and Evolution, 3: 516-527.

134.N. Lambert, M. Lambot , A. Bilheu, V. Albert, Y. Englert, F. Libert, J. Noel, C. Sotiriou, A.K.
Holloway, K.S. Pollard, V. Detours, P. Vanderhaeghen (2011). Genes expressed in specific areas
of the human fetal cerebral cortex display distinct patterns of evolution, PLoS ONE, 6(3): e17753.

135.M.J. Hubisz, K.S. Pollard, A. Siepel (2011). PHAST and RPHAST: phylogenetic analysis with
space/time models, Briefings in Bioinformatics, 12(1): 41-51.

136.J.K. Takeuchi, X. Lou, J.M. Alexander, H. Sugizaki, P. Delgado-Olguin, A.K. Holloway, A.D. Mori,
J.N. Wylie, C. Munson, Y. Zhu, Y.Q. Zhou, R.F. Yeh, R.M. Henkelman, R.P. Harvey, D. Metzger,
P. Chambon, D.Y.R. Stainier, K.S. Pollard, I.C. Scott, B.G. Bruneau (2011). Chromatin
remodeling complex dosage modulates transcription factor function in heart development, Nature
Communications, 2: article 187.

137.7.J. Sharpton, S.J. Riesenfeld, S.W. Kembel, J. Ladau, J.P. O'Dwyer, J.L. Green, J.A. Eisen, K.S.
Pollard (2011). PhylOTU: a high-throughput procedure quantifies microbial community diversity
and resolves novel taxa from metagenomic data, PLoS Computational Biology, 7(1):
€1001061.

138.J.A. Capra, K.S. Pollard, M. Singh (2010). Novel genes exhibit distinct patterns of function
acquisition and network integration, Genome Biology, 11: R127.

139.X. Wang, R. Agarwala, J.A. Capra, Z. Chen, D.M. Church, D.C. Ciobanu, Z. Li, L. Lu, K. Mozhui,
M.K. Mulligan, S.F. Nelson, K.S. Pollard, W.L. Taylor, D.B. Thomason, R.W. Williams (2010).
High-throughput sequencing of the DBA/2J mouse genome, BMC Bioinformatics, 11 (Suppl 4):
o7.

140.D.1. Ritter, Q. Li, D. Kostka, K.S. Pollard, S. Guo, J.H. Chuang (2010). The importance of being
cis: Evolution of orthologous fish and mammalian enhancer activity, Molecular Biology and
Evolution, 27(10): 2322-2332.

141.Kostka, M.W. Hahn, K.S. Pollard (2010). Non-coding sequences near duplicated genes evolve
rapidly, Genome Biology and Evolution, 2: 518-533.

142.S. Katzman, A.D. Kern, K.S. Pollard, S.R. Salama, D. Haussler (2010). GC-biased evolution near
human accelerated regions, PLoS Genetics, 6(5): e1000960.

143.S.L. Taylor, K.S. Pollard (2010). Composite interval mapping to identify quantitative trait loci for
point-mass mixture phenotypes, Genetics Research, 92: 39-53.

144 K.S. Pollard, M.J. Hubisz, K.R. Rosenbloom, A. Siepel (2010). Detection of non-neutral
substitution rates on mammalian phylogenies, Genome Research, 20: 110-121.

145.Hsieh, S.-C. Chen, K.S. Pollard (2009). A nearly exhaustive search for CpG islands on whole
chromosomes, The International Journal of Biostatistics, 5(1): article 14.

146.D.G. Lemay, D.J. Lynn, W.F. Martin, M.C. Neville, T.M. Casey, G. Rincon, E.V. Kriventseva, W.C.
Barris, A.S. Hinrichs, A.J. Molenaar, K.S. Pollard, N.J. Magbool, K. Singh, R. Murney, E.M.
Zdobnov, R.L. Tellam, J.F. Medrano, J.B. German, M. Rijnkels (2009). The bovine lactation
genome: insights into the evolution of mammalian milk, Genome Biology, 10:R43.

147.K.S. Pollard (2009). What makes us human? Scientific American, May: 44-49.

148.J. Berglund, K.S. Pollard, M.T. Webster (2009). Hotspots of biased nucleotide substitutions in
human genes, PLoS Biology, 7(1): e1000026.

149.S.L. Taylor, K.S. Pollard (2009). Hypothesis tests for point-mass mixture data with application to
‘omics data with many zero values, Statistical Applications in Genetics and Molecular
Biology, 8(1): article 8.

150.A.E. Cozen, M.T. Weirauch, K.S. Pollard, D.L. Bernick, J.M. Stuart, T.M. Lowe (2009).
Transcriptional map of respiratory versatility in the hyperthermophilic crenarchaeon Pyrobaculum
aerophilum, Journal of Bacteriology, 191(3): 782-794.

151.K.S. Pollard, M.J. van der Laan (2008). Supervised distance matrices, Statistical Applications
in Genetics and Molecular Biology, 7(1): article 33.

152.wW.L. Walker, I.H. Liao, D.L. Gilbert, B. Wong, K.S. Pollard, C.E. McCulloch, L. Lit, F.R. Sharp
(2008). Empirical Bayes accommodation of batch-effects in microarray data using identical



replicate reference samples: Application to RNA expression profiling of blood from Duchenne
muscular dystrophy patients, BMC Genomics, 9: 494.

153.A K. Holloway, D.J. Begun, A. Siepel, K.S. Pollard (2008). Accelerated sequence divergence of
conserved genomic elements in Drosophila melanogaster, Genome Research, 18: 1592-1601.

154.S.L. Taylor, K.S. Pollard (2008). Evaluation of two methods to estimate and monitor bird
populations, PLoS ONE, 3(8): e3047.

155.K.S. Pollard, D. Serre, X. Wang, H. Tao, E. Grundberg, T.J. Hudson, A.G. Clark, K. Frazer
(2008). A genome-wide approach to indentifying novel-imprinted genes, Human Genetics,
122(6): 625-634.

156.S.L. Taylor, D. Temple Lang, K.S. Pollard (2007). Improvements to the multiple testing package
multtest, R News, 7(3): 52-55.

157.D.G. Lemay, M.C. Neville, M.C. Rudolph, K.S. Pollard, J.B. German (2007). Gene regulatory
networks in lactation: identification of global principles using bioinformatics, BMC Systems
Biology, 1: 56.

158.T.R. Dreszer, G.D. Wall, D. Haussler, K.S. Pollard (2007). Biased clustered substitutions in the
human genome: the footprints of male driven biased gene conversion, Genome Research, 17:
1420-1430.

159.T.R. Magalhaes, J. Palmer, P. Tomancak, K.S. Pollard (2007). Transcriptional control in
embryonic Drosophila midline guidance assessed through a whole genome approach, BMC
Neuroscience, 8: 59.

160.K.S. Pollard, S.R. Salama, B. King, A.D. Kern, T. Dreszer, S. Katzman, A. Siepel, J.S. Pedersen,
G. Bejerano, R. Baertsch, K.R. Rosenbloom, J. Kent, D. Haussler (2006). Forces shaping the
fastest evolving regions in the human genome, PL0oS Genetics, 2(10): e168.

161.K.S. Pollard, S.R. Salama, N. Lambert, M.A. Lambot, S. Coppens, J.S. Pedersen, S. Katzman, B.
King, C. Onodera, A. Siepel, A.D. Kern, C. Dehay, H. Igel, M. Ares, Jr., P. Vanderhaeghen, D.
Haussler (2006). An RNA gene expressed during cortical development evolved rapidly in
humans, Nature, 443: 167-172.

162.K.L. Schneider, K.S. Pollard, R. Baertsch, A. Pohl, T.M. Lowe (2006). The UCSC Archaeal
Genome Browser, Nucleic Acids Research; 34, Database issue: D407-D410.

163.The Chimpanzee Sequencing and Analysis Consortium (2005). Initial sequence of the
chimpanzee genome and comparison with the human genome, Nature, 437: 69-87.

164.N.G. Salomonis, N. Cotte, A.C. Zambon, K.S. Pollard, K. Vranizan, S.W. Doniger, G. Dolganov,
B.R. Conklin (2005). Identifying genetic networks underlying myometrial transition to labor,
Genome Biology, 6: R12.

165.K.S. Pollard, S. Dudoit, M.J. van der Laan (2005). Multiple Testing Procedures: R multtest
Package and Applications to Genomics, Bioinformatics and Computational Biology Solutions
Using R and Bioconductor, R. Gentleman, V. Carey, W. Huber, R. Irizarry, S. Dudoit (Editors).
Springer (Statistics for Biology and Health Series): 251-272.

166.K.S. Pollard, M.J. van der Laan (2005). Cluster Analysis of Genomic Data, Bioinformatics and
Computational Biology Solutions Using R and Bioconductor, R. Gentleman, V. Carey, W.
Huber, R. Irizarry, S. Dudoit (Editors). Springer (Statistics for Biology and Health Series): 209-
229.

167.K.S. Pollard, M.D. Birkner, S. Dudoit, M.J. van der Laan (2005). Test statistics null distributions in
multiple testing: simulation studies and applications to genomics, Journal de la Société
Francaise de Statistique, 146(1-2): 77-115.

168.M.J. van der Laan, S. Dudoit, K.S. Pollard (2004). Augmentation procedures for control of the
generalized family-wise error rate and tail probabilities for the proportion of false positives,
Statistical Applications in Genetics and Molecular Biology, 3(1): article 15.

169.M.J. van der Laan, S. Dudoit, K.S. Pollard (2004). Multiple testing. Part Il. Step-down procedures
for control of the family-wise error rate, Statistical Applications in Genetics and Molecular
Biology, 3(1): article 14.

170.S. Dudoit, M.J. van der Laan, K.S. Pollard (2004). Multiple testing. Part I. Single-step procedures
for control of general type | error rates, Statistical Applications in Genetics and Molecular
Biology, 3(1): article 13.



171.K.S. Pollard, M.J. van der Laan (2004). Choice of null distribution in resampling-based multiple
testing, Journal of Statistical Planning and Inference, 125: 85-100.

172.M.J. van der Laan, K.S. Pollard, J. Bryan (2003). A new partitioning around medoids algorithm,
Journal of Statistical Computation and Simulation, 73(8): 575-584.

173.M.J. van der Laan, K.S. Pollard (2003). Hybrid clustering of gene expression data with
visualization and the bootstrap, Journal of Statistical Planning and Inference, 117: 275-303.

174.K.S. Pollard, M.J. van der Laan (2002). Statistical inference for simultaneous clustering of gene
expression data, Nonlinear Estimation and Classification, D.D. Denison, M.H. Hansen, C.
Holmes, B. Mallick, B. Yu (Editors). Springer-Verlag: 305-320.

175.J. Bryan, K.S. Pollard, M.J. van der Laan (2002). Paired and unpaired comparison and clustering
with gene expression data, Statistica Sinica, 12(1): 87-110.

176.K.S. Pollard, M.J. van der Laan (2002). Statistical inference for simultaneous clustering of gene
expression data, Mathematical Biosciences, 176(1): 99-121.

177.E.A.S Nelson, B.J. Taylor, ICCPS Study Group (2001). International childcare practices study:
infant sleep position and parental smoking, Early Human Development, 64: 7-20.

178.E.A.S. Nelson, B.J. Taylor, ICCPS Study Group (2001). International childcare practices study:
infant sleep environment, Early Human Development, 62: 43-55.

179.K.S. Pollard, PJ Fleming, J Young, A. Sawczenko, P. Blair (1999). Nighttime non-nutritive sucking
in infants aged 1 to 5 months: relationship with infant state, breastfeeding, and bed- versus room-
sharing, Early Human Development, 56(2-3): 185-204.

180.P.J. Fleming, P. Blair, K.S. Pollard, M.W. Platt, C. Leach, I. Smith, P.J. Berry, J. Golding (1999).
Pacifier use and sudden infant death syndrome: results from the CESDI/SUDI case control study,
Archives of Disease in Childhood, 81(2): 112-116.

181.ICCPS Study Group, E.A.S. Nelson, B.J. Taylor (1999). International childcare practices study:
methods and study population, Early Human Development, 55: 149-168.

182.K.S. Pollard, C. Leach, P. Blair, A. Sawczenko, J. Young, P.J. Fleming (1997). Does failure to use
a soother increase the risk of SIDS? Epidemiological and physiological studies, Pediatric
Pulmonology, 24(6): 451.



Software Projects

Clustering Algorithms
hopach: hybrid hierarchical clustering with bootstrap
http://cran.fhcrc.org/web/packages/hopach/index.html
pamsil: partitioning algorithm
http://docpollard.org/pamsil.tar.gz

Multiple Hypothesis Testing Procedures
multtest: multiple testing procedures
http://cran.fhcrc.org/web/packages/multtest/index.html

Genome Browsers
Conservation and multiple sequence alignment tracks
http://genome.ucsc.edu/
http://archaea.ucsc.edu/

Regulatory Genomics

Akita: Deep learning prediction of 3D genome folding from sequence

https://github.com/calico/baseniji

ShapeMF: Gibbs sampling algorithm for de novo discovery of DNA shape motifs

https://github.com/h-samee/shape-motif/

TargetFinder: predicting enhancer-promoter interactions
https://github.com/shwhalen/targetfinder

Comparative & Population Genomics

AlleleAnalyzer Genetic variation-aware CRISPR gRNA design tool

https://github.com/keoughkath/AlleleAnalyzer

PHAST: Phylogenetic Analysis with Space/Time Models
http://compgen.bscb.cornell.edu/phast/
http://cran.r-project.org/web/packages/rphast/index.html
ProteinHistorian: gene origin and evolution analysis
http://lighthouse.ucsf.edu/ProteinHistorian/

G-NEST: gene co-expression and synteny across species
https://github.com/dglemay/G-NEST

Metagenomics

EukDetect: marker gene based detection of microbial eukaryotes in shotgun metagenomes

https://github.com/allind/EukDetect

gt-pro: k-mer based metagenotyping of microbiome species from shotgun metagenomes with

code that runs on a laptop
https://github.com/zjshi/gt-pro

MIDAS: population genetic analysis
https://github.com/snayfach/MIDAS
http://lighthouse.ucsf.edu/MIDAS/

PhylOTU: taxonomic clustering
https://github.com/sharpton/PhylOTU

SFam: diverse protein database
http://edhar.genomecenter.ucdavis.edu/sifting_families/

VFam: viral protein database
http://derisilab.ucsf.edu/software/price/vFam/
Shotmap: quantification of gene abundance
https://github.com/sharpton/shotmap

MetaQuery: webserver for microbiome-host associations
http://metaquery.docpollard.org
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MicrobeCensus: average genome and normalization
https://github.com/snayfach/MicrobeCensus

MetaPASSAGE: simulating metagenomics data
https://github.com/sriesenfeld/MetaPASSAGE

Species Distribution Modeling: mapping spatial distributions of microbes
https://github.com/jladau/SpeciesDistributionModeling
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Genetic determinants of 4D genome folding in human cardiac development
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