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Nettleton, D. (1999). A computationally efficient method for determining significance in
interval mapping of quantitative trait loci. Proceedings of the Kansas State University
Conference on Applied Statistics in Agriculture. 130 — 144,

Non-refereed Conference Proceedings Articles

Nettleton, D. (1999). Testing for association between categorical variables with multiple-

response data. The Proceedings of the American Statistical Association Section on Survey
Research Methods. 492 — 496.

Research Funding

Schnable, P. S., Buckner, B., Lawrence, C. J., Nettleton, D. Functional Structural Diversity
among Maize Haplotypes. National Science Foundation, March 15, 2011 to February 28,
2013. $3,000,000.

Wise, R. P., Leshem-Ackerman, A., Bogdanove, A. J., Nettleton, D., Dickerson, J. A. The
Functional Interactome of Cereals with the Fungal Biotroph, Blumeria graminis. National
Science Foundation, March 15, 2010 to February 28, 2014. $2,500,000.

Peterson, T., Nettleton, D., Weber, D. F., Zhang, J. Mechanism and Genetic Impacts of
Transposon-Induced Duplications in Maize. National Science Foundation, September 1,
2009 to August 31, 2012. $1,000,000.

Garrick, D.J., Dekkers, J.C.M., Fernando, R.L., Nettleton, D. Bioinformatics to Implement
Genomic Selection. United States Department of Agriculture, January 2009 to December
2012. $990,000.

Tuggle, C., Honovar, V., Wannemuehler, M., Nettleton, D., Bearson, S., Lunney, J. Developing
Predictive Models for Identifying Pigs with Superior Immune Response and Improved Food



Safety. United States Department of Agriculture, January 2009 to December 2012.
$749,000.

White, F., Bogdanove, A.J., Yang, B., Nettleton, D. GEPR: Transcription profiling and
functional analyses of bacterial disease susceptibility pathways of rice. National Science
Foundation, September 2008 to August 2012. $3,300,000.

Scanlon, M.J., Janick-Buckner, D., Muehlbauer, G.J., Timmermans, M., Yu, J. (Nettleton, D.
funded collaborator). GEPR: Genomic analyses of shoot meristem function in maize.
National Science Foundation, September 2008 to August 2012. $5,000,000.

Aluru, S., Aluru, M., Nettleton, D. CPA-ACR: Parallel Algorithms and Software for Large
Scale Microarray Data Analysis and Gene Network Inference. National Science Foundation,
July 2008 to June 2011. $375,000.

Beattie, G., Cross, D., Lindow, S., Nettleton, D. Functional Genomics of the Pathogenic and
Epiphytic Lifestyle of the Bacterial Plant Pathogen Pseudomonas syringae. United States
Department of Agriculture, January 2008 to December 2011. $900,000.

Baum, T.J., Davis, E.L., Mitchum, M.G., Nettleton, D. Functional Genomics of Soybean Cyst
Nematode Parasitism of Plants. United States Department of Agriculture, April 2008 to
March 2011. $749,624.

Nettleton, D., Chen, S., Dekkers, J., Liu, P., Tuggle, C. Development of High-Dimensional
Data Analysis Methods for the Identification of Differentially Expressed Gene Sets. National
Science Foundation, August 2007 to August 2011. $552,927.

Kohut, M., Buss, J., Cunnick, J., Nettleton, D., Wannemuehler, M., Yoon, K.-J. Exercise-
Induced Immunomodulation in the Aged: Mechanisms. National Institutes of Health, March
2007 to February 2012. $2,500,000.

Dekkers, J., Fernando, R., Nettleton, D., Rothschild, M. Training in the Development and
Application of Quantitative Methods and Tools for Animal Genomics. United States
Department of Agriculture, November 2006 to November 2009. $252,000.

Minion, C. Nettleton, D. Molecular Basis for the Development of Sanitizer Tolerance in
Lysteria Monocytogenes. United States Department of Agriculture (sub-contract from
University of Georgia), September 2005 to August 2007. $81,772.

Wise, R. Dickerson, J., Nettleton, D., Whitham, S. ISGA: Functional genomics of plant disease
defense pathways. National Science Foundation, June 2005 to May 2009. $2,093,192.

Dekkers, J., Rekaya, R., Hausman, G., Barb, R., Tuggle, C., Anderson, L. Honovar, V.,
Nettleton, D. Integration of functional genomics and quantitative genetics to improve feed
efficiency in pigs. United States Department of Agriculture, March 2005 to February 2008.
$876,000.

Baum, T. J., Davis, E. L., Mitchum, M. G., and Nettleton, D. Functional genomics of soybean
response to cyst nematode parasitism proteins. United States Department of Agriculture,
March 2005 to February 2008. $900,000.

Meeker, W., Cook, D., Carriquiry, A., Opsomer, J., Nettleton, D. Computing Equipment to
Support Research in Statistics. National Science Foundation, September 2004 to August
2006. $72,565.

Tuggle, C., Geisert, R., Lunney, J., Nettleton, D., Reecy, J. Identifying Molecular Genetic
Mechanisms Controlling Pig Litter Size: Expression Profiling of Peri-implantation Conceptus
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and Endometrium. United States Department of Agriculture, September 2003 to August
2006. $300,000.

Scanlon, M. J., Buckner, B., Nettleton, D., Janick-Buckner, D., Timmermans, M., Schnable, P.
S. Functional analyses of genes involved in meristem organization and leaf initiation.
National Science Foundation, Plant Genome Program. September 2003 to August 2007.
$3,939,129.

Howell, S., Nettleton, D. Regulation of shoot development in Arabidopsis. National Science
Foundation, Integrative Plant Biology. June 2003 to May 2006. $399,964.

Dickerson, J., Brendel, V., Wise, R., Nettleton, D., Cook, D. BarleyBase, a prototype online
database for cereal microarrays with integrated tools for data visualization and statistical
analysis. United States Department of Agriculture, Plant Genome Program. August 2002 to
August 2005. $500,000

Baenziger, P. S., Gill, K., Nettleton, D., and Eskridge, K. The Genetic Basis of Agronomic
Traits Controlled by Chromosome 3A in Wheat. United States Department of Agriculture,
Plant Genome Program. August 2000 to August 2003. $250,000

Nettleton, D. Improved Statistical Methods for Detecting QTL and Estimating Their Effects.
United States Department of Agriculture, Animal Genetic Mechanisms and Gene Mapping.
November 1998 to June 2002. $75,000

Invited Presentations

Testing for or Against a Union-of-Cones Hypothesis with Applications to Genomic Data
Analysis, Joint Statistical Meetings, Miami, August 2011

Estimating Gene Expression Heterosis, Gordon Research Conference, Galveston, Texas,
February 2011

Identifying Differentially Expressed Gene Sets and the Important Genes within Such Sets, St.
Jude Children's Research Hospital, November 2010

Multiple Testing Using Sequential Permutation p-values, Army Conference on Applied
Statistics Plenary Lecture, Cary, North Carolina, October 2010

Linear Mixed Model Selection for False Discovery Rate Control in Microarray Data Analysis,
Biometrics Showcase Session, Joint Statistical Meetings, Vancouver, British Columbia,
August 2010

Testing for Heterosis in Gene Expression, International Chinese Statistical Association
Symposium, Indianapolis, June 2010

Challenges Associated with Testing Multiple Hypotheses in Genomic Studies, Symposium on
Methodological and Statistical Challenges in Obesity and Health Research, lowa State
University, May 2010

Borrowing Information across Genes and across Experiments for Improved Residual Variance
Estimation in Microarray Data Analysis, ENAR, New Orleans, March 2010.

Testing for the Supremacy of a Multinomial Cell Probability, Department of Statistics,
University of South Carolina, August 2009

The Role of Permutation and Randomization Tests in High-Dimensional Studies, Joint
Statistical Meetings, Washington, D.C., August 2009

Testing for Heterosis in Gene Expression, Conference Celebrating 75 Years of Statistics at lowa
State, lowa State University, June 2009
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Testing for differentially expressed gene categories on the Gene Ontology directed acyclic
graph, Department of Biostatistics, University of California Los Angeles, May 2009

Identifying Differentially Expressed Gene Categories via a Hidden Markov Model Approach for
Testing Nodes on a Directed Acyclic Graph, Department of Statistics, University of
California Irvine, May 2009

Testing for Differentially Expressed Gene Categories on the Gene Ontology Directed Acyclic
Graph, Statistical Genetics of Livestock for the Post-Genomic Era Symposium, University of
Wisconsin, Madison, May 2009

Identifying Differentially Expressed Gene Categories via a Hidden Markov Model Approach to
Testing Multiple Hypotheses on a Directed Acyclic Graph, Department of Statistics Seminar,
North Carolina State University, December 2008

Identifying Differentially Expressed Gene Categories via a Hidden Markov Model Approach to
Testing Multiple Hypotheses on a Directed Acyclic Graph, Science at the Edge Seminar,
Quantitative Biology Initiative, Michigan State University, October 2008

Identifying Differentially Expressed Gene Categories via a Hidden Markov Model Approach to
Testing Multiple Hypotheses on a Directed Acyclic Graph, Statistics Seminar, University of
lowa, September 2008

Exploring the Information in p-Values for the Analysis and Planning of Multiple-Test
Experiments, Joint Statistical Meetings, Denver, Colorado, August 2008

A Hidden Markov Model Approach to Testing Multiple Hypotheses on a Directed Acyclic
Graph, WNAR Meeting, University of California, Davis, June 2008

A Hidden Markov Model Approach to Testing Multiple Hypotheses on a Directed Acyclic
Graph, IMS-China International Conference on Statistics and Probability, Hangzhou, China,
June 2008

Identification of Differentially Expressed Gene Categories in Microarray Studies Using
Multivariate Nonparametric Analysis, Bioinformatics Seminar, University of Northern lowa,
December 2007

Exploring the Information in p-Values for the Analysis and Planning of Multiple-Test
Experiments, Department of Statistics Seminar, University of Missouri-Columbia, October
2007

Exploring the Information in p-Values for the Analysis and Planning of Multiple-Test
Experiments, Department of Biostatistics Seminar, University of Minnesota, October 2007

A Discussion of False Discovery Rate and the Identification of Differentially Expressed Gene
Categories in Microarray Studies, Use R! Conference, lowa State University, August 2007

Modeling Massive Data Sets: The Netflix Challenge from a Statistical Perspective, (Joint Talk
with Heike Hofmann), Spring Research Conference, lowa State University, May 2007

Cluster Analysis for Microarray Data, 7" International Long Oligonucleotide Microarray
Workshop, Tucson, Arizona, January 2007

Statistical Challenges in the Analysis of Microarray Experiments, Wartburg College, November
2006

Cluster Analysis for Microarray Data, Plant Microarray Short Course on Design and Analysis of
Microarray Experimentation, Boston, August 2006
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Introduction to Statistical Design and Analysis of Microarray Experiments, Plant Breeding
Lecture Series on Data Analysis Innovations Contributing to Crop Improvement, lowa State
University, May 2006

One-Day Short Course on Introduction to Statistical Design and Analysis of Microarray
Experiments, ENAR Meeting, Tampa, Florida, March 2006

Using p-values for the Planning and Analysis of Microarray Experiments, Department of
Biostatistics and Medical Informatics Seminar, University of Wisconsin, November 2005

Identifying Genes Associated with a Quantitative Trait or Quantitative Trait Locus via Selective
Transcriptional Profiling, Symposium on the Integration of Structural and Functional
Genomics, lowa State University, September 2005

Identifying Genes Associated with a Quantitative Trait or Quantitative Trait Locus via Selective
Transcriptional Profiling, First European Farm Animal Functional Genomics Workshop,
Edinburgh, Scotland, September 2005

Discussion of “Hidden Markov Models for Microarray Time Course Data in Multiple
Biological Conditions” by Ming Yuan and Christina Kendziorski, J4S4 Applications and
Case Studies Invited Paper Award Winner, Joint Statistical Meetings, Minneapolis, August
2005

Two-Day Short Course on Introduction to Statistical Design and Analysis of Microarray
Experiments, lowa State University, July 2005
Clustering and classification analysis of microarray data, Plant Microarray Short Course on

Design and Analysis of Microarray Experimentation, University of Wisconsin, Madison,
June 2005

Using observed p-values to estimate the number of true null hypotheses when conducting many
tests, University of Alabama Birmingham, May 2005

Mixed linear model analysis of two-color microarray data, University of Arizona International
Long-Oligonucleotide Microarray Workshop, May 2005

Using observed p-values to estimate the number of true null hypotheses when conducting many
tests, Arizona State University, May 2005

Statistical design and analysis of microarray experiments, International Symposium on Heterosis
in Plants, University of Hohenheim, Stuttgart, Germany, January 2005

Mixed linear model analysis of two-color microarray data, University of Arizona Long-
Oligonucleotide Microarray Workshop, December 2004

Using observed p-values to estimate the number of true null hypotheses when conducting many
tests, Cornell University, December 2004

Some example microarray experimental designs and analyses, NCR170: North-Central Regional
Research Project and USSES: University Statisticians of Southern Experiment Stations,
University of Florida, July 2004.

The relationships among scan intensity, expression level, and the power to detect differential
expression using cDNA microarrays, International Conference on the Analysis of Genomic
Data, Harvard Medical School, May 2004

Using statistical design and analysis to detect differentially expressed genes in microarray
experiments, University of Colorado Health Science Center, March 2004
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Analysis of a large-scale split-split-plot experiment using the Affymetrix Barleyl GeneChip,
Workshop on Statistical Methods in Microarray Analysis, Institute for Mathematical
Sciences, National University of Singapore, January 2004

Identifying differentially expressed genes in unreplicated multiple-treatment microarray
experiments, The Graybill Conference at Colorado State University, June 2003

Estimating the number of differentially expressed genes in a microarray experiment, Joint
lowa/lowa State Bioinformatics Workshop, April 2003

Methods for controlling false positive rates when identifying differentially expressed genes, The
Jackson Laboratory, Statistics Colloquium, May 2002

Statistical methods for identifying differentially expressed genes with microarray data, Joint
lowa/lowa State Bioinformatics Workshop, April 2002

A comparison of methods for managing type | errors when testing for changes in gene
expression, University of Georgia, Department of Statistics Colloquium, February 2002

A comparison of methods for managing type | errors when testing for changes in gene
expression, Purdue University, Bioinformatics Seminar, October 2001

Mapping Quantitative Trait Loci through Principal Components Regression, International Indian
Statistical Association, International Conference on Recent Developments in Statistics and
Probability and Their Applications, December 2000

Testing the equality of distributions of vectors with categorical components, 4th International
Triennial Calcutta Symposium on Probability and Statistics, December 2000

Mapping quantitative trait loci through principal components regression, lowa State University,
Department of Statistics Colloquium, January 2000

Mapping Quantitative Trait Loci through Principal Components Regression, Cornell University,
Statistics Colloguium, October 1999

Mapping Quantitative Trait Loci through Principal Components Regression, University of lowa,
Department of Statistics Colloquium, October 1999

Testing for association between categorical variables with multiple-response data, Cornell
University, Statistics Colloquium, February 1999

Developments in the use of permutation testing to detect quantitative trait loci, 6th Purdue
International Symposium on Statistics, June 1998

Thoughts on permutation testing in the mapping of quantitative trait loci, Purdue University,
Biostatistics/Statistical Genetics Seminar, February 1998

Interval mapping of quantitative trait loci through order restricted inference, Kansas State
University, Department of Statistics Colloquium, October 1997

Interval mapping of quantitative trait loci through order restricted inference, University of
Missouri-Rolla, Mathematics and Statistics Colloquium, spring 1996

Interval mapping of quantitative trait loci through order restricted inference, Purdue University,
Department of Statistics Colloquium, spring 1996

Interval mapping of quantitative trait loci through order restricted inference, Harvard University,
Department of Statistics Colloquium, spring 1996

Interval mapping of quantitative trait loci through order restricted inference, University of
Nebraska, Department of Mathematics and Statistics Colloquium, spring 1996
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Contributed Presentations

Testing for the Supremacy of a Multinomial Cell Probability, Department of Statistics, lowa
State University, August 2009

Identification of Differentially Expressed Gene Categories in Microarray Studies Using
Nonparametric Multivariate Analysis, ENAR, March 2007

Identification of Differentially Expressed Functional Categories in Microarray Studies Using
Nonparametric Multivariate Analyses, NCCC-170 Research Advances in Agricultural
Statistics, University of Wisconsin Madison, July 2006

Probe-Level analysis of a large-scale split-split-plot experiment using the Affymetrix Barleyl
GeneChip, Affymetrix GeneChip Microarray Low-Level Workshop, University of
California-Berkeley, August 2003

Estimating the number of false null hypotheses in a multiple test situation, ENAR, Tampa,
Florida, April 2003

A comparison of methods for managing type | errors when testing for gene expression changes,
Joint Statistical Meetings, New York, August 2002

Using graph-theoretic measures of association to detect differences among distributions with
sparse multivariate categorical data, Joint Statistical Meetings, Atlanta, August 2001

Statistical analysis of gene expression data from hypertrophying and normal muscle tissue,
Kansas State Conference on Applied Statistics in Agriculture, spring 2001

Testing for association between categorical variables with multiple-response data, Joint
Statistical Meetings, Baltimore, August 1999

Accounting for variability in the use of permutation testing to detect quantitative trait loci,
Kansas State Conference on Applied Statistics in Agriculture, spring 1999

Order restricted hypothesis testing in a variation of the normal mixture model, IMS Conference
for New Researchers in Probability and Statistics, July 1997

Teaching
Instructor of Statistical Design and Analysis of Gene Expression Experiments, spring 2011

Instructor of Statistical Methods (linear models, linear mixed effects models, general linear
models, nonlinear models, generalized linear models, nonparametric regression, bootstrap),
spring 2010.

Instructor and developer of Statistical Design and Analysis of Microarray Experiments, spring
2005, 2006, 2007, 2009

Instructor of Theory and Applications of Linear Models, fall 2005, 2007

Instructor and developer of a one-day short course on Statistical Design and Analysis of
Microarray Experiments, ENAR, Tampa, spring 2006

Instructor and developer of a two-day short course on Statistical Design and Analysis of
Microarray Experiments, lowa State University, summer 2005

Instructor of Statistical Design and the Analysis of Experiments, spring 2001, 2002, 2004
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Instructor of Statistical Methods for Research Workers, fall 2000-2003

Instructor of introductory modules on probability and design and analysis of microarray
experiments, NIH-NSF Summer Institute in Bioinformatics and Computational Biology,
summer 2003-2006, 2008

Coordinator and instructor for Elements of Statistics, University of Nebraska-Lincoln's
introductory statistics course, 1996 to 2000

Winner of University of Nebraska-Lincoln College of Arts and Sciences Distinguished Teaching
Award, spring 1999

Developer and instructor for an honors course on introductory statistics, fall 1998, 1999
Instructor of Applied Nonparametric Statistics, spring 1998

Instructor of Applied Regression and Analysis of Variance, fall 1996, 1997

Instructor for Applied Multivariate Statistical Analysis, spring 1997

Instructor for Biostatistics, University of lowa, spring 1996

Instructor for Elementary Statistics and Inference, University of lowa, fall 1995
Teaching Assistant for Statistics and Society, University of lowa, 1992-93 academic year

PhD Students
Co-Major Professor (with Dan Nordman) for Ruo Xu, Statistics
Co-Major Professor (with Peng Liu) for Megan Orr, Statistics
Major Professor for Nick Larson, Statistics and Bioinformatics and Computational Biology

Co-Major Professor (with Peng Liu) for Tieming Ji, Statistics and Bioinformatics and
Computational Biology

Major Professor for Steve Lund, Statistics
Major Professor for Heng Wang, Statistics

Co-Major Professor (with Jack Dekkers) for Long Qu, Improving statistical inference for gene
expression profiling data by borrowing information, PhD in Statistics and Bioinformatics and
Computational Biology, summer 2010

Major Professor for Kun Liang, Hidden Markov models for simultaneous testing of multiple
gene sets and adaptive and dynamic adaptive procedures for false discovery rate control and
estimation, PhD in Statistics, summer 2010

Major Professor for Tim Bancroft, Estimating the number of true null hypotheses and false
discovery rate from multiple discrete non-uniform permutation p-value, PhD in Statistics, fall
2009

Co-Major Professor (with Taps Maiti) for Cumhur Yusuf Demirkale, Classical and Bayesian
Mixed Model Analysis of Microarray Data for Detecting Gene Expression and DNA
Differences, PhD in Statistics, summer 2009

Major Professor for Justin Recknor, New methods for designing and analyzing microarray
experiments for the detection of differential expression, PhD in Statistics and Bioinformatics
and Computational Biology, fall 2006

Major Professor for Rhonda DeCook, New statistical methods in bioinformatics for the analysis
of quantitative trait loci (QTL), microarrays, and eQTL, PhD in Statistics, summer 2006
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Co-Major Professor (with Song Chen) for Dong Wang, New aspects of statistical methods for
missing data problems with applications in bioinformatics and genetics, PhD in Statistics,
spring 2006

MS Students

Major Professor for Jie Li, Statistics, Detecting Differential Expression in Maize RNAseq Data,
summer 2011.

Major Professor for Ruo Xu, Statistics, Tree Ensemble Classification under Generalized Error
Loss with Applications to Ordinal Response Data, spring 2010.

Major Professor for Nick Larson, Exploring histogram-based estimators of differentially
expressed gene proportions in microarray data analysis, MS in Statistics, summer 2008.

Major Professor for Tim Bancroft, Detecting group differences with right-censored counts from
serial dilution assays, MS in Statistics, spring 2007.

Major Professor for Fang Qiu, Gene expression profiling during soybean seed development, MS
in Statistics, summer 2005.

Major Professor for Stuart Gardner, Evaluation of a pooling method for gene-specific variance
estimation in the analysis of microarray data, MS in Statistics, spring 2005.

Major Professor for Rong Guo, Probe nucleotide affinity modeling and mixed linear model
analysis of Arabidopsis ATH1 GeneChip data for differential gene expression upon viral
infection, MS in Statistics, spring 2005.

Major Professor for Fei Jie, Mixed model analyses of fiber optic array experiments for
Arabidopsis differential gene expression in response to viral infections, MS in Statistics, fall
2004.

Major Professor for Honghua Zhao, Evaluation of linkage disequilibrium measures between
markers as predictors of linkage disequilibrium between markers and QTL, MS in Statistics,
summer 2004

Major Professor for Cumhur Yusuf Demirkale, A comparison of nonparametric methods for
testing for group differences and identifying multiple clumping with multivariate data, MS in
Statistics, summer 2004

Major Professor for Hongwu Jia, A comparison of statistical methods for analyzing cDNA
microarray data from Maize B45 opaque2 mutant, MS in Statistics, fall 2003

Major Professor for Rhonda DeCook, Affymetrix GeneChip Data Analysis in a Two-Way
ANOVA without Replication, MS in Statistics, fall 2002

Major Professor for Jianying Gu, Investigating Primate Tissue-Specific Expression Pattern
through Affymetrix Data Analysis, MS in Statistics, fall 2002

Major Professor for Wei Huang, Statistical analysis of differentially expressed genes in cDNA
microarray experiments, MS in Statistics, spring 2002

Major Professor for Wei Liu, Mixed model analyses of cDNA macroarray data for differential
gene expression in porcine fetal and postnatal skeletal muscles, MS in Statistics, spring 2002

Major Professor for Chunfa Jie, Some statistical methods for microarray data analysis, MS in
Statistics, summer 2001

Major Professor for Deqing Pei, Statistical methods for analyzing proportion data collected from
a maize callus induction experiment, MS in Statistics, summer 2001
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Major Professor for Hui-Rong Qian, ANOVA analysis of cDNA microarray data to identify
differentially expressed genes, MS in Statistics, spring 2001

Other Advising

Co-Mentor (with Peng Liu) for Alliance students Jared Mills and Katrina Williams, summer
2010

Mentor for NSF-NIH Computational and Systems Biology Summer Institute student Eric Tiede,
summer 2008

Mentor for NSF-NIH Summer Institute in Bionformatics and Computational Biology student
Kelly Robbins, summer 2004

Mentor for NSF-VIGRE undergraduate Yuan Ji, summer 2003

McNair Summer Research Program Mentor for statistics undergraduate Jeff Garza, summer
1997

Department Committees
Promotion and Tenure Committee Chair 2011 — present
Promotion and Tenure Committee, 2009 — present
MS and PhD Exam Committee, 2008 — 2009, 2010 — 2011
Graduate Committee Chair, 2007 — 2008
Advisory Committee to the Department Chair, 2007 — present
Journal Rating Committee, 2007 — 2008
MS Exam Committee, 2006 — 2007
150" 1SU Anniversary/75th Statistical Laboratory Anniversary Committee, 2006 — 2007
Snedecor Hall Renovation Committee, summer 2006
Faculty Search Committee Chair, spring 2006
Seminar Chair, spring 2006
External Review Committee, 2005 — 2006
Strategic Planning Committee, fall 2004 to fall 2005
Social Committee Chair, summer 2001 to spring 2005
PhD Preliminary Examination Committee, fall 2002 to summer 2004
Faculty Search Committee, 2002 — 2003
Department Chair Search Committee, 2001 — 2002
MS Examination Committee, summer 2000 to spring 2001
Social Committee, summer 2000 to spring 2001

Editorial Activities
Associate editor of the Journal of the American Statistical Association, summer 2009 to present

Associate editor of the Journal of Agricultural, Biological, and Environmental Statistics, Spring
2003 to present

Associate editor of Biometrics, spring 2005 to fall 2010
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Statistical reviewer for The Plant Cell, spring 2008 through fall 2010

Journal Refereeing
Animal Genetics
Annals of the Institute of Mathematical Statistics
Annals of Statistics
Australian Journal of Statistics
Bioinformatics
BMC Bioinformatics
BMC Genomics
Biometrical Journal
Biometrics
Computational Statistics and Data Analysis
Conservation Biology
Crop Science
Electronic Journal of Statistics
Genetical Research
Genetics
International Journal of Plant Genomics
Journal of Agricultural, Biological, and Environmental Statistics
Journal of the American Statistical Association
Journal of Computational and Graphical Statistics
Journal of the Royal Statistical Society — Series B
Journal of Statistical Planning and Inference
Journal of Statistics Education
Mathematical Biosciences
Metrika
Physiological Genomics
The Plant Cell
Plant Physiology
PLoS Computational Biology
Proceedings of the National Academy of Science
Science
Statistics and Its Interface
Technometrics

Proposal Review

Ad hoc reviewer of 7 proposals for the Genomics, Computational Biology and Technology
(GCAT) NIH study section meeting, fall 2009
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Panelist and reviewer of 9 proposals for the Joint DMS(NSF)/NIGMS(NIH) Initiative to
Support Research in the Area of Mathematical Biology, fall 2007

Special emphasis review panel member for NIH predoctoral training in biostatistics, spring 2007
Reviewer of proposal submitted to the National Science Foundation, spring 2006

Reviewer of proposal submitted to the NIH NIGMS Centers of Excellence in Complex
Biomedical Systems Research Program, spring 2004.

Panelist and reviewer of 12 proposals for the Joint DMS(NSF)/NIGMS(NIH) Initiative to
Support Research in the Area of Mathematical Biology, fall 2003

Reviewer of proposal submitted to the National Science Foundation Division of Mathematical
Sciences, spring 2003

Reviewer of proposal submitted to the Natural Sciences and Engineering Research Council of
Canada, spring 2003

Panelist and reviewer of 11 proposals for the Joint DMS(NSF)/NIGMS(NIH) Initiative to
Support Research in the Area of Mathematical Biology, fall 2002

Reviewer of proposal submitted to the National Science Foundation, spring 2002
Reviewer of proposal submitted to the National Science Foundation, fall 2001
Reviewer of 2 proposals submitted to the United States Department of Agriculture, spring 1999

Other Professional Activities

Member of the International Program Committee for the 2010 International Biometrics
Conference in Florianopolis, Brazil, summer 2008 — December 2010

Co-organizer of the Fall Conference on Statistics in Biology, lowa State University, October
2008

Organizer of an invited session on methodological advances in testing and estimation of gene
expression differences for the Joint Statistical Meetings in Denver, August 2008

President of the lowa Chapter of the American Statistical Association, spring 2007 — spring
2008

Vice President of the lowa Chapter of the American Statistical Association, fall 2005 to spring
2007

Advisory committee member for the NSF-sponsored Maize Oligonucleotide Array Project led
by Vicki Chandler at the University of Arizona, fall 2003 to spring 2006

Leader of lowa State University Department of Statistics VIGRE Bioinformatics Working
Group, fall 2002 through fall 2003, fall 2005 to spring 2006

Faculty member in the Baker Center for Bioinformatics and Biological Statistics at lowa State
University, fall 2000 to present

Faculty member in the Bioinformatics and Computational Biology program at lowa State
University, fall 2000 to present

Faculty member in the Center for Integrated Animal Genomics at lowa State University, fall
2002 to present

Member of the Center for Integrated Animal Genomics Advisory Board, fall 2002 to summer
2005
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Organizer of a microarray working group for the Baker Center for Bioinformatics and
Biological Statistics, 2002 — 2003 academic year

Organizer of a topic contributed session on microarray analyses at the Joint Statistical Meetings
in New York, August 2002

Participant in a workshop on the analysis of gene expression data at the National Institute of
Statistical Sciences, July 2000

Vice President of the Nebraska Chapter of the American Statistical Association, 1999-2000
American Statistical Association National Project Competition Judge, May 1997, 1998, 1999
Participant in North Carolina State Statistical Genetics Institute, June 1997

Awards and Honors
Fellow of the American Statistical Association, 2008

Mid-Career Award for Excellence in Research, lowa State University, College of Liberal Arts
and Sciences, 2007

Plant Sciences Institute Outstanding Collaborator Award, 2006

University of Nebraska College of Arts and Sciences Distinguished Teaching Award, 1999
Gallup Professorship recipient, 1998 — 1999

University of Nebraska Faculty Summer Research Fellowship recipient, 1998

Allen T. Craig Award presented for outstanding service as a teaching assistant, 1996
Henry L. Rietz Award presented to the outstanding newly qualified PhD student, 1994
University of lowa Fellowship recipient, 1991 — 1995

NCAA Postgraduate Scholarship recipient, 1991

Wartburg College Senior Honor Award presented to the most outstanding senior student, 1991
Wartburg College Senior Mathematics Award presented to the top math major, 1991

GTE Academic All-America Player of the Year for NCAA Division Il1 Basketball, 1991
GTE First Team Academic All-America, NCAA Division |11 Basketball, 1990 and 1991
Wartburg College Regents Scholar, 1987 — 1991
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