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23. doi: 10.1016/j.ajhg.2023.12.001. PMID: 38181729; PMCID: PMC10806731.

286. Yang, X., Silosky, M., Wehrend, J., Litwiller, D. V., Nachiappan, M., Metzler, S. D., Ghosh, D.,
Xing, F. and Chin, B. B. (2024). Improving Generalizability of PET DL Algorithms: Feasibility of List
mode Reconstructions to Improve DOTATATE PET Hepatic Lesion Detection Performance, Bio-
engineering. 2024 Feb 27;11(3):226. doi: 10.3390/bioengineering11030226. PMID: 38534501;
PMCID: PMC10968510.

287. Baxter, R. M., Cabrera-Martinez, B., Ghosh, T., Rester, C., Guerrero Moreno, M., Borko, T. L.,
Selva, S., Fleischer, C. L., Haakonsen, N., Mayher, A., Bowhay, E., Evans, C., Miller, T. M., Huey,
L., McWilliams, J., Bokhoven, A., Flaig, T. W., Deane, K. D., Knight, V., Jordan, K. R., Ghosh, D.,
Klarquist, J., Kedl, R. M., Piquet, A. L., and Hsieh, E. W. Y. (2024). SARS-CoV-2 Vaccine-elicited
Immunity in B cell depletion in Multiple Sclerosis, Immunohorizons. 2024 Mar 1;8(3):254-268. doi:
10.4049/immunohorizons.2300108. PMID: 38483384.

288. Suresh, K., Gorg, C., and Ghosh, D. (2024). Model-agnostic explanations of survival predic-
tion models, Statistics in Medicine 43(11):2161-2182. doi: 10.1002/sim.10057. Epub 2024 Mar
26. PMID: 38530157.

289. Seal, S., Neelon, B., Angel, P, O'Quinn , E. C., Hill, E., Vu, T., Ghosh, D., Mehta, A,
Wallace, K., Alekseyenko, A. V. (2024). SpaceANOVA: Spatial co-occurrence analysis of cell
types in multiplex imaging data using point process and functional ANOVA, Journal of Proteome
Research. 2024 Feb 28. doi: 10.1021/acs.jproteome.3c00462. Epub ahead of print. PMID:
38417823.

290. MacKenzie, L. A., Allshouse, W. B., Ghosh, D. and Cockburn, M. G. (2024). Feasibility and
limitations of using commercial databases to evaluate residential mobility prior to latency period
in registry-based research on childhood cancer, Cancer Epidemiology. 2024 Mar 15;90:102561.
doi: 10.1016/j.canep.2024.102561. Epub ahead of print. PMID: 38492470.

291. Johnson, D. R., Ghosh, D., Wagner, B. D. and Carlton, E. J. (2024). Did COVID-19 ICU
patient mortality risk increase as Colorado hospitals filled? A retrospective cohort study, BMJ
Open 2024 May 9;14(5):e079022. doi: 10.1136/bmjopen-2023-079022. PMID: 38724053; PM-
CID: PMC11086500.

292. Zuo, S., Ghosh, D., Ding, P. and Yang, F. (2025). Mediation analysis with the mediator and
outcome missing not at random, Journal of the American Statistical Association 120(550):794-804.

293. Grover, E. N., Buchwald, A., Contreras, B., Ghosh, D., Carlton, E. J. (2024). Does behavior



mediate the effect of weather on SARS-CoV-2 transmission? Evidence from cell-phone data,
PLoS One 2024 Jun 21;19(6):e0305323. doi: 10.1371/journal.pone.0305323. PMID: 38905199.

294. Jensen, A., DeWitt, P, Bettcher, B., Wrobel, J., Kechris, K. and Ghosh, D. (2024). Kernel
Machine Tests of Association using Extrinsic and Intrinsic Cluster Evaluation Metrics, PLoS Com-
putational Biology. 2024 Nov 11;20(11):e1012524. doi: 10.1371/journal.pcbi.1012524. PMID:
39527632; PMCID: PMC11581413.

295. Nandy D, Ghosh D, Kechris K. DisCo P-ad: Distance-Correlation-Based p-Value Adjustment
Enhances Multiple Testing Corrections for Metabolomics. Metabolites. 2025 Jan 8;15(1):28. doi:
10.3390/metabo15010028. PMID: 39852371; PMCID: PMC11767189.

296. Desai, M., Messinger, S., Ambrosius, W. T., Carlson, N. E., Dupuis, J., Ghosh, D., Hayat,
M., Landsittel, D., Mayo, M. S., Oster, R., Roberson, P. K., and Turk, P. The Science of Statistical
Practice. Acad Med. 2025 Apr 8. doi: 10.1097/ACM.0000000000006064. Epub ahead of print.
PMID: 40198883.

297. McKenzie, L. M., Allshouse, W. B., Johnson, D. R., DeVoe, C. C., Cockburn, M., and
Ghosh, D. Exposures from Qil and Gas Development and Childhood Leukemia Risk in Colorado: A
Population-Based Case-Control Study. Cancer Epidemiol Biomarkers Prev. 2025 May 2;34(5):658-
668. doi: 10.1158/1055-9965.EPI-24-1583. PMID: 40067119; PMCID: PMC12046330.

298. Cabrera-Martinez B., Garcia-Perez, J. E., Baxter, R. M., Lui, V. G., Ghosh, T., Rahkola, J.,
Gessner, R., Klarquist, J., Petras, E., Ghosh, D., Johnson, S. A., Kedl, R. M., and Hsieh, E. W. Y.
(2025). A hypomorphic IL2rb mutant mouse recapitulates and reveals mechanisms of human T
cell immune dysregulation in IL2Rb deficiency, Cell Reports, 44(7):115902.

299. Lim, J., Ahmadian, M., Du, H., Rickert, C., Ghosh, T., Minic, A., Johnson, S., Jordan, K.
R., Xing, F., Ghosh, D., Willard, N., Lin, C., Hanna, M., Knight, V., Cooper, J. and Hsieh, E. W.
Y. Precision Medicine in Pediatric Autoimmunity: Leniolisib Treatment of Childhood-Onset Lupus
Nephritis Due to Activated PI3K-Delta Syndrome (APDS). Arthritis Rheumatol. 2025 May 19. doi:
10.1002/art.43254. Epub ahead of print. PMID: 40386960.

300. Gilbert, P, Peng, J., Han, L., Hampson, L., Lange, T., Lu, Y., Nie, L., Shih, M.-C., Waddy, S.,
Yann, M., Zafari, Z., Ghosh, D., Follmann, D., Juraska, M., and Diaz, | for FIORD. (2025) A Surro-
gate Endpoint Based Provisional Approval Causal Roadmap, Biostatistics, accepted. Available at
https://arxiv.org/abs/2407.06350.

301. Ghosh, T., Baxter, R. M., Seal, S., Lui, V. G., Rudra, P, Vu, T., Hsieh, E. W. Y. and Ghosh,
D. cytoKernel: robust kernel embeddings for assessing differential expression of single-cell data.
Bioinformatics. 2025 Jul 1;41(7):btaf399. doi: 10.1093/bioinformatics/btaf399. PMID: 40658464,
PMCID: PMC12312792.

302. Ghosh, D. (2025). A weighted survival regression approach to incorporating external risk
information. J Stat Theory Pract. 2025;19(4):61. doi: 10.1007/s42519-025-00471-1. Epub 2025
Jul 25. PMID: 40727041; PMCID: PMC12296798.

Submitted/Under Revision



303. Ghosh, D. (2025). Prediction-guided estimation for incorporating external risk information,
submitted.

304. Wang, Y., Stroh, J. N., Ghosh, D., Sirlanci, M., Hripcsak, G., Wrobel, J., Bennett, T. D. and
Albers, D. J. (2025). Forecasting Underlying Physiological Trajectories From Sparse Clinical Data
by Integrating Data Assimilation and Machine Learning, submitted.

305. Gwise, T., Ghosh, D., Yin, X., Ensign, L., and Davi, R. (2025). A cautionary note on e-values
using biased risk ratio approximations, under revision.

306. Yang, X., Silosky, M., Wehrend, J., Bado, J., Ghosh, D., Chin, B. B. and Xing, F. (2025).
Single-Stage Lesion Identification in Positron Emission Tomography Images, under revision.

307. Mastej, E., McGrath, M. and Ghosh, D. (2025). bioPDM: tool for calculating mediation effects
of high-dimensional radiomics data between exposure and outcome, submitted.

308. Johnson, M. J., Crotteau, M., Ghosh, D., Vu, T., Levin, M. J., and Weinberg, A. (2025) Trained
Immunity Generated by the Recombinant Zoster Vaccine, under revision.

309. Xing, F., Cornish, T. C. and Ghosh, D. (2025). Learning to detect cells with low-resource
adversarial domain adaptation, under revision.

310. Baldé, I. and Ghosh, D. (2025). A comparison of ultra-high-dimensional confounder selection
approaches, with applications to radiomics, submitted.

311. Ghosh, D., Mayer-Hamblett, N. and Kaizer, A. M. (2025). On estimands in the design and
analysis of gene therapy clinical trials, under revision.

312. Ghosh, D. and Wang, L. (2025). Generalized coarsened confounding for causal effects: a
large-sample framework, under revision.

313. Wang, L., Sammel, M. D., Sayres, L., and Ghosh, D. (2025). Generalizing real-world ap-
plicability of randomized clinical trials of oxytocin versus misoprostol for postpartum hemorrhage,
submitted.

314. Bayham, J., Fosdick, B., K., Weisbeck, K., Shaw, R., Barone, G., Carlton, E. J., Quan-
delacy, T. M., Samet, J., Wu, E., Kasarskis, I. M., and Ghosh, D. (2025). Extracting Utility from
Noisy SARS-CoV-2 Wastewater Data: A Structural Time Series Model and a Novel Visualization,
submitted.

315. Vanderlinden, L., Polinski, K., Demoruelle, M, Feser, M., Seifert, J., Mikuls, T., Weisman, M.,
Buckner, J., Clare-Salzler, M., Robinson, W., Zhang, F., Ghosh, D., Abraham, A., Holers, V. M.,
Deane, K. D., and Norris, J. M. (2025). Lipid Mediator Profiles Associate with Progression to RA
in an Anti-Citrullinated Protein Antibody Positive Population, submitted.

316. Carpenter, C. M, Harris, J. K., Kirby, M., Peterson, C., Wagner, B. and Ghosh, D. (2025)
Multi-Omic Spectral Clustering with the Flag Mean, submitted.



317. Josey, K., Liu, W., Warsavage, T., Medici, M., Kvist, K., Reusch, J. E. B., Ghosh, D. and
Raghavan, S. (2025). Assessing the cardiovascular benefits of liraglutide in a real-world population
through transportability analysis of the LEADER trial, submitted.

318. Kulik, G., Olivera, V., Wilson, M. P, Khuu, V., Jankowski, C., Iriarte, E., Dorvey, C. H.,
Cook, P, Ghosh, D., MaWhinney, S., Webel, A. R., and Erlandson, K. E. (2025). Comparing the
Effectiveness of High Intensity Interval Training vs. Continuous Moderate Intensity Exercise on
Physical Function Among Older Adults with HIV, submitted.

319. Sutton, K. J., Gervis, J., Jatoi, M., Hwang, D., Hendricks, A., Ghosh, D., Westerman, K.
and Cole, J. B (2025) Dietary Intake Mendelian Randomization: Assessment and Development of
Methods for Instrument Selection and Robust Inference, submitted.

320. Iriarte, E., Wilson, M. P., Padmanabhan, P., Barocas, J., Kulik, G., Webel, A., Oliveira, V. H.
F., Khuu, V., Cook, P., Ghosh, D., Jankowski, C. and Erlandson, K. M. (2025) Mapping Physical
Function and Determinants of Health in Older Adults with HIV Using Geolocation Data, submitted.

321. Cho, Y. and Ghosh, D. (2025). Bridging linear and nonlinear sufficient dimension reduction
procedures, submitted.

In preparation

Ghosh, D., Karam, S. D., Wang, L., and Raghavan, S. (2025). Fusing clinical trials and real-world
data to evaluate treatment-related adverse events in head and neck cancer, in preparation.

Heitzman-Breen, N., Altus, S. L., adams, j., Bayham, J., Buchwald, A. G., Dukic, V., Fosdick, B.
K., Ghosh, D., Samet, J., Carlton, E. J., and Bortz, D. M. (2025). Waning Immunity Leads to
Vaccinated Individuals Dominating Disease Transmission, in preparation.

Ellingsworth, A., Ghosh, D., Zhao, Z., and Zhou, W. (2025). Reproducible or not: a nonparametric
procedure to assess reproducibility across high-throughput studies, in preparation.

Dos Santos, A. P, Kulik, G. L., Wilson, M. P.,, Jankowski, C., Oliveira, V. H. F., Khuu, V., Cook,
P., Ghosh, D., Erlandson, K. M., and Webel, A. R. (2025). Moderate-to-Vigorous Physical Activity
or Sedentary Time: Which Is Associated with Physical Function, Cardiorespiratory Fitness, and
Frailty in People with HIV, in preparation.

Ghosh, D. and Wang, Y. (2025). Depth-aware multivariate sufficient dimension reduction, in prepa-
ration.

Chauhan, L., Ghosh, D., Ances, B., Tassiopoulos, K., Wu, K., Weinberg, A., and Erlandson, K. M.
(2025). CMV Immune Responses and Subsequent Cognitive Impairment in People with HIV, in
preparation.

Publications which have not received peer review:

Cruz-Cortés, E.. and Ghosh, D. (2023). Comment on ‘Experimental Evaluation of Algorithm-
Assisted Human Decision-Making: Application to Pretrial Public Safety Assessment’ by Imai et al.,



Journal of the Royal Statistical Society Series A, Volume 186, Issue 2, April 2023, Pages 203204.
https://doi.org/10.1093/jrsssa/qnad017

Ghosh, M. and Ghosh, D. (2022). Comment on ‘Bayesian Restricted Likelihood Methods: Condi-
tioning on Insufficient Statistics in Bayesian Regression’ by Lewis et al., Bayesian Analysis 16(4):
1448 — 9.

Cruz-Cortés, E., Yang, F., Juaréz-Colunga, E., Warsavage, T., and Ghosh, D. (2021). Comment
on ’Statistical Modelling: the Two Cultures’ by Leo Breiman. Observational Studies 7(1), 41-57.
https://dx.doi.org/10.1353/0bs.2021.0021

Ghosh, D. and Cho, Y. (2020). Bridging linearity-based and kernel-based sufficient dimension
reduction. Available at https://arxiv.org/abs/2010.15009.

Ghosh, D. and Cho, Y. (2020). Predictive directions for individualized treatment selection in clinical
trials. Available at https://arxiv.org/abs/1807.03375.

Bennett, T. D., Russell, S., King, J., Schilling, L. D., Voong, C., Rogers, N., Adrian, B., Bruce, N.,
and Ghosh, D. (2019). Sepsis detection by the Epic sepsis model versus an early warning score.
Available at http://arxiv.org/abs/1902.07276.

Smith, K., Ghosh, D., Pollard, K. A., and De, S. (2018). A computational framework for detecting
signatures of accelerated somatic evolution in cancer genomes. Available at
https://www.biorxiv.org/content/early/2017/08/16/177261

Kechris, K. and Ghosh, D. (2017). Discussion on ‘Statistical contributions to bioinformatics: de-
sign, modelling, structure learning and integration’ by J. S. Morris and V. Balandandayuthapani.
Statistical Modelling 17, 327 — 331.

Daniels, M., Frangakis, C., Charu, V. and Ghosh, D. (2015). University of Pennsylvania sev-
enth annual conference on statistical issues in clinical trials: Current issues regarding the use of
biomarkers and surrogate endpoints in clinical trials (morning panel discussion). Clin Trials. 2015
Aug;12(4):323-32.

Ghosh, D. (2008). Progression-free survival as a surrogate for overall survival: a new paradigm
for surrogacy?. Technical Report, Department of Statistics, Penn State University.

Ghosh, D. and Chinnaiyan, A. M. (2005). Statistical methods for identification of tumor progression
genes in microarray data. Technical Report, Department of Biostatistics, University of Michigan.

Ghosh, D. (2005). Semiparametric methods for the binormal model with multiple biomarkers.
Technical Report, Department of Biostatistics, University of Michigan.

Shen, R., Ghosh, D. and Chinnaiyan, A. M. (2004). A two-stage mixture model for meta-analysis
of microarray data. Technical Report, Department of Biostatistics, University of Michigan.

Ghosh, D. (2004). Model checking techniques for regression models in cancer screening. Techni-
cal Report, Department of Biostatistics, University of Michigan.



Chen, W., Ghosh, D., Raghunathan, T. E. and Kardia, S. (2004). A Bayesian method for selection
of genomic interactions. Technical Report, Department of Biostatistics, University of Michigan.
(Note: This paper won Wei Chen an ENAR student travel award in 2003).

Chapters of books

Ghosh T, Zhang W, Ghosh D, Kechris K. Predictive Modeling for Metabolomics Data. Methods
Mol Biol. 2020;2104:313-336. doi: 10.1007/978-1-0716-0239-3_16. PMID: 31953824; PMCID:
PMC7423323.

Reinhold, D., Pielke-Lombardo, H., Jacobson, S., Ghosh, D. and Kechris, K. (2018). Pre-analytic
considerations for mass spectrometry based untargeted metabolomics data. In A. D’Alessandro
(Ed.), Methods for Molecular Biology. Methods Mol Biol. 2019;1978:323-340. doi: 10.1007/978-
1-4939-9236-2_20. PubMed PMID: 31119672.

Coffman, D. L., MacKinnon, D. P, Zhu, Y., and Ghosh, D. (2016). A comparison of potential out-
comes approaches for assessing causal mediation. In H. He, P. Wu, and D.-G. Chen (Eds.), Sta-
tistical Causal Inferences and Their Applications in Public Health Research. New York: Springer.

Ghosh, D. and Girirajan, S. (2014). Statistical considerations in the analysis of rare variant data.
In Statistical Analysis of Next-generation Sequencing Data, ed: S. Datta and D. Nettleton. New
York: Springer-Verlag, Chapter 20.

Poisson, L. M. and Ghosh, D. (2013). Functional enrichment methods: a review. In Advances in
Statistical Bioinformatics, ed: Kim-Anh Do, Steve Qin, and Marina Vannucci. Cambridge University
Press: Cambridge. Chapter 21.

Ghosh, D, Lee, S., and Park, T. (2010). Statistical models, inference and algorithms for large-scale
biological data analysis. In Statistical Bioinformatics, ed: Jae K. Lee. New York: Wiley-Blackwell:
185 —199.

Ghosh, D. (2009). Oncogenic outlier detection in high-throughput data. In Statistical Methods for
Microarray Data Analysis, eds: A. Yakovlev, D. Gaile, and L. Klebanov. Humana Press.

Ghosh, D., Rhodes, D. and Chinnaiyan, A. M. (2009). Combining genomic data in human studies.
In Meta-analysis and Combining Information in Genetics and Genomics, eds: D. B. Allison and R.
Guerra. Chapman and Hall/CRC Mathematical and Computational Biology.

Ghosh, D. (2008). Multiple testing procedures under confounding. In Beyond Parametrics in
Interdisciplinary Research: Festschrift in honor of Prof. Pranab K. Sen, eds: M. Silvapulle, E.
Pena and N. Balakrishnan. IMS Monograph Series: 243 — 256.

Choi, H. and Ghosh, D. (2008). A comparison of meta-analysis methods for gene expression data.
In Statistical Advances in the Biomedical Sciences, eds: A. Biswas, S. Datta, J. P. Fine and M. R.
Segal. Wiley: 200 - 215.

Ghosh, D. (2000). Response conditional models for correlated binary data. In Perspectives in
Statistical Science, ed. A.K. Basu et al. New Delhi: Oxford University Press, pp. 138—152.



Ghosh, D. (1996). Summer Intern Project: Analysis of Clinical Trial M92-822. Technical Report,
Division of Clinical Statistics, Abbott Laboratories.

Nonrefereed Publications:

Ghosh, D. (2024). Review of Object-Oriented Data Analysis by lan Dryden and J. Stephen Marron.
International Statistical Review, to appear.

Ghosh, D. (2023). Review of Data Conscience: Algorithmic Siege on Our Humanity by Brandeis
Hill Marshall. International Statistical Review, to appear.

Ghosh, D. (2022). Review of Fundamentals of Causal Inference in R by Brumback. International
Statistical Review, to appear.

Ghosh, D. (2021). Review of Surrogates: Gaussian Process Modeling, Design, and Optimization
for the Applied Sciences by Gramacy. International Statistical Review, to appear.

Ghosh, D. (2021). Review of Statistical Inference Via Convex Optimization by Juditsky and Ne-
mirovskii, International Statistical Review, to appear.

Ghosh, D. (2017). Review of Statistical Analysis of Proteomics, Metabolomics, and Lipidomics
Data Using Mass Spectrometry by Datta and Mertens, International Statistical Review, to appear.

Sreekumar A, Poisson LM, Rajendiran TM, Khan AP, Cao Q, Yu J, Laxman B, Mehra R, Lonigro
RJ, Li Y, Nyati MK, Ahsan A, Kalyana-Sundaram S, Han B, Cao X, Byun J, Omenn GS, Ghosh D,
Pennathur S, Alexander DC, Berger A, Shuster JR, Wei JT, Varambally S, Beecher C, Chinnaiyan
AM. (2010). Re: Florian Jentzmik, Carsten Stephan, Kurt Miller, et al. Sarcosine in Urine after
Digital Rectal Examination Fails as a Marker in Prostate Cancer Detection and Identification of
Aggressive Tumours. Eur Urol.

Ghosh, D. (2009). Review of Modern Multivariate Statistical Techniques by A. lzenman. Biometrics
65, 990 — 991

Ghosh, D. (2009). Letter to the Editor on “Effect of preventive supplementation with ready-to-use
therapeutic food on the nutritional status, mortality, and morbidity of children aged 6 to 60 months
in Niger: a cluster randomized trial,” Journal of the American Medical Association 301, 2208 —
2209.

Wang, X., Ghosh, D. and Chinnaiyan, A. M. (2005). Response to “Autoantibody signatures in
prostate cancer.” New England Journal of Medicine 26, 2816 — 2817.

Ghosh, D. (2002). Review of Statistical Aspects of the Design and Analysis of Clinical Trials, by B.
S. Everitt and A. Pickles. Controlled Clinical Trials 23, 299 — 300.

Ghosh, D. (2001). Review of Post-genome informatics, by M. Kanehisa. Statistical Methods in
Medical Research 10, 241-242.

Ghosh, D. (2001). Review of Analysis of Multivariate Survival Data, by P. Hougaard. Statistical



Methods in Medical Research 10, 306—307.
Current Grants

NSF SES-2149492 (Ghosh, P.I.) 9/1/22 - 8/31/25

Empirical and Causal methods for heterogeneous data fusion

Total $94,000.00/year

In this proposal, the Pl and team will focus their research in two areas. The first will be to develop
a unified weighted regression framework and attendant theory for heterogeneous data fusion and
its extensions to multiple data sources. Second, we will develop new causal inferential approaches
for heterogeneous data fusion. In addition, there will be meaningful educational impact in terms
of (a) dissemination of the research findings through software, coursework and research and (b)
training of graduate students at the University of Colorado.

Role: Principal Investigator

Lupus Research Alliance Global Team Science Award (Hsieh/Casanova/Vogel/Jackson/Hodgin/Ghosh,
P..), 10/1/23 - 9/30/26

Genetic and immunological determinants of childhood lupus nephritis

Total: $1,000,000/year

Systemic lupus erythematosus (SLE) is a multi-organ rheumatologic disease with heightened renal
disease incidence and severity in children. Unfortunately, few children with childhood-onset lupus
nephritis (cLN) achieve complete remission using available therapies, resulting in accumulating
damage and progression to chronic kidney disease. The objective of this proposal is to determine
the precise molecular, cellular, and histopathological features of cLN in a manner that is spatially
localized within kidney stromal compartments, and to correlate these with clinical outcomes.
Role: co-Principal Investigator (Hsieh, contact Pl)

Colorado Resource Center for Tribal Epidemiology Centers

(Manson/O’Connell, P.I.), 7/15/22 - 3/30/27

Total: $2,192,901/year

Despite their potential to advance the research agenda regarding American Indian/Alaska Native
health disparities, Tribal Epidemiology Centers have fallen short of this promise due to limited
scientific capacity. The Center will mobilize a wealth of resources to enable them to contribute
significantly to such research.

Role: co-Investigator

Completed Funding

NIH U01 DK133113 (Thurman and Hsieh, P.l.) 9/15/22 - 6/30/24

Spatial Mapping of Proteomic and Transcriptional Signatures in Kidney Disease

Total: $556,000/year

We propose to utilize complementary spatial protein and RNA technologies to generate com-
prehensive tissue atlases for AKI and CKD. We will pursue the following specific aims: Aim 1.
Generate a kidney cellular map via phenotypic and functional protein expression profiling. We will
analyze biopsies using Multiplexed lon Beam Imaging (MIBI), which detects 40+ protein targets
at single-cell resolution (250 nm) with tissue-specific spatial information. Aim 2. Generate a kid-
ney morphological map via phenotypic and functional gene expression profiling. We will analyze
biopsies using Visium Spatial Transcriptomics (ST), which provides the whole transcriptome with



morphological context. Aim 3. Generate an integrated cellular and molecular protein and gene
expression kidney atlas. We will apply statistical and bioinformatic approaches to integrate the
results from Aims 1 and 2 to create a composite map of the cellular protein and transcriptional
expression profiles in the kidney.

Role: Co-Investigator

NIH U01CA235488-01 (MPIs: K. Kechris-Mays, D Ghosh), 8/15/18 - 8/31/23

Addressing Sparsity in Metabolomics Data Analysis

Total: $275,000/year

In this proposal, we will consider sparsity that occurs in a variety of steps in the metabolomics
preprocessing pipeline: i.e, in preprocessing, nhormalization, differential expression and pathway
analysis. We will develop new statistical and computational tools to handle sparsity that occurs in
the various steps of metabolomics data analysis.

Role: Principal Investigator

NIH U01 Al141919 (Weinberg) 01/01/2019-12/31/2023

Persistence of Protection Conferred by Shingrix Against Herpes Zoster in Older Adults

This proposal aims to study local and systemic transcriptomic and epigenetic changes in response
to shingrix vaccination with two different types of vaccines.

Role: co-Investigator

NIH RO1 HL142049 (Carlson/Maier/Fingerlin) 04/01/2019 — 03/31/2023

Novel integrative approaches for disease phenotyping, utilizing radiomics in Sarcoidosis

The goals of this proposal are to develop reproducible radiographic phenotypes of pulmonary
sarcoidosis and integrate radiographic data with clinical data, genetic variants and transcriptional
signatures, redefining sarcoidosis biomarkers.

Role: Co-Investigator

NSF DMS-1914937 (Ghosh, P.l.) 9/1/19 - 8/31/22

New methods in high-dimensional causal inference

Total $50,000.00/year

In this proposal, the Pl and team will focus their research in two areas. The first will be to un-
derstand the implications of deep learning algorithms and their performance on foundational as-
sumptions for the popular potential outcomes model. The second part of the grant will deal with
developing scalable algorithms for causal effect estimation. New computationally scalable algo-
rithms for causal effect estimation will be developed as part of this proposal.

Role: Principal Investigator

NIH RO1CA129102 (MPlIs: J. M. G. Taylor, University of Michigan; D. Ghosh), 01/01/09 - 12/31/2022
Statistical Methods for Cancer Biomarkers

Total: $100,000/year (UC-Denver subcontract)

This grant proposes new semiparametric and nonparametric modelling procedures with applica-
tions to cancer biomarkers. The aims are the following: (a) Development of semiparametric and
nonparametric multivariate isotonic regression modelling procedures for biomarkers; (b) Develop-
ment of statistical methods for the analysis of surrogate endpoints in a single-trial and multiple-trial
framework; (c) Development of hybrid model averaging methods and attendant projection-based
framework for combining biomarkers to optimize predictive accuracy.

Role: Principal Investigator (Pl of UC-Denver subcontract)



NIH R01 CA221282 (Ford/Zhao, MPI) 07/01/2017-06/30/2022

Role of Eya3 in regulating the immune microenvironment to promote breast tumor progression

In this proposal we will test the hypothesis that Eya3 regulates breast tumor growth and pro-
gression via its ability to recruit PP2A, leading to increased levels of PD-L1 and a diminished
tumor-specific T-cell response.

Role: Biostatistician

NIH RO1 CA224867 (Ford) 08/01/2018 - 05/31/2022

Examining the EYA2/MYC axis in Group 3 Medulloblastoma

Work in this proposal will test a new model for medulloblastomas and will test the roles of EYA2
and Myc in a subpopulation of medulloblastomas.

Role: Biostatistician

R21 CA237493 (Xing) 04/01/2019/-03/31/2021

NIH/NCI $275,000/2 years

Development and Dissemination of KiNet: a novel imaging informatics tool for gastrointestinal and
pancreatic neuroendocrine tumors In this proposed research, we seek to develop and disseminate
a novel deep learning-based imaging informatics system, KiNeT, specifically for better automated
Ki67 LI measurement in Gl and pancreatic NETs. It will use deep fully convolutional networks to
develop an end-to-end, pixel-to-pixel model for single-stage Ki67 LI assessment.

Role: co-Investigator

NIH RO1GM117946 (MPIs: M. Epstein, Emory University; D Ghosh) 1/1/16 - 12/31/19

Statistical Tests for Mapping Genetic Determinants of Complex Traits

Total $125,000/year (UC-Denver subcontract)

Genome-wide association studies (GWAS) and next-generation sequencing (NGS) projects have
uncovered only a limited number of trait-influencing loci. While large increases in sample size will
improve power to detect such variation, the ascertainment and sequencing/genotyping of such
samples are costly and inefficient. Therefore, it is desirable to increase power to detect such
variants without requiring additional sample collection. We propose novel methods for improved
gene mapping of common and rare susceptibility variants that move beyond standard strategies
typically applied to GWAS and NGS studies of complex traits.

Role: Principal Investigator (P1 of UC-Denver subcontract)

NSF ABI-1262538 (Ghosh, P.I.) 7/1/13 - 3/31/17

Multivariate Statistical Methods for Genomic Data Integration

Total $177,027.00/year

This research focuses on multivariate methods of analysis with high-dimensional genomic data,
with the goal of prioritizing the genome for further study. Two classes of problems will be studied
during the course of the project. The first is Hidden Markov Models and the second is multiple
testing procedures, whose use have become commonplace with genomic datasets. This project
proposes novel multivariate extensions of both types of method with a goal of being characterized
by sound theoretical statistical principles while simultaneously being computationally feasible on
big datasets. The methodology will be evaluated using several real datasets as well as through
simulation studies.

Role: Principal Investigator

NIH 1T32GM102057-01A1 (MPIs: R. Hardison, D. Ghosh, and C. Shashikant, Penn State Univer-



sity), 07/01/13 - 06/30/14

Total: $80,713/Year 1

Computation, Bioinformatics, and Statistics (CBIOS) Training Program

Genomic data are transforming how scientists in medicine and basic science conduct research.
The advancement of genome science requires a new generation of scientists with strong com-
putational and statistical skills and the ability to effectively interact with experimentalists. The
proposed Penn State Computation, Bioinformatics, and Statistics (CBIOS) Training Program will
prepare a cadre of investigators to think innovatively and keep pace with the quickly evolving land-
scape of high throughput genomic technologies. The program faculty are interdisciplinary and
highly collaborative, with expertise in computation, bioinformatics, statistics, functional, medical,
and evolutionary genomics. Learning these discipline-crossing skills will make trainees competi-
tive for future careers in emerging and rapidly advancing fields of comparative, systems, statistical
and medical genomics.

Role: Co-Director/Principal Investigator

NIH UL1RR033184 (PI: L. Sinoway, Penn State University/Penn State College of Medicine), 09/01/11
- 06/30/2014

Penn State Clinical and Translational Institute

Total: $5,468,625/year

This proposal describes the newly created Penn State Clinical and Translational Science Institute
(CTSI). The overarching goal of our CTSlI initiative is to revitalize the health science research and
education enterprise at our University to better enable it to deliver on the promise of improved
health.

Role: Biostatistician

NIH R0O1GM066411-05A2 Omiecinski (P1) 12/15/09 — 11/30/2013

Functional Analysis of Nuclear Receptor Variants

Total: $314,000/year

In this grant, our studies will characterize the roles of a novel series of receptor proteins that
interact with pharmaceuticals and environmental chemicals and function to regulate the liver’s
capacity to metabolize substances. These receptors are termed constitutive androstane receptors
and are part of a battery of sensing proteins that exist with liver cells to assist in processing the
nature of the cell’s chemical environment so that it can better tune its ability to detoxify chemicals
we are exposed to.

Role: Co-Investigator

NIH/NSF 1 R01 GM72007 (PI: D. Ghosh), 09/01/04 — 08/31/10

Statistical Methods for the Analysis of Functional Genomic Data

Total: $150,000/year

The goal of this project is to develop statistical and bioinformatic procedures for the modeling
of complex high demensional biological data with an emphasis towards incorporating functional
biological knowledge.

Role: Principal Investigator

Co-Investigators: A. Chinnaiyan (Univ. of Michigan, 2004-2007), F. Pugh (Penn State, 2007 -
2008)

NIH 5R01HG003618 (PI: M. Epstein, Emory University), 09/27/07 — 08/26/2009
Novel Statistical Methods for Human Gene Mapping



Total: $200,000/year

This grant proposes a set of such statistical methods that either address novel problems or improve
existing solutions to problems in human gene mapping studies. These proposed methods are ap-
plicable to a variety of genetic studies as they address topics in linkage, linkage disequilibrium, and
high-dimensional genetic analyses of complex diseases and disease-related quantitative traits.
Role: Co-investigator

Collaborators: M. Epstein (Emory University)

NIH/NCRR M01 RR00042 (Omenn), 03/01/01 — 02/28/06

General Clinical Research Center

Total: $145,749

The major goals of this project are to review protocols and consult on biostatistical and bioinfor-
matic aspects of investigations that use the General Clinical Research Center.

American Cancer Society RSG-02-179-MGO (Chinnaiyan), 07/01/02 — 06/30/06

Molecular Classification of Prostate Cancer

Total: $37,792.33

The major goal of this project is to advise researchers on the design, analysis and conduct of
high-throughput studies in prostate cancer involving gene and protein expression microarrays.

NIH/NHLBI P30 CA46592 (Wicha), 06/01/99 — 05/31/04

Cancer Center Support Grant (Biostatistics Core)

Total: $69,323

The major goal of this project is to provide statistical support to University of Michigan Cancer
Center researchers in the areas of design, analysis and interpretation of data.

MUNN IDEA Grant (Ghosh) 7/1/02 — 6/30/03
Total: $20,000
The goal was to develop Bayesian and penalized regression models for the classification of tumors.

Prostate SPORE Seed Grant (Ghosh) 7/1/02 — 6/30/03
Total: $10,000
The goal was to develop Bayesian and penalized regression models for the classification of tumors.

NIH P60 DK20572 (Herman), 12/01/02 to 11/30/07

Michigan Diabetes Research and Training Center

Total: $ 92,498.76

The major goal of this project is to advise diabetes researchers on statistical issues related to the
use of microarrays.

NIH RO3 A1054406A (Zhang), 04/01/03 to 03/31/05

Library on a Chip: Bacterial Strain Microarray

Total: $5,636

The major goal of this project is to array the genomes of a library of bacterial strains on a single
chip that can be probed for the presence or absence of specific genes and for the allelic variations
of the genes.

NIH P50 CA069568 (Pienta), 04/01/03 to 05/31/08



SPORE in Prostate Cancer

Total: $45,450

The major goal of this project is to provide statistical support to University of Michigan Cancer
Center researchers in the areas of design, analysis and interpretation of data in prostate cancer
studies.

Invited Talks

1. “Distances and sufficiency in the age of Al”:
« Joint Statistical Meetings, Nashville, Tennessee, August 7, 2025.
2. “Doubly robust sufficient dimension reduction with censored data”:
+ WNAR Annual Conference, Whistler, British Columbia, June 17, 2025.
3. “Reproducibility in stAtlstics”
* |ISA Annual Conference, Lincoln, NE, June 12, 2025.
4. “Statistical genetics and genomics: past, present, future”:

» ASA Section on Statistical Genetics and Genomics Annual Meeting, Minneapolis, Min-
nesota, May 23, 2025.

5. “Navigating spatially-resolved cell imaging data: marrying deep learning and statistics”:

» Department of Biostatistics, Virginia Commonwealth University, April 25, 2025.

» Department of Applied Mathematics and Statistics, Colorado School of Mines, March
4, 2025.

» Department of Statistics, Florida State University, September 16, 2022.
6. “Coarsened Confouding for Causal Inference”:

+ Center for Causal Inference, University of Pennsylvania, December 12, 2024.
7. “Adapting ecological concepts to the modeling of single-cell data”:

+ Joint Statistical Meetings, Portland, Oregon, August 8, 2024.
8. “Gaussian process modeling of single-cell data”:

+ Western North American Region Meeting, Ft. Collins, Colorado, June 11, 2024.

» ASA Section on Statistical Genetics and Genomics Conference, Pittsburgh, PA, May 1,
2024.

9. “Navigating spatially-resolved cell imaging data”:
» Department of Biostatistics, Memorial Sloan Kettering, November 3, 2021.
10. “Introduction to Causal modelling in biomedical research”:

» Western North American Region Outreach Seminar Series, July 16, 2021.



11.

12.

13.

14.

15.

16.

17.

18.

19.

20.

“Enhancing interpretability of machine learning tools in radiomics”:

+ Joint Statistical Meetings, August 5, 2020.
» Western North American Region Meeting, June 15, 2021.

“Surprises in high-dimensional causal inference”:

» Department of Biostatistics, University of Michigan, November 14, 2019.

« Biostatistics Group, Division of Cancer Epidemiology and Genetics, National Cancer
Institute, September 7, 2020.

* Quantitative Sciences Group, Department of Medicine, Stanford University, November
11, 2020.

“Evaluating reproducibility with high-dimensional data”

» Department of Computational Medicine and Biology, University of Michigan, Wednes-
day, November 13, 2019.

“Revisiting propensity scores”:
* University of Colorado Data Science to Patient Value (D2V) seminar, May 21, 2019.
“Sufficient dimension reduction and covariate overlap in causal inference”:

» 10th International Triennial Calcutta Symposium in Statistics, Calcutta University, De-
cember 28, 2018.

» Department of Biostatistics, Mailman School of Public Health, Columbia University,
November 14, 2018.

“Thinking causally with high-dimensional databases”:

* Institute for Mathematics and its Applications, Minneapolis, Minnesota, November 6,
2018.

« Canadian Statistical Science Institute-National Institute of Statistical Science Health
Data Science Workshop, May 7, 2021.

”"Building multi-scale kernels for fMRI data using the Morlet transform”
+ Joint Statistical Meetings, Baltimore, Maryland, August 1, 2017.
“Outlier profile analysis, with applications to cancer”:

« Biostatistical Modelling: A Conference in Honor of Jeremy Taylor’s 60th Birthday, Ann
Arbor, MI, June 10, 2017.

“Model selection and estimation in causal inference”:

« Division of Biostatistics, University of Indiana, Indianapolis, IN, April 21, 2017.
« Division of Biostatistics, Ohio State University, Columbus, OH, April 14, 2017.

“Big data: what are they and where are we headed with them”:



» Keynote Speaker, ACCORDS Workshop on Big Data, Anschutz Medical Campus, Oc-
tober 13, 2016.

21. “Some applications of machine learning methods to causal inference”:
» Keynote Session, International Indian Statistical Association, Corvallis, OR, August 20,
2016.
« Division of Biostatistics, University of Minnesota, Minneapolis, MN, April 6, 2016.

« Statistics Research Seminar, Department of Mathematical and Statistical Sciences, UC
Denver, Denver, CO, March 29, 2016.

+ Division of Biostatistics, University of Miami, Miami, FL, October 20, 2015.
22. “Kernel machine methods: back to the future”:

 Collogium, Department of Statistics, Colorado State University, Ft. Collins, CO, Decem-
ber 5, 2016.
* Myrto Lefkopolou Distinguished Lecture, Department of Biostatistics, Harvard School
of Public Health, Boston, MA , September 24, 2015.
23. “Stacking, support vector machines and censored data”:

+ Graybill/International Chinese Student Association Conference, Ft. Collins, Colorado,
June 16, 2015.

24. “Funding for NIH grants: a reviewer’s perspective”:

* ENAR Junior Researchers Workshop, Miami, Florida, March 15, 2015.
 Graybill/International Chinese Student Association Conference, Ft. Collins, Colorado,
June 16, 2015.
25. “Kernel machine methods for high-throughput data”:
» Computational Biosciences Seminar Series, University of Colorado Health Sciences
Center. Aurora, Colorado, February 2, 2015.

» Beyond Bioinformatics Workshop, Statistical and Applied Mathematical Sciences Insti-
tute, September 14, 2014.

26. “Measurement, inference and statistical science in the age of ‘Big Data’ ”:
* American Public Health Association Annual Meeting, Boston, MA, November 5, 2013.
27. “Multivariate statistical methods for genomic data integration”:

» Department of Statistics, University of Pennsylvania, Philadelphia, PA, March 27, 2014.

» Department of Biostatistics and Medical Informatics, University of Wisconsin, January
7,2014.

» Department of Biostatistics and Informatics, University of Colorado, December 16, 2013.

Department of Biostatistics, University of Florida, November 14, 2013.

+ Joint seminar, Department of Biostatistics and Division of Oncology Biostatistics, Johns
Hopkins University, August 28, 2013.



28. “Penalized regression methods for variable selection in causal inference”:
+ Joint Statistical Meetings, Montreal, Canada, August 5, 2013.
29. “Data-adaptive modelling of propensity scores for causal inference”:

+ Division of Biostatistics, Penn State College of Medicine, Hershey, PA, November 15,
2012.

30. “Kernel Machines: an overview and recent developments”:

» Department of Biostatistics, University of Michigan, Ann Arbor, MIl, November 1, 2012.

» Department of Biostatistics, M. D. Anderson Cancer Center, Houston, TX, February 19,
2013.

31. “Multivariate multiple testing procedures, with applications to finding gene fusions in TCGA
data™

« Joint Statistical Meetings, San Diego, CA, August 1, 2012.
32. “Introducing shrinkage into the Benjamini-Hochberg procedure”:

+ International Chinese Statistical Association Applied Conference, Boston, MA, June 24,
2012.

33. “Multiple testing procedures in neuroimaging genomics”:
» ENAR Annual Spring Meeting, Washington, DC, April 4, 2012.
34. “Extending the Benjamini-Hochberg procedure using spacings”:

» Department of Biostatistics, University of Pittsburgh, Pittsburgh, PA, January 19, 2012.
» Department of Statistics, University of South Carolina, Columbia, SC, February 1, 2012.

» Department of Biostatistics, University of North Carolina, Chapel Hill, NC, February 22,
2012.

« Biostatistics Research Branch, National Institute of Allergy and Infectious Diseases,
Bethesda, MD, March 13, 2012.

35. “Meta-analysis of genomic data and multiple testing”:

» Cancer Biostatistics Seminar, Department of Biostatistics, University of Michigan, Ann
Arbor, MI, November 2, 2012.

« Starr Lectureship, Department of Biostatistics, Brown University, Providence, RI, Novem-
ber 14, 2011.

+ Division of Biostatistics, Vanderbilt University, Nashville, TN, November 16, 2011.
36. “A multivariate Benjamini-Hochberg procedure, with applications to genomics”:

+ Indian International Statistical Association meeting, Raleigh, NC, March 24, 2011.
37. “What can machine learning do for you? Algorithmic approaches to causal inference”:

» Methodology Center, Brownbag Seminar, Penn State University, February 21, 2011.



38.

39.

40.

41.

42.

43.

44,

45.

46.

47.

“Risk prediction: model averaging, stability and calibration”:

« Division of Oncology Biostatistics, Johns Hopkins University, Baltimore, MD, February
17, 2011.

“Multiple testing: a view using spacings”:

» Winter Workshop on high-dimensional data analysis, University of Florida, Gainesville,
FL, January 14, 2011.

“Identification of copy number-associated gene expression alterations in microarray experi-
ments”:

+ Joint Statistical Meetings, Washington, D. C., August 4, 2009.
“Kernel machine-based methods in genomics”:
* Rao Prize Conference, Penn State University, University Park, PA, May 22, 2009.

“Model-based meta-analysis for analysis of data from chromatin immunoprecipitation exper-
iments”:

+ Division of Biostatistics, University of Southern California, Los Angeles, CA, July 23,
2009.

» IMS Asia/Pacific Rim Meeting, Seoul, South Korea, June 29, 2009.

» Department of Biostatistics and Bioinformatics and Human Genetics, Emory University,
Atlanta, GA, April 23, 2009.

+ Division of Statistical Sciences, Cornell University, Ithaca, NY, April 1, 2009.

“Hierarchical Hidden Markov model-based meta-analysis of data from chromatin immuno-
precipitation experiments”:

» Department of Human Genetics, UCLA, Los Angeles, CA, October 13, 2008.
“Genomic outlier profile analysis with estimated null distributions”:

* Biostatistics and Medical Informatics, University of Wisconsin, Madison, WI, September
26, 2008.

“Statistical issues in the design and analysis of ‘-omics’ studies”:

* Bioinformatics and Medical Informatics Retreat, Penn State College of Medicine, Her-
shey, PA, January 22, 2008.

“Multiple testing procedures in genomic studies”:
« Silver Platinum Jubilee, Indian Statistical Institute, Calcutta, India, January 3, 2008.
“Kernel machines, mixed models and genomic studies”:

« Division of Biostatistics, Yale University, New Haven, CT, September 25, 2007.

» Center for Comparative Genomics and Bioinformatics, Penn State University, University
Park, PA, September 19, 2007.



48.

49.

50.

51.

52.

53.

54.

55.

56.

57.

» Department of Biological Statistics and Computational Biology, Cornell University, Septem-
ber 12, 2007.

“Statistical methods for the analysis of phage epitope array data”:

« Statistics for Biomolecular Data Integration and Modeling Workshop, Ascona, Switzer-
land, June 11, 2007.

* Interface meeting, Philadelphia, PA, May 25, 2007.
“Integrating copy number and gene expression microarray datasets”:

» Department of Epidemiology and Biostatistics, Memorial Sloan Kettering, New York
City, New York, May 9, 2007.

“Towards inference of chromosomal aberrations from genomic data”:

» Department of Bioinformatics and Computational Biology, M. D. Anderson Cancer Cen-
ter, Houston, Texas, October 2, 2006.

“Joint modelling of copy number and mRNA microarray data”™
+ 2007 ENAR annual meeting, Atlanta, Georgia, March 12, 2007.
“Statistical Methods for Integration of Copy Number and transcript mRNA data”:

» Department of Statistics, Rice University, Houston, Texas, February 5, 2007.

» Department of Biostatistics, Bioinformatics and Biomathematics, Georgetown Univer-
sity, Washington, D. C., September 1, 2006.

+ Joint Statistical Meetings, Seattle, Washington, August 8, 2006.
“Statistical Methods for Analysis of Genomic/Proteomic Data in Complex Tissue”:

« Statistical Society of Canada, University of Western Ontario, London, Ontario, May 29,
2006.

“Meta-analysis of genomic data and multiple testing”:

» Department of Statistics, Pennsylvania State University, State College, PA, March 14,
2006.

» Department of Mathematics and Statistics, University of Windsor, Windsor, Ontario,
March 9, 2006.

“Introduction to Statistical Methods for Genomic Data Analysis”:

 Association of Molecular Pathology Annual Meeting, Phoenix, Arizona, November 11,
2005.

“Multiple testing and shrinkage estimation”:
» Multiple Comparisons Procedures, Shanghai, China, August 18, 2005.
“Towards inference of chromosomal aberrations from genomic data”:

+ Joint Statistical Meetings, Minneapolis, Minnesota, August 10, 2005.



58.

59.

60.

61.

62.

63.

64.

65.

66.

“Combining Genomic Data in Human Cancer Studies”:

« Division of Oncology Biostatistics, Department of Oncology, Johns Hopkins University,
Baltimore, Maryland, March 1, 2006.

» Mathematical Biosciences Institute, Columbus, Ohio, April 22, 2005.
“Semiparametric Support Vector Machines for Gene Expression Data”:

+ Joint Statistical Meetings, Toronto, Canada, August 8, 2004.
« Institute for Pure and Applied Mathematics, UCLA, June 4, 2004.

“Association Models for Bivariate Censored Data”:

« Division of Biostatistics, Cleveland Clinic, April 23, 2004.
« Division of Biostatistics, Columbia University, March 4, 2004.

“Statistical Methods for Chromosomal Localization using Gene Expression Data”:

» Department of Biostatistics, University of Pittsburgh, February 17, 2005.

« Division of Biostatistics, University of Minnesota, March 22, 2004.

+ Division of Biostatistics, Columbia University, March 3, 2004.

» Department of Statistics, University of Tennessee-Knoxville, January 23, 2004.

Statistical Methods in Bioinformatics Seminar Series, Brown University, November 10,
2003.

“Statistical Methods for Clustering Microarray Data in Cancer Studies”:

« First Canadian Workshop on Statistical Genomics, Toronto, Canada, September 3,
2003.

“Statistical Methods for the Analysis of Microarray Data”:
» East Tennessee State University, January 22, 2004.
“ Global cross ratio models for bivariate censored data”:

« Fifth Triennial Symposium on Statistics, Calcutta University, Calcutta, India, December
29, 2003.

» Department of Biostatistics, Johns Hopkins University, April 30, 2003.
“Meta-analysis of microarray data”™

* Bioinformatics Seminar Series, Department of Statistics, Purdue University, February
1, 2005.

* Biostatistics Seminar Series, Department of Statistics, University of Wisconsin-Madison,
November 12, 2004.

* International Indian Statistical Association Meeting, Dekalb, IL, June 14, 2002.
« Joint Statistical Meetings, New York City, NY, August 8, 2002.

“Penalized Regression Models for the classification of tumors from microarray experiments”:



67.

68.

69.

70.

71.

72.

Center for Molecular Medicine and Genetics, Wayne State University, February 20,
20083.

Institute for Pure and Applied Mathematics, UCLA, June 21, 2002.
» Department of Biostatistics, University of Minnesota, May 18, 2002.

+ Training Program in Bioinformatics, Texas A&M University, February 25, 2002.
 Pacific Symposium on Biocomputing, Kauai, Hawaii, January 4, 2002.

“Mixture modelling of microarray data,” Statistics Department, University of Washington, July
13, 2001.

“Semiparametric Analysis of Recurrent Failure Time Data Using Accelerated Rates Models”:
» Department of Epidemiology and Biostatistics, Imperial Cancer Research Fund, Lon-
don, England, June 9, 2002.
« Statistics 2001 Canada Conference, Concordia University, Montreal, Canada, July 2,
2001.

“Semiparametric Analysis of Recurrent Failure Time Data and Dependent Censoring”:

« Joint Statistical Meetings, Atlanta, Georgia, August 7, 2001.
 Fourth Triennial Symposium on Statistics, Calcutta University, Calcutta, India, Decem-
ber 27, 2000.
“Marginal Regression Models for Recurrent and Terminal Events”:
» Department of Biostatistics, M.D. Anderson Cancer Center, Houston, Texas, March 27,
2000.

» Department of Biometry and Epidemiology, Medical University of South Carolina, Charleston,
South Carolina, March 24, 2000.

» Department of Biostatistics, Harvard School of Public Health, Boston, Massachusetts,
March 9, 2000.

» Department of Biostatistics, University of North Carolina, Chapel Hill, North Carolina,
March 6, 2000.

« Division of Biostatistics, University of Minnesota, Minneapolis, Minnesota, March 3,
2000.

» Department of Biostatistics, University of Michigan, Ann Arbor, Michigan, February 24,
2000.

» Department of Statistics, University of Florida, Gainesville, Florida, February 17, 2000.

“Nonparametric Analysis of Recurrent Events and Death,” Society of Clinical Trials Annual
Meeting, Anaheim, California, May 3, 1999.

“Response Conditional Models for Correlated Binary Data,” Third Triennial Symposium on
Statistics, Calcutta University, Calcutta, India, December 27, 1997.

Papers Delivered at Professional Meetings



1. “Machine Learning Methods for Causal Inference,” Contributed Paper, ENAR Spring Meet-
ing, 2006, Tampa, Florida.

2. “Semiparametric Analysis of Recurrent Events and Dependent Censoring,” Contributed Pa-
per, ENAR Spring Meeting, 2001, Charlotte, North Carolina.

3. “Nonparametric Analysis of Recurrent Events and Death,” Contributed Paper, ENAR Spring
Meeting, 1999, Atlanta, Georgia.

Teaching:
University of Michigan:
Biostatistics 646
Biostatistics 699

Biostatistics 503
Biostatistics 560

Data Analysis in Molecular Biology): Winter 2007

Design and Analysis of Biomedical Investigations): Winter 2007
Applied Biostatistics): Fall 2001

Statistical Methods in Epidemiology): Fall 2002, Fall 2003, Fall 2004, Fall 2005
Biostatistics 602 (Biostatistical Inference): Winter 2002, Winter 2003, Winter 2005
Biostatistics 830 (Machine Learning Methods in Biostatistics): Fall 2005

Guest Lecturer in Bioinformatics 526: Fall 2002, Fall 2003

Guest Lecturer in Biostatistics 646 (Data Analysis in Molecular Biology): Winter 2005
University of Michigan Cancer Bioinformatics Short Course Instructor: Summer 2004
Guest Lecturer in Human Genetics 632: Fall 2006

Guest Lecturer in Epidemiology 631: Winter 2007

o~~~ o~~~

Penn State University:

Statistics 525 - Survival Analysis: Spring 2008, Spring 2009

Statistics 505 - Applied Multivariate Statistical Analysis: Fall 2009, Fall 2010, Fall 2011
Statistics 544 - Categorical Data Analysis: Fall 2010

Instructor, Summer School for Astronomers: Summer 2009, Summer 2010, Summer 2011

University of Colorado:

BIOS 6640 - R and Python for Data Science: Spring 2016

BIOS 6640 - R for Data Science: Fall 2019

BIOS 6641 - Causal Analytics in Public Health: Spring 2017

Guest Lecturer in Computational Biosciences 7711 (Intro to Bioinformatics I): Fall 2015 (1 lecture),
Fall 2016 (1 lecture), Fall 2017 (2 lectures), Fall 2018 (1 lecture)

Guest Lecturer in Computational Biosciences 7712 (Intro to Bioinformatics Il): Spring 2016 (2 lec-
tures), Spring 2017 (2 lectures), Spring 2018 (2 lectures)

Service

University of Michigan:



Faculty Search: 2000-2001, 2001-2002, 2005-2006

Candidacy: 2000-2001, 2001-2002, 2003 - 2004, 2005-2006 (chair), 2006 — 2007 (chair)
Statistical Genetics Search Committee: 2001-2002, 2002-2003
Web: 2002-2003

Associate Director, Cancer Biostatistics Training Grant: 2005 — 2006
Faculty-Student Affairs: 2003 - 2004

Microarray Working Group Organizer: 2001 - 2004

Bioinformatics Faculty Search Committee: 2001-2002
Aging/Bioinformatics Faculty Search Committee: 2003-2004
Bioinformatics Executive Advisory Committee: 2004 — 2005
Bioinformatics Graduate Affairs Committee: 2006 — 2007

Chair, Bioinformatics Pilot Grant Award Program: 2006

Genome Sciences Training Grant Faculty: 2001-2007

Genome Sciences Training Grant Review Panel: 2002, 2004, 2007

Penn State University:

Eberly Chair Search Committee: 2007

Cliff Clogg Memorial Lecture Committee: 2008

Ph.D. Qualifying Exam Committee: 2008, 2009
Promotion and Tenure Committee: 2010

Graduate Student Affairs Committee: 2009, 2010, 2011
Admissions Committee: 2010, 2011

Statistics Department Head Search Committee: 2009
Associate Dean Search Committee: 2011

CBIOS Training Grant Co-Director, 2013 — 2014

University of Colorado:

Chair, Space Committee, Colorado School of Public Health, 2014 — 2017

Member, Space Committee, Colorado School of Public Health, 2017 — present

Internal Reviewer, Department of Environmental and Occupational Health, Colorado School of
Public Health, 2015

Chair, Search Committee, Associate Dean for Finance and Administration, Colorado School of
Public Health, 2015

Search Committee, Molecular Diagnostics Laboratory Co-Director, Colorado Center for Personal-
ized Medicine, 2015

Search Committee, Medical Genetics Faculty Position, Colorado Center for Personalized Medicine,
2015

Investigator-Initiated Trial Review Committee, University of Colorado Cancer Center, 2016 — present
Internal Advisory Board, University of Colorado Lung SPORE, 2017

Search Committee, Associate Dean for Diversity, Equity and Inclusion, ColoradoSPH, 2021
Search Committee, Chair, Environmental and Occupational Health, ColoradoSPH, 2021 — 2022,
2022-2023

Shared Resources Oversight Committee, University of Colorado Cancer Center, 2022—present



External:

Statistical Reviewer, Radiology, 2015 — 2017.
Biostatistical Editorial Board, Journal of Clinical Oncology, 2024 — 2026.

Referee for the following journals:

Biometrics, Statistics in Medicine Journal of Multivariate Analysis, Biostatistics, Statistics and
Probability Letters, Lifetime Data Analysis, Bioinformatics, Biometrika, Genome Biology, Journal of
the American Statistical Association - Theory and Methods, Journal of Computational and Graphi-
cal Statistics, IMA Volume Series, Bayesian Statistics 7, Nature Medicine, Diabetes Care, Journal
of Statistical Planning and Inference, Journal of Biological Chemistry, Journal of the American
Statistical Association - Applications and Case Studies, Comptes rendus biologies, Neurocom-
puting, Journal of Multivariate Analysis, American Journal of Pharmacogenomics, Computational
Statistics and Data Analysis, FEBS Letters, Annals of Statistics, Aging Cell, Comparative and
Functional Genomics, Statistical Applications in Genetics and Molecular Biology, New England
Journal of Medicine, IEEE Transactions in Computational Biology and Bioinformatics, Journal of
Clinical Oncology, Journal of Very Large Databases, Journal of National Cancer Institute, BMC
Bioinformatics, Applied Statistics, Lancet, Cancer Epidemiology, Biomarkers and Prevention, Jour-
nal of the Royal Statistical Society Series B, PLOS Genetics, Nucleic Acids Research, American
Journal of Management Science, Journal of Computational and Applied Mathematics, Journal of
Clinical Endicronology and Metabolism, Statistical Advances in the Biomedical Sciences (book,
2 articles), Meta-Analysis in Genetics (book), Statistica Sinica, Journal of Molecular Diagnostics,
Proceedings of the National Academy of Sciences, BMC Developmental Biology, Journal of Pro-
teome Research, Cancer Informatics, Canadian Journal of Statistics, Mammalian Genome, Pacific
Symposium on Biocomputing, International Journal of Biostatistics, Gastroenterology, Statistical
Papers, Genomics, BMC Cancer, Current Molecular Medicine, Statistical Analysis and Data Min-
ing, Statistics and Computing, Neuroimage, Annals of Epidemiology, Journal of Biopharmaceutical
Statistics, American Journal of Epidemiology, Nature, American Statistician, Journal of Proteomics
and Bioinformatics, Nature Medicine, TEST, Journal of Psychiatric Research, JAMA, PLOS One,
Journal of Biomedical Informatics, Clinical Cancer Research, Cancer Research, Computational
and Mathematical Methods in Medicine, Genetic Epidemiology, Genome Medicine, Trends in An-
alytical Chemistry, BMC Medicine, Molecular Psychiatry, Respirology, Stat, Observational Stud-
ies, IEEE Access, Journal of ImmunoTherapy of Cancer, Scientific Reports, Patterns, Pattern
Analysis and Applications, npj Precision Oncology, Nature Computational Science, Briefings in
Bioinformatics, EBioMedicine, Journal of Infectious Diseases, Journal of Intelligent Information
Systems, Academia Oncology, European Journal of Medical Research, Journal of Clinical Oncol-
ogy — Cancer Clinical Informatics, Bioinformatics Advances, Environmental Research

Reviewer for the following conferences/workshops:
Algorithmic Fairness through the Lens of Metrics and Evaluation, Algorithmic Fairness and Trans-
parency, Algorithmic Fairness through the Lens of Causality and Privacy

Invited Session Organizer, 2002 IISA Conference.

IMS Invited Session Organizer, 2003 Spring ENAR meeting.
NSF Grant Reviewer, 2003, 2005.

Book Reviewer, 2003.

Regional Advisory Board Member, ENAR, 2004 - 2006.



European Union Young Research Investigator Award Reviewer, 2004.

Medical Research Council ad hoc Grant Reviewer, 2004.

National Institutes of Health ad hoc Grant Reviewer, 2004, 2006, 2007, 2008, 2009 (2 times),
2015, 2017

National Institutes of Health Challenge Grant Reviewer, 2009.

NSA ad hoc Grant Reviewer, 2006.

University of Cyprus Grant Reviewer, 2006.

Reviewer, Springer-Verlag proposal, 2006.

Utah State University New Faculty Research Grant Reviewer, 2007.

Pennsylvania Department of Health Grant Reviewer, 2007.

Singapore Ministry of Health Reviewer, 2007.

Qatar National Government Grant Reviewer, 2007.

Distinguished Student Paper Award Committee, ENAR, 2007 - 2009, 2015 — 2016.

Panelist, Emerging Design and Analysis Issues in Genomic Studies in

Population Sciences, Harvard School of Public Health, 2008.

Reviewer, Neural Information Processing Systems (NIPS) Conference, 2009.

Reviewer, ASA Statistics in Epidemiology Student Paper Competition, 2009.

U.S.-Israel Binational Science Foundation reviewer, 2010

Netherlands Organization for Health Research and Development reviewer, 2010.

Regular Member, Biostatistical Methods and Research Design (BMRD) Section, National Insti-
tutes of Health, 2010 — 2013

Member, Regional Committee (RECOM) board, ENAR, 2011 — 2013

Secretary/Treasurer, ASA Biometrics Section, 2011 — 2013

Reviewer, Feasibility Studies for Collaborative Interaction for Minority Institution/Cancer Center
Partnership (P20), National Institutes of Health, 2011

Reviewer, The Netherlands Organisation for Health Research and Development, 2012

Reviewer, Utilizing the PLCO Biospecimens Resource to Bridge Gaps in Cancer Etiology and
Early Detection Research (U01), 2013

External Reviewer, Biostatistics Branch, Division of Cancer Epidemiology and Genetics, National
Cancer Institute, 2014

Section Chair, ASA Biometrics Section, 2015 — 2016.

Organizing Committee, Frontiers of Hierarchical Modeling in Observational Studies, Complex Sur-
veys and Big Data, 2014.

Reviewer, Israel Science Foundation, 2015, 2016.

Reviewer, NIH New Innovator’s Award, 2016.

Reviewer, Precision Medicine Initiative Cohort Program Coordinating Center, 2016.

Discussant, Annual Health Econometrics Workshop, 2016.

Reviewer, BD2K R25 grants, 2016.

Short Course Instructor, "Machine Learning for Big Data using Python and Spark”, 2nd Seattle
Symposium on Healthcare Data Analytics, 2016.

Chair, NIH Special Emphasis Panel, Methodology and Measurement, 2017 (twice)

Co-Chair, National Institute of Environmental Health Sciences Special Emphasis Panel, Powering
Research through Innovative Methods in Epidemiology, 2017.

Lester Curtin Award Committee, American Statistical Association, 2017.

Reviewer, NIH TOPMed Systems Biology Data Analysis RFA, 2017

Search Committee, Biometrics Co-Editor (European Region), 2018.

Reviewer, Cutting Edge Informatics Tools for llluminating the Druggable Genome (U01) RFA, 2018.
Reviewer, Traceback Testing: Identification and Genetic Counseling of Mutation Carriers (U01)



RFA, 2018.

Reviewer, Mechanisms of Disparities in Etiology and Outcomes of Lung Cancer in the U.S.: The
Role of Risk and Protective Factors RFA, 2019.

Chair, Special Emphasis Panel for K awards, National Institutes of Environmental Health Sciences,
2019.

Panelist, Institute of Mathematical Statistics New Researchers Conference, 2019.

Panelist, CCTSI Summit on Atrtificial Intelligence and Machine Learning, 2019.

Reviewer, National Institutes of Environmental Health Sciences Career Mentored Awards, 2020.
Chair, NIH Special Emphasis Panel, Emergency Awards: Rapid Investigation of Severe Acute
Respiratory Syndrome Coronavirus 2 (SARS-CoV-2) and Coronavirus Disease 2019 (COVID-19),
2020.

Panelist, Houston Chapter of the American Statistical Association Workshop on Communication,
May 8, 2021.

Panelist, Frontiers in Causal Inference in Data Science: Perspectives from Leaders in Tech and
Academia, University of Pennsylvania, May 28, 2021.

Reviewer, Program Project Grants (P01), National Cancer Institute, June 10-11, 2021.

Scientific Advisory Board, BEAMS (Binational Early Asthma and Microbiome Study) study, Univer-
sity of Arizona, 2021 — 2025.

Reviewer, National Science Foundation, 2021, 2022, 2024.

External Reviewer, Bren School of Information and Computer Science, University of California,
Irvine, 2023.

Reviewer, AHEAD Head and Neck Cancer (U01), National Institute of Dental and Craniofacial Re-
search, 2023.

Moderator, AAAS session on “Data Literacy in K-16: Nourishing the Next U.S. STEM Workforce”,
2024.

Reviewer, PCORI, 2024, 2025.

Reviewer, Specialized Programs of Research Excellence (SPORESs) in Cancer Health Disparities
and Minority Health, 2025.

Reviewer, CTSA CCIA Special Emphasis Panel, NCATS, 2025.

Reviewer, Autism Data Science Initiative, NIH, 2025.

Program Committee, Society of Mathematical Biology Annual Meeting, 2004.

Program Committee, NSF-DARPA workshop on Genomic Signal Processing, 2002, 2005, 2006.
Program Committee, Intelligent Systems for Molecular Biology, 2005.

Program Committee (Member At-Large), ENAR, 2007.

Program Chair, Biometrics Section, JSM, 2008.

Program Committee, International Conference on Computational Advances in Bio and Medical
Sciences (ICCABS), 2011, 2014.

Program Chair, ENAR, 2012.

Program Committee, International Biometric Conference, 2014.

Program Committee, Graybill Conference, 2017.

Co-Chair, Program Committee, Biostatistical Modelling: A Conference in Honor of Jeremy Taylor’'s
60th Birthday, 2017.

Program Committee, 4th International Conference on Algorithms for Computational Biology, 2017.
Chair, Biometrics Section, American Statistical Association, 2016.

Chair, Section in Statistical Genetics and Genomics, American Statistical Association, 2018.
Local Organizing Committee, International Indian Statistical Association, 2023.

Nominations Committee, American Statistical Association, 2022 (chair), 2023 (member).



Program Chair, Joint Statistical Meetings, 2024.
co-Organizer, NISS Statistics Serving Society (S3) Ingram Olkin Forum on Maternal Health, 2025—
2026.

Associate Editor, Biometrics, 2006 - 2010, 2011 — 2017

Associate Editor, Statistics in Biosciences, 2009 — 2020

Editorial Board, Molecular Cancer, 2009 — 2017

Editorial Board, Cancer Informatics, 2005 — present

Associate Editor, Statistica Sinica, 2011 — 2014

Associate Editor, BMC Bioinformatics, 2009 - 2014

Associate Editor, BMC Medical Genomics, 2008 - 2014

Editorial Board, BMC series, 2005 — 2014

Editorial Board, BMC Proceedings, 2007 — 2014

Associate Editor, EURASIP Journal on Signal Processing and Bioinformatics, 2005 - 2008
Associate Editor, JASA - Theory and Methods, 2008 — 2011

Section Head, Bioinformatics and Algorithms, Section, BMC Medical Genomics, 2010 — 2012
Associate Editor, Statistical Applications in Genetics and Molecular Biology, 2009 — 2012, 2026 —
present

Associate Editor, International Journal of Biostatistics, 2009 — 2012

Associate Editor, Electronic Journal of Statistics, 2022 — present

Editorial Board, Calcutta Statistical Association Bulletin, 2021 — present

Associate Editor, JRSS-A, 2025 — present

Member, American Statistical Association (1997 to present)

Member, International Biometric Society (1998 to present)

Member, Institute of Mathematical Statistics (1999 to present)

Member, International Society for Computational Biology (2001 to 2003)
Member, International Indian Statistical Association, 2008 - present

Student Advising
Master’s Students:

University of Michigan:
Erin Shellman, Biostatistics, 2007

Penn State University:
Qiong Yang, Statistics, 2014

University of Colorado:

Katherine Roberts, Biostatistics and Informatics, 2015 — 2017

Alexandria Jensen, Biostatistics and Informatics, 2015 — 2017

Derek Smith, Biostatistics and Informatics, (joint with Anna Barén), 2016 — 2017

Ted Warsavage, Biostatistics and Informatics, (joint with Fuyong Xing and Anna Barén), 2017 —
2019

Cameron Severn, Biostatistics and Informatics, (joint with Krithika Suresh), 2019 — 2020
Jonathan Dekermanjian, Biostatistics and Informatics, (joint with Katerina Kechris), 2020 — 2021
David Johnson, Biostatistics and Informatics, 2023



Aaron Beckwith, Biostatistics and Informatics, 2024 — present
Doctoral Students:

University of Michigan:

Dawei Liu, Biostatistics, 2002 — 2005 (co-chair with X. Lin), currently Biostatistician, Celgene

Wei Chen, Biostatistics, 2002 — 2006 (co-chair with T.E. Raghunathan), currently Professor of On-
cology, Wayne State University

Zheng Yuan, Biostatistics, 2004 — 2006, currently Ph.D. Biostatistician, Clinical Oncology, Eli Lilly
Ronglai Shen, Biostatistics, 2002 — 2007 (co-chair with J. Taylor), currently Attending Biostatisti-
cian, Division of Epidemiology and Biostatistics, Memorial Sloan-Kettering Cancer Center
Hyungwon Choi, Biostatistics, 2006 — 2008 (co-chair with Z. S. Qin), currently Associate Professor,
Department of Biostatistics and Epidemiology, National University of Singapore Graduate Medical
School

Laila Poisson, Biostatistics, 2003 — 2009 (co-chair with J. Taylor), currently position, Professor and
Vice Chair, Department of Epidemiology and Biostatistics, Henry Ford Health System

Penn State University:

Muhammad Atiyat, Statistics, 2008 — 2011, currently Statistician, United Nations

Scott Roths, Statistics, 2009 — 2011 (joint with Prof. G. Jogesh Babu), currently Lecturer,
Department of Statistics, Penn State University

Yeying Zhu, Statistics, 2010 — 2013 currently Associate Professor,

Department of Statistics and Actuarial Sciences, University of Waterloo

Yihan Li, Statistics, 2010 — 2014, currently Biostatistician, AbbVie Pharmaceuticals
Daisy Phillips (Philtron), Statistics, 2011 — 2014, currently Teaching Associate Professor,
Department of Statistics, Colorado School of Mines

Wen-Yu Hua, Statistics, 2011 — 2014, currently Data Scientist, Amazon

Youngjoo Cho, Statistics, 2011 — 2014, currently Associate Professor,

Department of Applied Statistics, Kongkuk University

Xiang Zhan, Statistics, 2011 — 2014, currently Professor,

School of Statistics and Data Science, Southeastern University

University of Colorado:

Manish Dalwani, Biostatistics and Informatics, 2014 — 2017, currently Senior Director of Data Sci-
ence, Prove

Kyle Smith, Computational Biosciences, 2016 — 2017, currently Bioinformatics Staff Scientist, St.
Jude’s Hospital, Memphis, Tennessee

Alex Jensen, Biostatistics and Informatics, 2018 — 2022, currently Staff Scientist, Stanford Univer-
sity School of Medicine

Kevin Josey, Biostatistics and Informatics, 2016 — 2020 (Joint with Fan Yang and Elizabeth Juaréz-
Colunga)

Charlie Carpenter, Biostatistics and Informatics, 2020 — 2023 (Joint with Brandie Wagner)

Emily Mastej, Computational Biosciences, 2019 — 2024

Lei Wang, Biostatistics and Informatics, 2023 — present

Post-Doctoral Students:
Penn State University:
Yeonok Lee, Statistics, 2011 — 2014 (joint with Y. Zhang), currently statistical modeller, Develop-



ment Office, St. Jude’s Children Hospital.

University of Colorado:

Pratyaydipta Rudra, Biostatistics and Informatics (joint with Katerina Kechris), 2015 — 2018,
currently Associate Professor, Department of Statistics, Oklahoma State University
Xuhong Zhang, Biostatistics and Informatics, 2017 — 2020 (joint with Fuyong Xing),
currently Assistant Professor, Department of Computer Science, Indiana University

Efrén Cruz-Cortes, Biostatistics and Informatics, 2017 — 2019, currently Postdoctoral
Fellow, University of Michigan

Olivier Simon, Biostatistics and Informatics, 2018 — 2021, currently self-employed

Tushar Ghosh, Biostatistics and Informatics, 2018 — 2022

currently Research Associate, Department of Biostatistics and Informatics, Colorado School of
Public Health

Elin Shaddox, Biostatistics and Informatics, 2019 — 2022 (joint with Katerina Kechris)
Debmalya Nandy, Biostatistics and Informatics, 2019 — 2022 (joint with Katerina Kechris)
Zachary Richardson, Biostatistics and Informatics, 2019 — 2020

Souvik Seal, Biostatistics and Informatics, 2020 — 2023 (joint with Katerina Kechris)

Thao Vu, Biostatistics and Informatics, 2020 — 2023 (joint with Katerina Kechris)

Ismaila Baldé, Biostatistics and Informatics, 2023

Other Visitors:
Hande Konsuk, Haceptte University, 2012

Thesis Committees:

University of Colorado:

Elise Ameoka, Biostatistics and Informatics, 2017
Kayla Williamson, Biostatistics and Informatics, 2017
Cuining Liu, Biostatistics and Informatics, 2019
Emma Jones, Biostatistics and Informatics, 2019
Jinal Shah, Biostatistics and Informatics, 2025

Dissertation Committees:

University of Michigan:

Mike Epstein, Biostatistics, 2001 — 2002.

Nichole Carlson, Biostatistics, 2001— 2003.
Jasmanda Wu, Epidemiology, 2001—-2002.
Shibao Feng, Biostatistics, 2001 — 2003.

Lei Liu, Biostatistics, 2001 — 2004.

Stephanie Borchardt, Epidemiology, 2003 — 2004.
Debbie Lown, Epidemiology, 2002 — 2005.

Al Levin, Epidemiology, 2003 — 2005.

Adi Andrei, Biostatistics, 2003 — 2005.

Laura McEwen-Mattei, Epidemiology, 2003 — 2005.
Shona Dallal, Epidemiology, 2003 — 2005.
Abdullah AlSwuailem, Epidemiology, 2003 — 2005.



Chris Riolo, Epidemiology, 2000 — 2005.

Hsin-Jen Tsai, Nutritional Sciences, 2003 — 2006.

Patty Juliao, Epidemiology, 2002 — 2006.

Ying Kong, Epidemiology, 2004 — 2006.

Akarin Pharibul, Statistics, 2002 — 2006.

Dan Rhodes, Bioinformatics, 2004 — 2006.

Chad Creighton, Bioinformatics, 2004 — 20086.

Andrew Skol, Biostatistics, 2005 — 2006.

Rohit Kulkarni, Statistics, 2005 — 2006.

Aaron Sussell, Occupational and Environmental Health, 2002 — 2006.
Melissa Slotnick, Occupational and Environmental Health, 2004 — 2007.
Vivian Colon, Epidemiology, 2005 — 2007.

Kai Bullard, Epidemiology, 2005 — 2007.

Angela Liu, Biostatistics, 2006 — 2007.

Penn State University:

Sujana Ghosh, Biochemistry and Molecular Biology, 2008 — 2011
Ho Sung Rhee, Biochemistry and Molecular Biology, 2008 — 2011
Yan Zhuang, Agricultural Economics and Rural Sociology, 2009 — 2010
Jianping Sun, Statistics, 2009 — 2010

Chris Groendyke, Statistics, 2009 — 2010

Julia Jennings, Anthropology and Demography (Minor in Statistics), 2010
Song Li, Integrative Biosciences, 2010

Zhenhai Zhang, Bioinformatics, 2009 — 2011

Kiranmoy Das, Statistics, 2010 — 2011

Junyi Lin, Statistics, 2009 — 2011

Duy Vu, Statistics, 2010 — 2013

Qiuying Shen, Biology, 2011

Jian Li, Biochemistry and Molecular Biology, 2009 — 2012

Jialin Xu, Statistics, 2010 — 2012

Qianyi Ma, Nutritional Sciences, 2010 — 2012

Isaac Dialsingh, Statistics, 2010 — 2012

Celine Han, Integrative Biosciences, 2011 — 2015

Rene Koo Flasher, Accounting, 2011 — 2013

Denise Finney, Crop and Soil Sciences, 2011 — 2015

Anjel Helms, Ecology, 2011 — 2015

Yao Zheng, Human Development and Family Studies, 2012 — 2014
Neerja Katiyar, Integrative Biosciences, 2012 — 2013

Vishesh Karwa, Statistics, 2012 — 2014

Xizhen Cai, Statistics, 2012 — 2014

University of Colorado: (asterisk indicates Chair)

Bryan Vestal*, Biostatistics and Informatics, 2015 — 2017
Peter Dewitt*, Biostatistics and Informatics, 2015 — 2017
Junxiao Hu*, Biostatistics and Informatics, 2016 — 2019
KaraAnn Clouse, Health Services Research, 2014 — 2017
Eline Van der Broek, Health Services Research, 2016 — 2017
Angela Czaja, Pharmaceutical Sciences, 2017 — 2019



Sarah Ryan*, Biostatistics and Informatics, 2019 — 2020
Yonghua Zhang*, Biostatistics and Informatics, 2019 — 2022
Karilynn Rockhill, Epidemiology, 2022 — 2024

Lauren Vanderlinden, Epidemiology, 2022 — 2024

Yanran Wang*, Biostatistics and Informatics, 2022 — present
Xinyi Yang, Biostatistics and Informatics, 2022 — 2025
Suneeta Godbole*, Biostatistics and Informatics, 2024 — 2025
Shuozhi Zuo*, Biostatistics and Informatics, 2024 — 2025
Hongyu Du*, Biostatistics and Informatics, 2024 — present
Eric Prince, Computational Biosciences, 2024 — 2025

Lab Rotation Students:

University of Michigan:

Paul Nicholas, Biostatistics, Winter 2003

Kate Kirby, Biostatistics, Winter 2003

Viktoriya Strumba, Bioinformatics, Winter 2004
Omar Halawa, Bioinformatics, Winter 2006

Bin Zhu, Biostatistics, Fall 2006

Ali Shojaie, Statistics, Fall 2006, Winter 2007
Matt Zawitowski, Biostatistics, Winter 2007

Penn State University:

Yang Liu, Bioinformatics, Fall 2010

Scott Roths, Statistics, Summer 2010

Daisy Phillips, Statistics, Spring/Summer 2011
Yihan Li, Statistics, 2011

Yeying Zhu, Statistics, 2010-2011
Bahaedinne Toufak, Statistics, 2012 — 2014

University of Colorado:

Mayla Boguslav, Computational Biosciences, 2017.
Nicolle Witte, Computational Biosciences, 2017.
Josephina Hendrix, Computational Biosciences, 2018.
Stella Veazey, Biostatistics and Informatics, 2017—2018.
Emily Mastej, Computational Biosciences, 2019.

Xinyi Yang, Biostatistics and Informatics, 2020.

Eric Prince, Computational Biosciences, 2021.

Connor Ekhill, Computational Biosciences, 2021.

Ksenia Lepikhinea, Statistics (CU Boulder), 2021.
Shuozhi Zuo, Biostatistics and Informatics, 2021 — 2023.
Lei Wang, Biostatistics and Informatics, 2022.

Ted Warsavage, Biostatistics and Informatics, 2020 — 2023.

Examination Committees:

University of Michigan:



Xing Li, Bioinformatics, 2003

Yili Chen, Bioinformatics, 2003

Jianjun Yu, Bioinformatics, 2003 (chair)
Carlos Santos, Bioinformatics, 2003

Yu Chen, Bioinformatics, 2003

Dan Rhodes, Bioinformatics, 2004 (chair)
Pete Ulintz, Bioinformatics, 2004 (chair)
Reagan Kelly, Bioinformatics, 2005
Abhik Shah, Bioinformatics, 2005

Barry Taylor, Bioinformatics, 2006 (chair)

Penn State University:

Akshay Katamansu, IBIOS, 2013

Juan Antonio Raygoza Garay, IBIOS, 2013
Yafei Lyu, IBIOS, 2014

Rahulsimham Vegesna, IBIOS, 2014

University of Colorado:
Nicolle Witte, Computational Biosciences, 2017.
Janet Siefert, Computational Biosciences, 2018.



