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Joint Nonnegative Matrix Factorization and Survival Modeling to Select Clinically-
relevant Gene Signatures. STATGEN 2024 Conference, Pittsburgh, PA.

Replicability, semi-supervised learning and generative Al: recent statistical work in
cancer biostatistics . Grizzle Award Lecture, Department of Biostatistics, Gillings
School od Global Public Health, University of North Carolina, Chapel Hill, NC.

Robust and replicable supervised and unsupervised learning methods for cancer pre-
cision medicine. Cancer Seminar Series, Department of Biostatistics, University of
Michigan School of Public Health, Ann Arbor, MI.

A robust and clinically applicable classifier for PDAC stromal subtyping. PDAC Stro-
mal Reprogramming Consortium Steering Committee Annual Meeting, Ann Arbor,
MI.

Robust and replicable supervised and unsupervised learning methods for cancer pre-
cision medicine. IISA Annual Conference, Golden, CO.

Cancer Data Science: From Code to Clinic. Seminar, Carolina Data Science Now,
University of North Carolina, Chapel Hill, NC.

Addressing the Replicability and Generalizability of Genomic Prediction Models.
Seminar, Hillman Cancer Center, University of Pittsburgh, Pittsburgh, PA.

Missing Data Methods for Supervised and Unsupervised Deep Learning Tasks. Sem-
inar, Department of Mathematics and Statistics, University of Maryland Baltimore
County, Baltimore, MD.

Addressing the Replicability and Generalizability of Genomic Prediction Models. BIS
Seminar, Department of Biostatistics, Yale School of Public Health, New Haven, CT.

Replicability and missing data in deep learning and clinical prediction. AAAS invited
session, JSM, Seattle, WA.

Cancer Biostatistics Research at UNC. Green Level High School, Cary, NC.

Missing Data Methods for Supervised and Unsupervised Deep Learning Tasks. Semi-
nar, Department of Biostatistics, Indiana Univeristy School of Medicine, Indianapolis,
IN.

Research Developments and Opportunities in Al and Precision Health at UNC Bio-
statistics. Al and Health Meeting, Chapel Hill, NC.
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PurIST: a clinically robust single sample classifier for tumor subtyping in pancreatic
cancer. A Consensus Workshop for Pancreatic Ductal Adenocarcinoma Taxonomy,
MSKCC, NY, NY.

Modeling Between-Study Heterogeneity for Improved Reproducibility in Gene Signa-
ture Selection and Clinical Prediction. ENAR, Philadelphia, PA.

Modeling Between-Study Heterogeneity for Improved Reproducibility in Gene Signa-
ture Selection and Clinical Prediction. AISC, Greensboro, NC.

How Its Done Series: Next Generation Sequencing Pipelines. Dana Farber Cancer
Institute and Harvard School of Public Health, Boston, MA. Seminar

Some Statistical Strategies for DAE-seq Data Analysis: variable selection and Mod-
eling Dependencies among Observations. Dana Farber Cancer Institute and Harvard
School of Public Health, Boston, MA.

Addressing emerging challenges of ChIP-seq data analysis. North Carolina Biotech-
nology Center, Durham, NC.

Analyzing the Data to Ensure Reproducibility. Joint T32 Rigor and Reproducibility
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more, MD.
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nature Selection and Clinical Prediction. JSM, Baltimore, MD.

Robust Approaches for the Analysis of High-Throughput Proteomic Data. JSM,
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Fast and flexible determination of differential alternative splicing from RNA-seq
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from RNA-seq data. DFCI-BCB Genomics Get Together Seminar, Boston, MA.

Alternative Splicing Is a Frequent Event and Impacts Clinical Outcome in Myeloma:
A Large RNA-Seq Data Analysis of Newly-Diagnosed Myeloma Patients. American
Society for Hematology Meeting, San Francisco, CA.

Applications of RNA-seq in Multiple Myeloma. VA Boston Medical Center, West
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Autoregressive modelling and variable selection procedures in hidden markov models
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2011 Problems in next generation sequencing analysis. Guest Lecture, Bios 782: Methods
in Computational Biology, Chapel Hill, NC.

2011 Mixture regression analysis of *-Seq data. ENAR, Miami, FL.

2010 ZINBA: A unified modeling framework for the analysis and exploration of diverse
ChIP-seq signal patterns. ModENCODE group meeting, Chapel Hill, NC.

2010 Next generation sequencing: analysis and inference. Seminar, Strahl-Davis-Lieb
joint lab meeting, Chapel Hill, NC.

2010 Research in functional genomics. UNC Biostatistics Prospective Students Day,
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2006 Finite sample properties of estimators of the False Discovery Rate. ENAR, Tampa
Bay, FL.

SOFTWARE

dlglm: R Package for flexible handling of non-ignorable missing data in deeply learned generalized
linear models. Developed with David Lim and available at
https://github.com/DavidKLim/dlglm

glmmPen: R Package for simultaneous fixed and random effects selection in high dimensional
generalized linear mixed models. Developed with Hillary Heiling and available at
https://github.com/hheiling/glmmPen/

NIMIWAE: R Package for flexible handling and imputation of non-ignorable missing data patterns
using Deep Learning Variational Autoencoders. Developed with David Lim and available at
https://github.com/DavidKLim/NIMIWAE

epigraHMM: Bioconductor package for multi-sample consensus and differential enrichment pattern
detection from ChIP-seq, ATAC-seq, and related data types. Developed with Pedro Baldoni and
available at http://bioconductor.org/packages/release/bioc/html/epigraHMM.html

FSCseq: Computational method to simulatenously detect latent clusters and cluster-discriminatory
genes from RNA-seq data. Developed with David Lim and available at
https://github.com/DavidKLim/FSCseq

mixXNBHMM: A highly efficient and flexible algorithm for calling differential peaks across in multi-
sample, multi-condition experimental settings for ChIP-seq, ATAC-seq, DNase-seq, and similar data.
Can also be applied to multiple types of ChIP-seq experiments from the same condition to determine
combinatorial patterns of interactions between different epigenomic processes across the genome.
Developed with Pedro Baldoni and available at https://github.com/plbaldoni/mixNBHMM

ZIMHMM: An HMM-based algorithm for calling broad consensus regions of enrichment across
multiple technical ChIP-seq replicates. Developed with Pedro Baldoni and available at
https://github.com/plbaldoni/ZIMHMM

Zero Inflated Negative Binomial Algorithm: A comprehensive R package for the statistical
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detection of genomic regions enriched for NGS reads and applicable to a wide variety of NGS datasets;
available at code.google.com/p/zinba

hmmcov: An R package for the analysis of DAE-seq data implementing HMM and AR-HMM based
procedures for enrichment detection in epigenetic datasets. Also implements novel variable selection
procedure for the efficient detection of biological factors associated with correlated genomic features;
available at code.google.com/p/hmmcov

BASeG: An R package for Bivariate Aassociation studies using Sequencing data, while accounting
for shared Genetic effects. Bivariate Poisson-lognormal and Bivariate Logistic-normal regression is
utilized to assess the associations between gene expression and epigenetic marks from sequencing
data, while explicitly modeling the effects of DNA polymorphisms in either an allele-specific or non-
allele-specific manner.

TEACHING RECORD

Spring 2019-2024  Bios 735: Intro to Statistical Computing
Department of Biostatistics
University of North Carolina at Chapel Hill
Course Co-Developer (with Dr. Mike Love) and Instructor
Required Course, 4 credit hours, 30 students

Spring 2016-2018  Bios 663: Intermediate Linear Models
Department of Biostatistics
University of North Carolina at Chapel Hill
Course Developer and Instructor
Required Course, 4 credit hours, 35 students

BIOS DOCTORAL STUDENTS ADVISED

1. Pedro Baldoni (2016-2020), coadvised with Dr. Joseph Ibrahim
2. David Lim (2016-2022), coadvised with Dr. Joseph Ibrahim
Scott Van Buren (2017-2020), coadvised with Dr. Mike Love
Hillary Heiling (2018-2023), coadvised with Dr. Joseph Ibrahim
Euphy Wu (2021-), coadvised with Dr. Mike Love

S AN

Amber Young (2021-)

BIOS MPH DATA SCIENCE STUDENTS ADVISED

1. Aarushi Jothi (2019-2021)
2. Zhitong Yu (2020-)
3. Surya Sampath (2021-)

BIOS UNDERGRADUATE STUDENTS ADVISED

1. Tianyi Liu (2019), BSPH Honors Thesis
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PHD DISSERTATION COMMITTEE

10.

11.
12.
13.

14.

15.

16.

17.

18.

. Doug Wilson, Department of Biostatistics (2016). Advisor: Joseph Ibrahim & Wei Sun

. Vasyl Zhabotynsky, Department of Biostatistics (2016). Advisor: Wei Sun

. Heejoon Jo, Department of Biostatistics (2017). Advisor: Neil Hayes & Steve Marron

. Aatish Thennavan, Oral and Craniofacial Biomedicine (2017). Advisor: Chuck Perou

. David Pritchard, Department of Biostatistics (2017). Advisor: Yufeng Liu & Matt Psioda

. Anqi Zhu, Department of Biostatistics (2018). Advisor: Mike Love & Joseph Ibrahim

Brady Nifong, Department of Biostatistics (2019). Advisor: Matt Psioda & Joseph Ibrahim

. Jiawei Xu, Department of Biostatistics (2019). Advisor: Matt Psioda & Joseph Ibrahim

. Sean McCabe, Department of Biostatistics (2019). Advisor: Mike Love & Danyu Lin

Arjun Bhattacharya, Department of Biostatistics (2019). Advisor: Mike Love & Melissa
Troester

William Belzak, Department of Psychology (2020).
Laura Zhou, Department of Biostatistics (2020). Advisor: Fei Zou & Wei Sun
Evan Kwiatkowski, Department of Biostatistics (2021). Advisor: Matt Psioda

Ian Sturgill, Bioinformatics and Computational Biology Program (2022). Advisors: Katie
Hoadley and Jessie Raab

Brooke Felsheim, Bioinformatics and Computational Biology Program (2022). Advisor: Chuck
Perou

Mikayla Feldbauer, Bioinformatics and Computational Biology Program (2023). Advisor: Katie
Hoadley

Matthew Sutcliffe, Bioinformatics and Computational Biology Program (2023). Advisor: Chuck
Perou

Tianyi Liu, Department of Biostatistics (2023). Advisor: Fei Zou & Quefeng Li

GRANTS (as PI, Co-PI, or Core Leader)

Active
1. U01 07/01/2022 — 06/30/2027 1.2 Calendar
NIH/NCI (Co-PIs: Yeh, Rashid) $4,618,709

Integrating tumor and stroma to understand and predict treatment response

We propose to establish predictive models that will link phenotypic responses in tissues to
underlying changes in molecular states. Models will be built on data derived from our ex-
perimental platform that will characterize transcriptomic, proteomic, and phosphoproteomic
states in response to well-defined targeted treatments across a range of tissue complexity; from
tumor-stroma cell line mixtures, to organoids, to tumors. Together, these efforts will provide a
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novel opportunity to establish predictive tools that improve our ability to discern tissue-specific
vulnerabilities.

. P50-CA257911 07/31/2022-07/31/2027 3.0 Cal

NIH-NCI (PI: Yeh) $11,086,064

SPORE in Pancreatic Cancer (Core C: Integrated Quantitative Sciences Core)
The Integrated Quantitative Sciences Core provides participates in the design of all clinical
trials, animal studies, and translational research proposed in the SPORE to ensure that all
relevant studies are well powered, utilize appropriate statistical methods, and are properly
designed to address relevant hypotheses of study aims. In this manner the Core supports
the rigor and reproducibility of all results that are generated by the SPORE, which in turn
have significant impacts in the fields of public health and medicine. Expert analysis of project
data and clear reporting of scientific results are of similar importance for addressing scientific
hypotheses and similarly have strong implications in public health. Core Co-Leader with
Michael Kosorok.
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Completed

3. Alliance-5117778 7/01/2020-6/30/2023 (NCE) 1.2 Calendar
Alliance for Clinical Trials in Oncology Foundation (PI: Rashid) $198,651
Machine learning methods for biomarker-driven optimal treatment selection in
metastatic colorectal cancer
The objective of this research is to evaluate a machine learning approach to identify individu-
alized treatment rules for optimal selection of treatment of patients with metastatic colorectal

cancer.
4. GM105785-05 5/1/17-4/30/18 0.6 Calendar
NIGMS/Fred Hutchinson (Subcontract PI: Rashid) $45,735

Statistical Methods for RN A-seq Data Analysis

This proposal will develop statistical methods to analyze RNA-seq data, with particular focus on
allele-specific expression (ASE). We develop several statistical methods to dissect the effects of
different factors underlying the imbalances in ASE. Our methods and results will provide much
needed tools to analyze RNA-seq data, as well as insights into the regulation of gene expression.

GRANTS (as Co-I or Biostatistician)

Active
1. R01-CA270792 12/01/2022 — 11/30/2027 0.48 Cal
NIH/NCI (PI: Earp/Pylayeva-Gupta) $2,686,355

Divergent Roles of MerTK, Tyro3, and Axl in Pancreatic Cancer and Metastasis
A major reason for the therapeutic failure in pancreatic ductal cancer is the pro-tumorigenic
function of myeloid cells and fibroblasts that produce an immunosuppressive tumor microen-
vironment. This attribute has resulted in clinical failure of the newer modalities of cancer
immunotherapy. We have identified that MerTK, Tyro3 and Axl receptor tyrosine kinases are
important but distinct regulators of tumor growth and T cells responses in pancreatic can-
cer. Proposed research will elucidate mechanisms by which these kinases promote or impede
pancreatic tumor growth and provide us with novel therapeutic targets that could be used to
synergize with existing therapeutic approaches.

2. Not assigned 01/02/2023 — 01/01,/2026 0.24 Cal
Lustgarten Foundation (PI: Yeh) $450,000
PROmoting CLinicAl TrIal EngageMent for Pancreatic Cancer App Study (PRO-
CLAIM Study)
This proposal will use mHealth technology as an educational, communication, and audit and
feedback tool to promote patient-initiated clinical trial discussions among Black people with
pancreas cancer with their cancer care team.

3. RSG-21-103-01 01/01/2022-12/31/2025 0.12 Cal
American Cancer Society (PI: Pylayeva-Gupta) $792,000
B cells as mediators of tumor eradication in pancreatic cancer
T cells are a part of the immune system able to control tumor growth, but are ineffective in most
cancer patients. Our lab has made the groundbreaking discovery that T cells entering tumors
experience an extreme response to stress that rapidly shuts down their ability to generate
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10.

energy and make and process proteins. Our proposal will formally prove that targeting the
stress response holds the power to revive essential T cell functions and invigorate tumor control
to allow multiple types of immunotherapies to work better for cancer patients.

. P30-CA016086 12/21/2020 — 11/30/2025 3.60 Calendar

NIH/NCI (PI: Earp) $288,650.00

Cancer Center Core Support Grant: - Biostatistics

Biostatistics Core - Areas of expertise in support of future use by LCCC members include
clinical trials and other forms of clinical research, computational biology, genomics, genetics,
cancer epidemiology, quality of life, outcomes, and other forms of population sciences research.

. 0G22874046 06/08/2022 — 07/07/2025 0.6 Calendar

Komen Foundation (PI: Hoadley/Freedman) $160,816.00

Ancestry-related RN A Splicing and Immune Expression in Metastatic Breast Can-
cer

This project will explore the role of RNA splicing in metastatic breast cancer and determine if
there differences by race.

. R37-C247676 07/01/2020-06/30/2025 0.24 Cal

NIH/NCI (PI: Vincent) $2,626,230

Gvl mHA Specific T Cell Responses Prevent AML Relapse Following Allogeneic
Stem Cell Transplantation

We will use molecular subtypes to direct treatment in the neoadjuvant setting. To our knowl-
edge, this is the first precision oncology trial in the neoadjuvant setting.

. R01-CA244361 07/01/2020-06/30/2025 0.24 Calendar

NIH/NCI (PI: Thaxton) $1,250,247

Targeting Chronic ER Stress in T Cells to Improve Cancer Immunotherapy

To Identify radical new chronic ER stress targets that undermine the widespread success of im-
munotherapy in sarcoma patients and establish a new paradigm that informs drug development
for all solid tumor cancer patients.

. R0O1-CA241810 08/01/2020 — 04/30/2025 0.30 Cal

NIH (PI: Kim) $2,830,690

Chemotherapy and the Bladder Cancer Immune Microenvironment

The goal of this proposal is to assess how two different chemotherapy regimens with therapeutic
equipoise, MVAC and GC, affect the immune microenvironment of bladder cancer as well as
assess their ability to potentiate the effects of immune checkpoint blockade.

. R0O1-CA248359 04/01/2020-03/31/2025 0.24 Calendar

NIH/NCI (PI: Thaxton) $1,026,742

Exploitation of ER Stress Induced Immune Dysfunction to Improve Immunother-
apy

T cells are a part of the immune system able to control tumor growth, but are ineffective in
most cancer patients. Our lab has made the groundbreaking discovery that T cells entering
tumors experience an extreme response to stress that rapidly shuts down their ability to gen-
erate energy and make and process proteins. Our proposal will formally prove that targeting
the stress response holds the power to revive essential T cell functions and invigorate tumor
control to allow multiple types of immunotherapies to work better for cancer patients.

RO1-CA229409 06/01/2019-05/31,/2024 0.60 Cal
NIH/NCI (PI: Carey) $2,822,395
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Optimizing HER2-Targeting Using RNA- and DNA-Based Predictive Algorithms
We propose to collectively integrate and analyze the clinical, gene expression, gene aberration,
response to therapy, and outcomes data from more than 1500 women participating in multiple
randomized neoadjuvant clinical trials of HER2-targeted therapy.

11. W81XWH2110693 09/01/2021 — 08/31/2024 0.32 Cal
Department of Defense (PI: Bryant) $657,868
Targeting KRAS-dysregulated metabolism for novel therapeutic approaches
Our application of metabolism-focused CRISPR libraries in orthotopic, syngeneic Kras-driven
pancreatic mouse models will integrate tumor-TME interactions for more accurate modeling of
the biological setting and therapeutic response of the patient cancer.

12. U24-AR076730 09/26/2019 — 05/31,/2024 1.80 Cal
NIH/NIASD (PI: Lavange) $52,197,688
Back Pain Consortium (BACPAC) Research Program Data Integration, Algorithm
Development and Operations Management Center
The goal of this proposal is to establish the Data Integration, Algorithm Development, and
Operations Management Center (DAC) for the BACPAC Network at the University of North
Carolina at Chapel Hill (UNC) Collaborative Studies Coordinating Center (CSCC) within the
Gillings School of Global Public Health’s Department of Biostatistics.

13. R0O1-CA230786 04/01/2019-03/31/2024 0.24 Cal
NIH-NCI (PI: Pylayeva-Gupta) $2,225,794
Function of IL35+4+ B cells in pancreatic cancer
Our major research goal is to understand immunosuppressive mechanisms that promote PDAC,
which is the third leading cause of cancer death in U.S.

14. P50-CA058223-26 08/05/1997-08/31/2023 0.90 Cal
NIH-NCI (PI: Perou) $11,940,856
SPORE in Breast Cancer (Core B: Genomics, Biostatistics, and Bioinformatics)
The main goal of the Biostatistics and Bioinformatics Core (Core B) is to provide a complete
and well-integrated Core for the analysis of complex multi-analyte data sets coming from our
translational research of breast tumor specimens.

15. P50-CA058223-26 08/05/1997-08/31/2023 0.56 Cal
NIH-NCI (PI: Perou) $11,940,856
SPORE in Breast Cancer (Project 4)
The main goal is to identify the adaptive response to kinase inhibition in TNBC.

16. R21-CA246550 04/01/2020-03/31/2023 0.24 Calendar
NIH/NCI (PI: Dayton) $394,172
Parametric optimization of ultrasound-mediated immuno-modulation for pancre-
atic cancer therapy
Our research will use clinically meaningful pancreatic cancer murine models to provide defined
ultrasound protocols for optimal modulation of PDA tumor microenvironment and test strate-
gies that may enhance the impact of T cell-revitalizing therapies. This effort will inform the
optimal design of ultrasound immunotherapy strategies against pancreatic cancer.

Completed
17. SAB180006 11/19/2018-11/18/2022 0.9 Cal
Susan G. Komen for the Cure (PI: Carey) $400,000
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18.

19.

20.

21.

22.

23.

24.

Optimizing HER2-Targeting Using RNA and DNA-Based Predictive Algorithms
We will examine the role of tumor and microenvironmental factors in determining response to
HER2-targeting, relationship of pathologic complete response to outcome, and the biology of
residual disease after dual or single HER2-targeting in HER2-positive breast cancer.

R01-CA199064 09/01/2016-07/31/2021 0.90 Cal

NIH-NCI (PI: Yeh) $3,587,399

Tumor Subtypes and Therapy Response in Pancreatic Cancer (Supplement RNASEQ)
This proposal was and continues to be based on our findings of two tumor-specific RNA sub-
types in pancreatic adenocarcinoma patients and showed that these subtypes were consistently
prognostic across independent datasets (ICGC and TCGA).

R01-CA199064 09/01/2016-07/30/2021 1.20 Cal

NIH-NCI (PI: Yeh) $3,587,399

Tumor Subtypes and Therapy Response in Pancreatic Cancer

This proposal was and continues to be based on our findings of two tumor-specific RNA sub-
types in pancreatic adenocarcinoma patients and showed that these subtypes were consistently
prognostic across independent datasets (ICGC and TCGA).

P01-CA203657 06/22/2016-05/31/2021 1.19 Cal

NIH/NCI (PI: Der) $7,857,810

Defining RAS Isoform- and Mutation-Specific Roles in Oncogenesis

The goal of this P01 program project is to complete a comprehensive study utilizing structural,
biochemical and biological analyses using cell and mouse models of cancer to establish RAS
isoform and RAS mutation specific functions in cancer.

P30-CA016086 12/1/15-11/30/20 3.60 Calendar

NIH/NCI (PI: Sharpless) $288,650.00

Cancer Center Core Support Grant: - Biostatistics

The principal objective of the Biostatistics SR Facility is to provide the highest level possible

of quality statistical consultation services to UNC’s Lineberger Comprehensive Cancer Center
(LCCC) members.

V foundation Bae-Jump 11/01/17-10/31/20 0.6 Calendar

V foundation (PI: Bae-Jump) $600,000.00

Metabolic and Molecular Biomarkers of Metformin Response in Obesity-driven
Endometrial Cancer

This study will test the hypothesis that higher rates of obesity and diabetes leads to disparate
(higher) mortality in African American versus Caucasian endometrial cancer patients due to
underlying biology using preclinical and patient samples.

U54-CA198999 8/1/15-7/31/20 0.6 Calendar

NIH/NCI (PI: Huang) $313,801.00

Nano Approaches to Modulate Host Cell Response for Cancer Therapy: Adminis-
trative Core

Administrative Core will coordinate all joint activities including advisory visits, speakers, re-
porting and other necessary task associated with the program

V foundation Major 12/01/2014-11/30/2018 1.2 Calendar

V foundation (PI: Major) $498,761

Team Science Approach for Defining the Activation State and Dynamic Repro-
gramming of the Kinome in Aerodigestive Cancer
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25.

26.

27.

28.

29.

30.

Goals and Aims: We believe the proposed work, which couples cutting edge new technolo-
gies with ongoing clinical trials of targeted therapies, will significantly impact treatment and
outcome for aerodigestive cancer patients. Aim 1 will determine the activation state of the
kinome in 50 primary human aerodigestive tumors; Aim 2 will correlate baseline kinome activ-
ity and kinome remodeling with innate and adaptive resistance to targeted therapies; Aim 3
will define the impact of targeted therapy on kinome activity using patient-matched pre- and
post-treatment biopsies.

P50-CA058223 8/5/97-8/31/18 0.6 Calendar

NIH/NCI (PI: Earp) $187,370.00

SPORE in Breast Cancer - Project 2: Investigating the Function of the Immune
Cell Infiltrate in the Biology of Claudin-low and Basal-like Breast Cancer

Project 2 will focus on generating CAR T cells from the PD-1 reporter mice to evaluate the
activity of CAR T cells that express(ed) PD-1 in the tumor microenvironment.

P50-CA058223 8/5/97-8/31/18 0.6 Calendar

NIH/NCI (PI: Earp) $170,975.00

SPORE in Breast Cancer - Project 5: Defining Kinome Activity for Novel Thera-
pies in Triple Negative Breast Cancer

Project 5 will focus on refining the mechanisms of enhancer induction by trametinib and fur-
ther explore the functional regulation of the 186 genes whose common regulation by BRD4 and
p300/CBP appear to be critical for adaptive bypass mechanisms in response to targeted kinase
inhibitors

P50-CA058223 8/5/97-8/31/18 1.2 Calendar

NIH/NCI (PI: Earp) $146,476.00

SPORE in Breast Cancer - Core B: Genomics, Biostatistics, and Bioinformatics
The Genomics, Biostatistics, and Bioinformatics Core will provide valuable services for all
projects. This Core will continue to explore new methods for the analysis of complex multi-
analyte data sets, with an emphasis on data integration.

AACR Yeh 9/1/2016-8/31/18 0.6 Calendar

AACR (PI: Yeh) $228,156

Targeting macrophages to improve chemotherapy in metastatic pancreas cancer
The goal of this project is to provide the following support to the leading organization:1. Direct
and analyze the bioinformatics data and samples of single cell core biopsies; 2. Classify tumor
subtypes into single sample classifiers as per Dr. Yeh’s Nature Genetics paper 3. Analyze pre-
and post-therapy transcriptome changes in the tumor and stroma subtypes.

P50-CA058223 9/1/12-8/31/17 1.2 Calendar

NIH/NCI (PI: Earp) $142,502.00

SPORE in Breast Cancer - Core B: Genomics and Data Analysis

The Genomics and Data Analysis Core brings together the needed expertise and tools for
analysis of multiple data types so that advances in breast cancer treatment can be made.

2015YIA LEE 8/1/15-7/31/16 0.12 Calendar

Amer Society of Clinical Oncology (PI: Lee) $47,500.00

Combination CDK4/6 Inhibitor and MEK Inhibitor in KRAS Mutant Metastatic
Colorectal Cancer

We propose to determine the efficacy of combination CDK4/6 and MEK inhibitors in patient-
derived xenografts (PDXs) of RAS-mutant CRCs
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31. P30-CA016086 12/1/10-11/30/15 3.60 Calendar
NIH/NCI (PI: Sharpless) $288,650.00
Cancer Center Core Support Grant- Biostatistics Shared Resource
The principal objective of the Biostatistics Shared Resource (BIOS SR) is to provide high quality
statistical consultation services to UNC’s Lineberger Comprehensive Cancer Center members.
The BIOS SR provides a full collaborative scientific resource focused on providing Cancer
Center members support for the design, conduct, analyses, and generation of manuscripts for
their research.

SERVICE

Service within UNC-Chapel Hill

2023 - Gillings Research Council

2023 UNC Biostatistics Faculty Retreat Planning Committee

2022 - 2023  Statistical Genomics Faculty Search Committee

2019 - Data Science Committee, Department of Biostatistics

2017 - 2019  Faculty Council, Gillings School of Global Public Health Representative
2017 - Genomics Joint Group Meeting (organizer), Department of Biostatistics

2016 - 2021 Masters Examinations Committee, Department of Biostatistics

2016 - 2017  Statistical Genetics Faculty Search Committee, Department of Biostatistics
2015 - Protocol Review Committee, Lineberger Comprehensive Cancer Center

2015 - Doctoral Examinations Applications Committee, Department of Biostatistics

Major External Service

2024 - Nature Medicine Statistical Advisory Panel Member

2024 - NIH Molecular Cancer Diagnosis and Classification (MCDC) Study Section, Member

2023 - Annals of Applied Statistics, Associate Editor

2023 - V Foundation for Cancer Research, Scientific Advisory Board member (invited)

2022 - NIH Cellular Immunotherapy of Cancer (CIC) Study Section, Statistical Reviewer

2020 - V Foundation for Cancer Research Grant Review Panel, Statistical Reviewer

2017 - Translational Breast Cancer Research Consortium, Statistical Working Group (in-
vited)

Major Administrative Responsibilities

2022 - Associate Director: Biostatistics Core, Lineberger Comprehensive Cancer Center,
University of North Carolina at Chapel Hill
2022 - 2023  Chair, Statistical Genomics Faculty Search Committee

2021 - Chair, Doctoral Examinations Applications Committee, Department of Biostatistics,
University of North Carolina at Chapel Hill
2018 - Associate Director: Cancer Genomics Training Grant, Department of Biostatistics,

University of North Carolina at Chapel Hill

Ad Hoc Reviewer, Journals:

Journal of the American Statistical Association
Biometrika
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Annals of Applied Statistics
Nature Medicine JAMA Oncology
Clinical Cancer Research

Nature Breast Cancer

Journal of Clinical Medicine

PIOS Computational Biology
Genome Biology

BMC Bioinformatics

PLOS ONE

Genetics in Medicine
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