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EDUCATION
2017		Duke University, Durham, NC	          				          
PhD, Genetics and Genomics
Certificate in Cell and Molecular Biology
“Genome evolution in the fungal pathogen Cryptococcus deuterogattii”
Advisor: Dr. Joseph Heitman

2009		University of Maryland, College Park, MD				
Bachelor of Science, Cell Biology and Molecular Genetics
Honors Citation

PREVIOUS RESEARCH EXPERIENCE
2017-2023	Zanders Lab- Stowers Institute for Medical Research, Kansas City, MO
		Postdoctoral Associate
		High-throughput genetics and genome evolution

2010-2017	Heitman Lab- Duke University, Durham, NC
Graduate Student
		Genomics of the evolution of virulence in fungi

2009-2010	Mock Lab- National Cancer Institute, Bethesda, MD
		Cancer Research Training Award Fellow
		Role of mTOR in a murine model of plasmacytomagenesis 

2008		Baskakov Lab- University of Maryland, Baltimore, MD
		Summer Undergraduate Researcher
		Photosynthetic bacterial fuel cells using Cyanobacterium

2006-2009 Cooke Lab- University of Maryland, College Park, MD
Undergraduate Research Assistant/Summer Undergraduate Research Fellow
Role of polar auxin transport in charophytes

2005-2009	Gemstone Program- University of Maryland, College Park, MD
Undergraduate Research Assistant
Aerotolerance of the electrogenic bacterium Geobacter ferrireducens

FUNDING
2024-2029	NIAID DP2: Evolution of heat tolerance and drug resistance in Cryptococcus
		08/01/2024 -07/31/2029
		1.5 million direct costs, 2.27 million total costs
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PRESENTATIONS AND POSTERS
2026 		High-throughput genetics in the Cryptococcus genus
(upcoming)	Invited Talk, 33rd Fungal Genetics Conference, Asilomar CA 

2025		Understanding the consequences of genetic variation in a human fungal pathogen
		Talk, Genetics Retreat, UGA, Athens Georgia

2024		Gene content variation and high-throughput genetics in Cryptococcus neoformans
		Invited Talk, International Symposium on Fungal Stress, Iguacu, Brazil

2024		Communication with the environment
		Discussion Leader Talk, Cellular and Molecular Fungal Biology, Holderness, NH 

2024 		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Talk, Mycotalks, Virtual

2024 		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Talk, 32nd Fungal Genetics Conference, Asilomar CA

2024 		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Talk, PBS Seminar, University of Georgia, Athens, GA 

2023		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Talk, Cell Biology of Eukaryotic Pathogens Meeting, Clemson, SC 

2023		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Invited Seminar, University of Texas at San Antonio, San Antonio, TX

2023		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Microbiology Seminar, University of Georgia, Athens, GA

2023		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Genetics Seminar, University of Georgia, Athens, GA

2023		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Poster, UGA Infectious Disease Retreat, Athens, GA

2023 		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Poster, KU Center for Genomics Research Symposium, Lawrence, KS

2023		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Talk, Medical Mycology Trainee Series, Virtual

2023 		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Flash Talk and Poster, Canadian Institute for Advanced Research (CIFAR) Fungal Kingdom Program Meeting, Toronto, Canada

2023		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Talk, Friday Science Club, Kansas City, MO

2023		High-throughput genetics, essential gene discovery, and antifungal resistance in Cryptococcus neoformans
		Talk and Poster, 11th International Conference on Cryptococccus and Cryptococcosis, Kampala, Uganda

2022		High throughput transposon mutagenesis and essential gene discovery in Cryptococcus neoformans
		Talk, Stowers Research Conference: Genetics and Genomics- Stuck on Repeat, Kansas City, MO

2022		High throughput genetic approaches to understand drug resistance in a human fungal pathogen
		Talk, Pennsylvania State University, State College, PA

2022		High throughput genetic approaches to understand drug resistance in a human fungal pathogen
		Talk, Virginia Tech, Blacksburg, VA

2022		High throughput genetic approaches to understand drug resistance in a human fungal pathogen
		Talk, Fungal Biology Group, University of Georgia, Athens GA

2022		High-throughput genetics and essential gene discovery in Cryptococcus neoformans
		Poster, 31st Fungal Genetics Conference, Asilomar CA

2022		Genome-wide identification of sexual-reproduction genes in fission yeast via transposon-insertion sequencing
		Poster, 31st Fungal Genetics Conference, Asilomar CA

2022		High throughput genetic approaches to understand drug resistance in a human fungal pathogen
		Talk, University of Georgia, Athens GA

2022		High throughput genetic approaches to understand drug resistance in a human fungal pathogen
		Talk, University of Massachusetts Medical School, Worcester, MA

2022		Genome-wide identification of sexual-reproduction genes in fission yeast via transposon-insertion sequencing
		Talk, Sporulation Meeting, Virtual

2021		High-throughput genetics and essential gene discovery in Cryptococcus neoformans
		Poster, Molecular Mycology 25th Reunion and Conference, Woods Hole, MA

2021		High-throughput genetics and essential gene discovery
		Talk, Mycology Working Group, Virtual

2021		Using transposons to identify sex and meiosis genes
		Talk, Young Investigators Science Retreat, Kansas City, MO

2021		Genome-wide identification of sexual-reproduction genes in fission yeast via transposon-insertion sequencing
		Talk, Mayosis series, Virtual

2021		Designing high throughput genetic approaches to understand drug resistance in a human fungal pathogen
		Talk, Translational Research Seminar, Kansas City, MO

2021		Transposon mutagenesis in two fungi: sex and silencing
		Talk, Duke University Mycology Unit, Durham, NC

2021		Using transposons to identify sex and meiosis genes
		Talk, Friday Science Club, Kansas City, MO

2020		Designing high throughput genetic approaches to understand drug resistance in a human fungal pathogen
		Talk, Friday Science Club, Kansas City, MO

2019		Using transposon-insertion sequencing to identify genes required for sexual reproduction across the Schizosaccharomyces genus
		Flash Talk and Poster, EMBO Comparative Genomics of Eukaryotic Microbes, Sant Feliu de Guixols, Spain

2019		Building a transposon-insertion sequencing approach for high-throughput genetics in eukaryotic microbes
		Poster, Young Investigator’s Science Retreat, Kansas City, MO

2019		Promiscuous retrotransposition and intron evolution in the Cryptococcus genus
		Poster, 30th Fungal Genetics Conference, Asilomar CA

2018		Using long reads to tell one WTF from another WTF
		Talk and Poster, Nanopore Community Meeting, San Francisco, CA

2018		Collateral mutations caused by promiscuous retrotransposons
		Poster, Young Investigator’s Science Retreat, Kansas City, MO

2018		Collateral mutations caused by promiscuous retrotransposons
		Talk, Open Mic Talk series, Kansas City, MO

2017		Natural mismatch repair mutations mediate phenotypic diversity and drug resistance in Cryptococcus deuterogattii
		Talk, EMBO Comparative Genomics of Eukaryotic Microbes: Dissecting Sources of Evolutionary Diversity, Sant Feliu de Guixols, Spain

2017		Naturally occurring mismatch repair mutants mediate rapid phenotypic changes and drug resistance in the Pacific Northwest Cryptococcus gattii outbreak
		Poster, First Annual EPIC Symposium, Durham, NC

2017		Naturally occurring mismatch repair mutants mediate rapid phenotypic changes and drug resistance in the Pacific Northwest Cryptococcus gattii outbreak
		Talk, Eukaryotic Pathogens Investigators Club (EPIC), Durham, NC

2017		Naturally occurring mismatch repair mutants mediate rapid phenotypic changes and drug resistance in the Pacific Northwest Cryptococcus gattii outbreak
		Talk and Poster, 29th Fungal Genetics Conference, Asilomar, CA

2017		Addition by subtraction: RNAi loss and mycoviruses
		Talk, University Program in Genetics and Genomics Recruitment, Durham, NC

2017		Genome evolution in the fungal pathogen Cryptococcus deuterogattii
		Talk, Thesis Defense, Durham, NC

2016		Natural strains of Cryptococcus with defects in mismatch repair exhibit enhanced phenotypic diversity
		Poster, Molecular Genetics and Microbiology Retreat, Wrightsville Beach, NC

2016		Cryptococcus gattii in North America
		Talk, University Program in Genetics and Genomics Retreat, Haw River, NC

2016		Whole genome typing of Cryptococcus gattii in North America: Mitotic microevolution and sexual macroevolution contributed to the development of an outbreak
		Poster, Calcineurin as the Target for Antifungal Drug Development Symposium, Durham, NC

2015		Gene network polymorphism illuminates loss and retention of novel RNAi silencing components in the Cryptococcus pathogenic species complex
		Talk and Poster, Inaugural Center for Host Microbial Interactions Symposium, Durham, NC

2015		Gene network polymorphism illuminates loss and retention of novel RNAi silencing components in the Cryptococcus pathogenic species complex
		Talk and Poster, EMBO Exploring the genomic complexity and diversity of eukaryotes, Sant Feliu de Guixols, Spain 

2015		Whole genome insights into the micro and macroevolution of the Pacific Northwest Cryptococcus gattii outbreak
Talk, University Program in Genetics and Genomics Student Seminar, Durham, NC

2015		Gene network polymorphism illuminates loss and retention of novel RNAi silencing components in the Cryptococcus pathogenic species complex
		Talk, Genomics of Microbial Systems work in progress meeting, Durham, NC

2015		Gene network polymorphism illuminates loss and retention of novel RNAi silencing components in the Cryptococcus pathogenic species complex
		Talk, Molecular Genetics and Microbiology Retreat, Wrightsville Beach, NC

2015		Whole genome sequencing of the Mucor circinelloides species complex: identification of yogurt contaminants associated with GI illness in consumers
		Talk, University Program in Genetics and Genomics Retreat, Lake Lure, NC

2015		Whole genome sequencing of the Mucor circinelloides species complex: identification of yogurt contaminants associated with GI illness in consumers
		Talk, 19th International Society for Human and Animal Mycology Congress, Melbourne, Australia

2015		Whole genome typing of Cryptococcus gattii in North America: Mitotic microevolution and sexual macroevolution contributed to the development of an outbreak
		Talk and poster, 19th International Society for Human and Animal Mycology Congress, Melbourne, Australia

2015		Whole genome insights into the micro and macroevolution of the Pacific Northwest Cryptococcus gattii outbreak
		Talk, Small Eukaryotes Meeting, Durham, NC

2015		Evolution of an outbreak: Hypermutators and the Cryptococcus gattii outbreak
		Talk and Poster, 28th Fungal Genetics Conference, Asilomar, CA

2015		A hypermutator lineage preceded the Pacific Northwest outbreak of Cryptococcus gattii
		Poster, Antifungal Drug Development Symposium, Durham, NC

2015		Origins of an outbreak: Hypermutators in the Pacific Northwest outbreak of Cryptococcus gattii	
		Talk, Molecular Genetics and Microbiology Departmental Seminar, Durham, NC	

2014		A hypermutator lineage preceded the Pacific Northwest outbreak of Cryptococcus gattii
		Poster, Molecular Genetics and Microbiology Retreat, Wrightsville Beach, NC	
	2014		Anatomy of an outbreak: Recombining clonal clusters comprise the VGII 		Cryptococcus gattii population
Talk and Poster, 9th International Conference on Cryptococccus and 	Cryptococcosis, Amsterdam, The Netherlands

2013		Development of an outbreak: Whole genome analysis of population 			Structure in C. gattii
		Talk, Genomics of Microbial Systems work in progress meeting, Durham, NC				
2013		RNAi loss in Cryptococcus gattii: Don't know what you've got till it's gone
		Talk, Cell and Molecular Biology Student Seminar, Durham, NC

2013		Loss of the RNAi pathway in VGII Cryptococcus gattii sheds light on the 		intact system in Cryptococcus neoformans
Poster, Molecular Genetics and Microbiology Retreat, Wrightsville Beach, NC

2013		RNAi loss in Cryptococcus gattii: Don't know what you've got till it's gone
		Talk, Genomics of Microbial Systems work in progress meeting, Durham, NC

2013		RNAi loss in Cryptococcus gattii: Don't know what you've got till it's gone
		Talk, University Program in Genetics and Genomics Retreat, Lake Lure, NC

2013		Loss of the RNAi pathway in VGII Cryptococcus gattii sheds light on the 		intact system in Cryptococcus neoformans
Poster, 27th Fungal Genetics Conference, Asilomar, CA

2012		Addition by Subtraction: RNAi loss in Cryptococcus gattii
		Poster, Duke Epigenetics and Epigenomics Colloquium, Durham, NC

2012		RNAi loss in Cryptococcus gattii: addition by subtraction?
		Talk, Molecular Genetics and Microbiology Retreat, Durham, NC

2012		Addition by Subtraction: RNAi loss in Cryptococcus gattii
		Poster, Duke Symposium in Celebration of Mycology and Mycologists, Durham, NC

2012		Addition by Subtraction: RNAi loss in Cryptococcus gattii
		Talk, Young One's Student Seminar, Durham, NC

2011		Addition by Subtraction: RNAi loss in Cryptococcus gattii
		Talk, University Program in Genetics and Genomics Student Seminar, 			Durham, NC

2008		Examining the Roots of Plant Evolution: Polar Auxin Transport in 			Charophytes
		Poster, American Society of Plant Biologists International Meeting, Merida, 			Mexico

TEACHING EXPERIENCE 
2026-		Course Coordinator and Instructor, GENE4220L: Laboratory in Genetic Modeling
		University of Georgia, Athens GA

2024-		Instructor, IDIS 8010: Advanced Infectious Diseases
		University of Georgia, Athens, GA

2023-2024	Course Coordinator, PHRM8200: PBS Graduate Student Seminar
		University of Georgia, Athens, GA

2023-2024	Course Coordinator and Instructor, PMCY3000: Human Physiology
		University of Georgia, Athens, GA

2019		Guest Lecture- Genetics Module
		Stowers Institute Graduate School, Kansas City, MO

2018		Guest Lecture- Genetics Module
		Stowers Institute Graduate School, Kansas City, MO
		 
2015		Guest Lecture- Frontiers in Medicine
		Duke University, Durham, NC
		Guest lecture on fungal pathogens for a non-major biology class

2015		Teaching Assistant- Whole Genome Analysis Workshop
		Duke University, Durham, NC
Helped run a one-day genome analysis workshop focusing on RNAseq analysis

2013		Teaching Assistant – Ethics Retreat
		Duke University Marine Lab, Beaufort, NC  


MENTORING
Mentored PhD Students
2025-present	Bryce Sawyer (Genetics)
2025-present	Emily Rush (Genetics)
2025-present	Hanna Roucka (Microbiology)
2024-present	Amy Kuhn (Genetics)
2024-present	Maddie Cusick (Genetics)
2023-present	Claire Reichardt (Microbiology)

Mentored Technicians
2025-2025	Emily Rush
2023-2025	Joshua Lyon
2020-2022	Caroline Craig
2018-2023	Michael Eickbush
2013-2017	Shelly Clancey

Mentored Postbaccalaureate Students
2024-2025	Toya Tanner (NIH PREP)
2010		Lindsey Draper (NIH CRTA)

Mentored Summer Students
2025		Jerry Floeder (SUNFIG)
2024		Rebecca Parra (NSF REU)			

Mentored visiting Masters Students
2019		Maya Houmel
2018		Shona Gray-Switzman

Mentored Rotation Students
2025		Khalia McClure
2025		Grace Hall
2025		Bryce Sawyer
2024		Kenna Berg
2024		Gretchen Brinkman
2024		Ana Milewski
2024		Maddie Cusick
2024		Katherine Benjamin
2024		Amy Kuhn
2023		Makenna Burslie
2023		Alexis Lambert
2023		Zachary Wiggins
2023		Eden O’Connell
2023		Esther Palmer
2023		Claire Reichardt
2023		Andrew Samon
2022		Layton Miller
2016		Kayla Sylvester
2015		Woonyung Hur
2015		Shelby Priest
2014		Jon Kastan
2014		Andrew Passer

Mentored Undergraduate Researchers 					
2026-Present	Anna Michaud (Genetics)
2026-Present	Haley Roche (VPHY)
2025-Present	Shivani Yadavalli (Biology)
2024-Present	Isabella Stewart (VPHY)
2023-2024	Alex Dumas (VPHY)
2023-2025	Amman Khan (Biology)
2009-2010	Erin Ong 


STUDENT COMMITTEES
2026-		Yuhang Wang (Lin Lab, Microbology)
2025-		Ana Milewski (Trent Lab, Microbiology)
2025-		Sarah Beth Griffin (Lewis Lab, Microbiology)
2024-		Madeline Giner (Lin Lab, Microbiology)
2023-		Oliver Levine (Bergman Lab, IOB) 

ACADEMIC SERVICE
2025-		Member, Training Grant Committee
		University of Georgia, Genetics Department

2025-		Member, Undergraduate Program Committee		
		University of Georgia, Infectious Diseases Department

2025		Member, Human Genetics Search Committee
		University of Georgia, Genetics Department

2024,2025	Reviewer, Excellence in Research Award
		University of Georgia, Graduate School
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