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Employment
2022 – · · · · ⋄ Assistant Professor NCSU
2020 – 2021 ⋄ NSF Postdoctoral Research Fellow Cornell University
2018 – 2020 ⋄ Postdoctoral Researcher USDA-ARS, Ithaca, NY

Education
2018 ⋄ PhD, Plant Breeding and Plant Genetics University of Wisconsin – Madison

⋄ MS, Biometry University of Wisconsin – Madison
2012 ⋄ BS, Plant Sciences Cornell University

⋄ BS, Communcations Cornell University

Publications
∗ equal contribution; ‡ undergraduate; § corresponding author
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Talks
Invited
2022 ⋄ “Gene regulation and GxE." NCSU Genetics and Genomics Academy annual retreat.

⋄ “Genomewide Regulation of Gene Expression, and Effects on Phenotype, in Maize." NCSU Plant
and Microbial Biology Seminar Series.

2020 ⋄ “In-Field Whole-Plant Maize Architecture Characterized by Subcanopy Rovers and Latent Space
Phenotyping." The Plant Phenome Journal Webinar Series. https://youtu.be/d0Luqs66OdM

2019 ⋄ “Improving crop measurement with rovers.” Wegmans Organic Summit. Canandaigua, NY.
⋄ “In-field whole plant maize architecture characterized by Latent Space Phenotyping.” Cornell In-

stitute for Digital Agriculture Symposium. Ithaca, NY.
⋄ “In-field whole plant architecture characterized by scalable, affordable robots." Corn Breeding Re-

search Meeting. St. Louis, MO.
2018 ⋄ “TIPS: A System for Automated Image-Based Phenotyping of Maize Tassels." CyVerse - Software,

Tools, and Services for Data-Driven Discovery Workshop, Plant and Animal Genome XXVI Con-
ference. San Diego, CA.
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Talks (continued)
Contributed
2022 ⋄ “Natural, allelic variation in maize diel transcription patterns impacts phenotypes." Zeavolution

online seminar series.
2017 ⋄ “Mapping variants associated with phenotypic stability in maize." Gordon Research Seminar.

Galveston, TX.
2016 ⋄ “Genomic PredictionWithin and Between Subpopulations of the USANational Maize Inbred Col-

lection." Corn Breeding Research Meeting. Jacksonville, FL.
2015 ⋄ “Genome-Wide Association Analysis of Tassel Size and Branch Number in the Wisconsin Diverse

Association Panel." Corn Breeding Research Meeting, St. Charles, IL.

Mentoring and Teaching
Total (current) mentees: 1 (1) graduate; 2 (1) undergraduates; 1 (1) postdoc

Teaching: North Carolina State University
2023 ⋄ Crop and Soil Sciences 590 – Sequence Analysis for Plant Genomics

Teaching Assistant: University of Wisconsin – Madison
2017 ⋄ Agronomy 772 – Advanced Applications in ANOVA

⋄ Agronomy 811 – Biometric Procedures in Plant Breeding
2016 ⋄ Agronomy 875 – Selection Theory for Quantitative Traits in Plants
2015 ⋄ Agronomy 811 – Biometric Procedures in Plant Breeding

Service
Outreach
2020- ⋄ Engaged with grade school science classes on Skype-a-Scientist
2019 ⋄ Showcased robotic phenotyping on local news WSYR (https://youtu.be/o6vKlVMBv14).

⋄ Guest lecturer in undergraduate Digital Agriculture class.
Statistical Consultant
2018 ⋄ Statistical Consulting Lab at the University of Wisconsin – Madison
Community Involvement
2023 ⋄ Organized INTRINSyC, a weekly plant science seminar series

⋄ Organizer, Maize Genomes to Fields prediction contest
2022 - ⋄ Mentor, Maize Genetics Cooperative Mentoring Program
2021 ⋄ Maize Genetics Meeting Steering Committee
2019 ⋄ Discussion Leader for Gordon Research Seminar in Quantitative Genetics and Genomics
Peer Review
Reviewed for Nature Biotechnology, The Plant Cell, New Phytologist, Heredity, The Plant Genome, Crop
Science, Theoretical and Applied Genetics, PLoSOne, Plant Biotechnology, Plant Direct, Field Crops Research,
Agronomy, BioEnergy Research, Molecular Genetics and Genomics.
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Awards & Achievements
Funded Awards

2022 ⋄ USDA DSFAS-CIN: Integrating multiscale remote sensing data for
enhancing data-driven predictive analytics in crop breeding and
management (Co-PI) $1,000,000

2019 ⋄ NSF Postdoctoral Research Fellowship in Biology (PI) $231,000
Achievements

2017 ⋄ Selected to talk at the Gordon Research Seminar in Quantitative Genetics and Genomics
⋄ G.O. Mott Meritorious Graduate Student Award

2016 ⋄ G.O. Mott Meritorious Graduate Student Award
2015 ⋄ Larry Darrah Award for Best Student Research Presentation

⋄ Vice President, Plant Sciences Graduate Student Council, University of Wisconsin
2012 ⋄ Intern at DuPont Pioneer, Johnston IA

2009-2011 ⋄ Dean’s List – Cornell University
2008 ⋄ Perialis Prize for Persuasive Oratory


