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Education
2017 — 2021 Ph.D. Agronomy University of Florida
2010-2014 B.S. Plant Science and Technology Huazhong Agricultural University

Research & Work Experience
2022 — present, Postdoctoral fellow, Department of Genetics, University of Georgia.

Studying plant cis-regulatory elements biology using single-cell and spatial omics
approaches. Supervisor: Dr. Bob Schmitz

2021 — 2022, Postdoctoral fellow, Department of Agronomy, University of Florida.

Investigating the genes controlling peanut nodule symbiosis and sugarcane orange rust
resistance using single-cell and spatial transcriptomics. Supervisor: Dr. Jianping Wang
2017 — 2021, Graduate Research Assistant, Department of Agronomy, University of Florida.
Studying the genetic and epigenetic control of peanut (4rachis hypogaea) nodulation at
the infection stage by RNA-seq, whole genome bisulfite sequencing and CRISPR/Cas9.
Supervisor: Dr. Jianping Wang
2015 — 2016, Data analyst, Shanghai OE Biotech. Co., Ltd.

Conducting microarray and RNA-seq gene expression analysis; Screening candidate genes
by clinical survival analysis and gene expression analysis using the Cancer Genome Atlas
database.

2014 — 2015, Research Assistant, National Key Laboratory of Crop Genetic Improvement.

Field management and phenotyping; Phenotype data and QTL analysis of rapeseed
(Brassica napus) yield-related traits. Supervisor: Dr. Jun Zou and Dr. Jinling Meng
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Research Presentations

Oral presentations

2026

2024

2022

2020

2019

2019

Adapting a high-resolution, cost-efficient spatial platform for plant research, Workshop
on spatial omics in plants, Kanagawa, Japan

The spatially resolved multi-omic single-cell atlas of soybean, Informatics Interest Group
seminar, Minnesota Supercomputing Institute, University of Minnesota

Identifying sugarcane orange rust resistance genes by single-cell and spatial
transcriptomics, The American Society of Sugarcane Technologists (ASSCT) Annual
Meeting, ASSCT

Mapping QTL controlling white mold resistance in peanut (Arachis Hypogaea), Agronomy
Annual Symposium, University of Florida

Molecular and epigenetic controls of peanut (Arachis hypogea L.) nodulation at early
infection stage, Agronomy Annual Symposium, University of Florida

Utilize symbiosis to improve agricultural sustainability, Three Minute Thesis (3MT)
presentation, University of Florida

Poster presentations

2025

2025

2025

2024

2024

2023

2023

2022

2021

2020

2020

Adapting high-res and low-cost spatial omics for plant research, Plant Center Retreat,
University of Georgia

Spatially resolved chromatin profiling for plant tissues using spatial ATAC-seq, Single-
Cell Approaches in Plant Biology, Gordon Research Conference

Enhancing the understanding of soybean biology through spatial transcriptomics, Soy
2025, University of Wisconsin - Madison

Constructing spatial transcriptome atlas of poplar, Plant Center Retreat, University of
Georgia

Single-cell and spatial regulatory maps of poplar, Genomic Science Program, U.S.
Department of Energy.

The spatial-temporal transcriptome of soybean seed development, Plant Genomes,
Systems Biology & Engineering, Cold Spring Harbor Laboratory

The spatial-temporal transcriptome of soybean seed development, Single-Cell
Approaches in Plant Biology, Gordon Research Conference

Using spatial transcriptomics to reveal the responsive genes in sugarcane infected by
orange rust disease, Florida Genetics Symposium, University of Florida

Identifying genomic regions and evaluating the epistasis controlling stem rot resistance
in cultivated peanut (Arachis hypogaea), American Peanut Research & Education Society
Annual Meeting

Host gene expression and epigenetic regulation in peanut (Arachis hypogaea) in response
to rhizobial early infection, American Peanut Research & Education Society Annual
Meeting

Host gene expression and epigenetic regulation in peanut (Arachis hypogaea) in response

to rhizobial early infection, Plant Biology 2020 Worldwide Summit, American Society of
Plant Biologists.



2018  Mapping QTL Controlling White Mold Resistance in Peanut (Arachis Hypogaea), Florida
Genetics Symposium, University of Florida.

Awards & Grants
2025 Plant Center Retreat poster presentation award (2% place), University of Georgia,

2024 Plant Center Retreat poster presentation award (1 place), University of Georgia
2020 CALS Outstanding Achievement Awards, University of Florida

2020 Agronomy Graduate Student Association Awards (3" place), Agronomy Annual
Symposium, University of Florida

2019 Travel Award, Summer Institute in Statistical Genetics, University of Washington
2017 -2019  Grinter Fellowship, University of Florida

2014 Merit Student Award, Huazhong Agricultural University

2012 Academic Progress Award, Huazhong Agricultural University

2011 Students Research Funding, Huazhong Agricultural University, project: Transferring
clubroot resistance from radish to oilseed rape using new-type Brassica napus

Teaching and Mentorship

Teaching Assistant

2020 Spring, Plant Chromosomes and Genomics (Graduate), University of Florida
2018 - 2020 Summer, Genetics (Undergraduate), University of Florida

2013 Fall, Seed Industrialization and Technology (Undergraduate), Huazhong Agricultural
University

Co-instructor
2021 Summer, Genetics (Undergraduate), University of Florida

Undergraduate students mentored

Sebastian Mihail, University of Florida, Project: CRISPR/Cas9 gene editing in peanut hairy root
Camila Sanchez, University of Florida, Project: CRISPR/Cas9 gene editing in peanut hairy root
Lindsay Dobrie, University of Florida, Project: Transcriptome analysis on peanut root nodulation

Services
Reviewer for Scholarly Journals

BMC plant biology, Frontiers in plant science, Scientific Reports, Plants journal, Genes journal

University of Florida
Treasurer of Agronomy Graduate Student Association, University of Florida: 2018-2019

Certificates



Data Analysis with Python, Coursera, 2020

Summer Institute in Statistical Genetics: Integrative Genomics and Pathway & Network Analysis
for Omics Data, University of Washington, 2019

Python for Genomic Data Science, Coursera, 2018
Biology Meets Programming: Bioinformatics for Beginners, Coursera, 2018



