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Professional Preparation
Ph.D. (Plant and Soil Science), Texas Tech University, 2019

Ph.D. (Plant Science), University of Maine, 2014 - 2015; Degree program continued at Texas Tech
University

M.S. (Botany and Plant Pathology), University of Maine, 2013
B.A. (Human Ecology), College of the Atlantic, 2010

Appointments

Research Associate (in Computational Genomics), Texas Tech University, March 2022-Present
Research Associate, Texas Tech University, September 2020-February 2022

Research Aide, Texas Tech University, October 2019- August 2020

Temp Professional Specialist, University of Maine-Orono, December 2019- May 2020

Graduate Research Assistant, Texas Tech University, January 2016-August 2019

Graduate Research/Teaching Assistant, University of Maine-Orono, January 2014-December 2015

Graduate Research/Teaching Assistant, University of Maine-Orono, July 2010- December 2013

Relevant activities and awards

Editor for “Plant Omics: Advances in Big Data Biology” with UK-CABI Publishing
Member of review editor board for Plant Breeding

Member of reviewer board Insects, Biology and Current Plant Biology
Bioinformatics contractor for metagenomic and virome analysis for USDA-ARS

Bioinformatics advisor for large scale sequencing panel and genome-wide association study for rice
variant discovery in International Rice Research Institute, Philippines

Graduate School Representative for summer 2019 commencement in Texas Tech University

Key research personnel for shuttle research activities and collaboration between De los Reyes Lab at
UMaine/Texas Tech and Kurata Lab at the National Institute of Genetics (NIG), Japan

Teaching assistant for Introductory Biology labs and Principal of Genetics in University of Maine

Outstanding Graduate Student in Plant Biology (SBE Fay Highland-Hilborn Prize in Plant
Biology/Plant Pathology Award), School of Biology and Ecology, University of Maine, 2014



Current Project

Genetic and Physiological Novelties for Salinity Tolerance in Rice Created by Transgressive Segregation
(USDA-NIFA-AFRI # 2023-67013-39541) as a lead bioinformatician

Epigenomic variation associated with fiber and stress related traits in cotton: Application of epi-QTL in
stress tolerance breeding (Bayer CropScience, Texas Tech University, BASF Project Revolution
Program) as a lead bioinformatician

Prevention of Pathogen Contamination in the Lettuce Production Continuum (USDA-NIFA-SCRI #2030-
42000-055-007-A) as a lead scientist for bioinformatics on genomic basis of pathogenic bacteria and
investigation of phage-bacteria interactions (RSA# 58-2030-0-034)

Research Interests

My role in research is to translate the advanced genomics inquiries into computational biology
executables using machine learning and artificial intelligence on high performance computational center,
with a particular focus on conducting full-depth genomic investigations in plants with complex heritages
and agriculturally valuable traits. | specialize in analyzing genetic inheritance and gene expression
patterns, including the response of repetitive regions and transposons. Currently, | am focusing on gene
silencing profiling through methylation and transcriptomic studies, while inferring chromatin states to
understand regulatory mechanisms. Expanding my expertise, | am leading metagenomic investigations of
bacterial and phage-viral genomes, to enhance food safety and track organisms with fast mutation rates
for government projects.
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