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Academic History

Postdoctoral Scholar (Advisor: James C. Schnable) October 2021 - present

University of Nebraska Lincoln, NE, USA

e Identification of candidate genes using large gene expression and genetic variants datasets for Maize and
Sorghum.

e Recognition and correction for signals than can add bias or noise to large gene expression analysis.

e Call of Single nucleotide polymorphisms (SNPs) from approximately 800 Maize RNA-Seq libraries using
GATK.

e Application of molecular tools to identify alleles with a putative loss-of-function phenotype to study can-
didate genes previously identified.

PhD - Plant Biotechnology March 2017 - August 2021
LANGEBIO-CINVESTAV Irapuato, Mexico

e Elucidation of the effect of nitrogen deficiency on the molecular phosphorus starvation response in Maize
using transcriptional, ionomic and phenotypic data.

e Identification of parental regions within crosses using Single nucleotide polymorphisms (SNPs) and simple
sequence repeats (SSRs).

e Generation of Maize populations.

e Manual phenotyping of Maize plants in multiple fields and greenhouses.

MSc - Plant Biotechnology September 2014 - February 2017
LANGEBIO-CINVESTAV Irapuato, Mexico

e Selection of lines with teosinte (Zea mays ssp. parviglumis) introgression based on molecular markers
e Correction for environmental effects in phenotypes using linear mixed models.
e Collection of plant tissue in greenhouse and laboratory (root and aerial parts).

BSc - Agricultural engineering August 2009 - June 2013
Universidad Auténoma Chapingo Texcoco, México

Leadership & Activities

President 2023 - 2024
Collective Research Organization of Plant Science (CROPS) University of Nebraska-Lincoln
e Promote scientific events to help students develop ideas and network with scientists outside the university.
e Help the community to develop soft skills in a supportive environment.
e Guide younger scientist.

Skills

Personal: Teamwork, Active listening, Leadership, Optimization

Technical: R language (advanced), Bash command line (intermediate), Data analysis and management, Writing
and summarizing results for publications and reports

Language: English (advanced), Spanish (Native)

Laboratory: Real-time-PCR analysis, Molecular marker application



Presentations

“Inferring gene function from expression levels in maize” North Dakota State University. March 12" 2024.
Invited lecture (Online)

“Population-Level Gene Expression Can Repeatedly Link Genes to Functions in Maize” Plant and Animal
Genome 2024 conference. January 110 - 170 2024. Invited talk

“Inferring gene function from expression levels in maize” Plant Science Innovation department (Internal
talk). November 20" 2023. Invited talk

“Employing environmental indices to augment cross-environment prediction accuracy in diverse maize
populations. Machine Learning for Cyber-Agricultural Systems (MLCAS2023). July 27 2023. Invited
talk

“Measurement of expression from a limited number of genes is sufficient to predict flowering time in maize”.
Maize Genetic Conference 2023. March 16" - 19" Invited talk

“A small subset of genes can predict flowering time with high accuracy in maize” MLCAS2022. October
10%h - 11 Tnvited talk
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